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CACACCGTGCTGGTTACCCTCTTTCACATACACCGCACCACTCCGAAAAAGTAGGTCTGATGATATATATATTTACACTTACTGATTTATATATATGTGTACATTTATTACAGCCACGACGTGTTGATATTCCTAACCGGGCAAGAGGAAATCGAGTCATTGG

**************************************************((((....((((((((((((((..................)))))))))).))))..))))..**************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM467729

Dmel_wt_sRNAseq

GSM467731

Dmel_loq_sRNAseq

GSM467730

Dmel_r2d2_sRNAseq

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

V096

loqsKO/f00791
ovary

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR060649

A2_ovaries_FLAG-
Piwi

SRR065806

Piwi-
IP_squ_mut_ovaries

GSM609222

ML-DmBG1-
C1

GSM379050

Armi
Heterozygote

GSM609241

s2+48 #1

SRR060648

A2_ovaries_FLAG-
Aub

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

V078

Desiccation,
female head

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR032094

ago2
knockdown

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1
V074

S3

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

GSM609229

embryo 2-
6hr

SRR031692

Total
small
RNAs from
Oregon R

GSM379054

Flam
Heterozygote

GSM379065

Zuc
Heterozygote

V138

Male
cold
body

V086

female
body,
aged

GSM286613

0-1hr #1
(A)

GSM361908

s2-48
Biological
Replicate
#2

GSM609242

s2+48 #2

GSM272651

S2-
48,+48,
KC-48,
+48 mix

SRR010952

Ago3 trans-
heterozygotes,
oxidized

SRR010956

Piwi IP in
Ago3
heterozygotes

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR014273

Ovary_rep1_Har_P

SRR014275

Ovary_rep1_LK_P

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR060651

A2_ovaries_Ago3

AGO3

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

V032

S1
cell

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

GSM609224

female,
one day

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR065802

Piwi-
IP_zuc_mut_ovaries

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V077

cold,
female
head

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM379063

Vasa
Heterozygote

GSM272653

KC -48 #1

SRR001349

heterozygous_dcr-
2_untreated

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

GSM609234

CS Â male
total RNA
Â 

GSM609237

ago2[414]
ovary
total RNA

GSM286605

2-6h #1
(8)

SRR010955

Aub IP in
Ago3
heterozygotes

SRR029028

untreated
(mock)

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

GSM609223

male, one
day

SRR029032

r2d2
knockdown

SRR001347

ago2_untreated

GSM399107

male body
#2

V008

S2-
DRSC

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

GSM609227

CMEW1
Cl.8+
cell

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V140

Dessication_female_body

V137

Male
aged
head

SRR060644

A2_ovaries_total

GSM399100

Kc167
cell

GSM628272

ago2[414]
ovary
total RNA

..................................................GTAGGTCTGATGATATATAT............................................................................................. 20 0 1 70.00 70 21 24 25 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAGGTCTGATGATATATA.............................................................................................. 19 0 1 70.00 70 33 13 24 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAGGTCTGATGATATAT............................................................................................... 18 0 1 26.00 26 12 7 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAGGTCTGATGATATATATA............................................................................................ 21 0 1 21.00 21 8 8 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................AGTAGGTCTGATGATATA................................................................................................ 18 0 1 15.00 15 1 13 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAGGTCTGATGATATATATAT........................................................................................... 22 0 1 11.00 11 3 5 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................AGTAGGTCTGATGATATAT............................................................................................... 19 0 1 6.00 6 2 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................TGTTGATATTCCTAACCGGGCAAGAGGA.............. 28 0 1 4.00 4 0 0 0 0 1 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................TAACCGGGCAAGAGGAAATCGAGTC..... 25 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................AACCGGGCAAGAGGAAATCGAGTC..... 24 0 1 3.00 3 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAGGTCTGATGATATATATATT.......................................................................................... 23 0 1 3.00 3 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................CACCGCACCACTCCGAAAAAC................................................................................................................ 21 1 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................ACGACGTGTTGATATTCCTAAC.......................... 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................CGACGTGTTGATATTCCTAACCGGG...................... 25 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................TCCTAACCGGGCAAGAGGAAATCGAG....... 26 0 1 2.00 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................TGATATTCCTAACCGGGCAAGAGGAAAT........... 28 0 1 2.00 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................AACCGGGCAAGAGGAAATCGAGTCA.... 25 0 1 2.00 2 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................TAACCGGGCAAGAGGAAAT........... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAGGTCTGATGATATATATATTTACA...................................................................................... 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................AGTAGGTCTGATGATATATAT............................................................................................. 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................CACGACGTGTTGATATTCCTAACCGGGC..................... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................ACGACGTGTTGATATTCCTAACC......................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........GGTTACCCTCTTTCACATACACCGCA.............................................................................................................................. 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................TCCTAACCGGGCAAGAGGAAATCGA........ 25 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................TTCCTAACCGGGCAAGAGGAAATCGAG....... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............TACCCTCTTTCACATACACCGCACC............................................................................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................CGACGTGTTGATATTCCTAACCGGGCA.................... 27 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................AAAGTAGGTCTGATGATATATAT............................................................................................. 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................TCCTAACCGGGCAAGAGGAAATCGAGT...... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................TTCACATACACCGCACCACTCCGAAAAAC................................................................................................................ 29 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................TTCCTAACCGGGCAAGAGGA.............. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................CCTCTTTCACATACACCGCAC............................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................TGTTGATATTCCTAACCGGGCAAGAG................ 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................TATATTTACACTTACTGATT............................................................................ 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..CACCGTGCTGGTTACCCTCTTTCACA....................................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................CACGACGTGTTGATATTCCTAAC.......................... 23 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................CGACGTGTTGATATTCCT............................. 18 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............GTTACCCTCTTTCACATACACCGC............................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................CCCTCTTTCACATACACCGCACC............................................................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......TGCTGGTTACCCTCTTTCACAT...................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAGGTCTGATGATATATATATTT......................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................AGTAGGTCTGATGATATATATATTTACACTT................................................................................... 31 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................CCTAACCGGGCAAGAGGAAATCGAG....... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................TGATATTCCTAACCGGGCAAGA................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................TTGATATTCCTAACCGGGC..................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................TAACCGGGCAAGAGGAAATC.......... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GTGTGGCACGACCAATGGGAGAAAGTGTATGTGGCGTGGTGAGGCTTTTTCATCCAGACTACTATATATATAAATGTGAATGACTAAATATATATACACATGTAAATAATGTCGGTGCTGCACAACTATAAGGATTGGCCCGTTCTCCTTTAGCTCAGTAACC

**************************************************((((....((((((((((((((..................)))))))))).))))..))))..**************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V074

S3

GSM609222

ML-DmBG1-
C1

V092

dcr-
2[G31R]
male
total
RNA Â 

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM609234

CS Â male
total RNA
Â 

V148

mbn2

V008

S2-
DRSC

SRR001347

ago2_untreated

V086

female
body,
aged

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V022

ML-
DmD32
cell

GSM371638

S2-NP

V034

ML-
DmD16c3
cell

GSM609224

female,
one day

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V127

G2

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM322219

2-4day
pupae #1

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

V006

r2d2 female:
possibly
heterozygous

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609242

s2+48 #2

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V073

mbn2

GSM609250

ML-DmD32
cell

SRR010953

Aub
heterozygotes,
oxidized

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609229

embryo 2-
6hr

GSM609223

male, one
day

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609225

ML-DmBG3-
C2

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V091

fGS/OSS
total
Â 

GSM609237

ago2[414]
ovary
total RNA

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM399100

Kc167
cell

V085

CME
W2
wing
disc

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V136

Male
aged
body

V077

cold,
female
head

GSM360262

0-2d
pupae

SRR001339

WT_females_non-
beta-eliminated

GSM609219

GM2 cell

V037

Felix
sample
+mirtrons

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR031692

Total
small
RNAs from
Oregon R

SRR014268

Embryo_0-
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..............ATGGGAGAAAGTGTATGTGGC................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................GAGTGTATGTGGCGTGGTGAG........................................................................................................................ 21 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............CAATGGGAGAAAGTGTATG.................................................................................................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................GAAAGTGTATGTGGCGTGGTG.......................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................GGTGAGGCTTTTTCATCCAGA......................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:10212214-10212376 + CG4901_in2 CACACCGTGCTGGTTACCCTCTTTCACATACACCGCACCA----CTCCGAAAAAGTAGGTCTGATGATAT--------------------------------------------------------------------------------------------------------------------------------------------------ATATATT------------------------TACACTT----------------------ACTGATT----TATATATATGTGTACAT-T---TATTACAGCCACGACGTGTTGATATTCCTAACCGGGCAAGAGGAAATCGAG---TCATTGG
droSim2 2l:9889933-9890089 + dsi_6708 CACACCGTGCTCGTTACCCTCTTTCACATACACCGCACCA----CGCCAAAAAAGTAGGTCTGATGATAT--------------------------------------------------------------------------------------------------------------------------------------------------ATATATT------------------------TAGACTT----------------------ACTGATT----TATAT------GTACAT-T---TATTACAGCCACGACGTGTTGATATTCCTGACTGGGCAAGAGGAAATCGAG---TCATTGG
droSec2 scaffold_3:5637264-5637420

+
CACAGCGTGCTCGTTACCCTCTTTCACATACACCGCACCA----CGCCAAAAAAGTAGGTCTGATGTTAT--------------------------------------------------------------------------------------------------------------------------------------------------ATGTATT------------------------TACACTT----------------------ACTGATT----TATAT------GTACAT-T---TATAACAGCCACGACGTGTTGATATTCCTAACCGGGCAAGAGGAAATCGAG---TCATTGG

droYak3 2L:12885889-12886043 + CACACCGTGCTGGTTACCCTCTTTCACATACACCGCACCA----CTCCGAGAAAGTAGGTATTATAAAG------------TT----------------------------------------------------------------------------------------------------------------------------------------GAAT------------------------TACATTA----------------------ACTAATA----TTAAA------ATATAT-T---TATTACAGCCACGACGTTTTGGTATTCCTAACAGGACAAGAAGAAATAGAG---TCATTGG
droEre2 scaffold_4929:10818256-

10818447 +
CACACCGTGCTGGTTACCCTCTTTCACATACACCGCACCA----CTCCCAGAAAGTAGGTATTATGATGGAGTT--------TAAAT---------------------------------------ACATTTGAATTC------------------------------------------------------CAAAT--GAT--------GCATATGTTTTCT------------------------TACACTT----------------------ACTGATT----TATAT------ATATAT-T---TATTACAGCCATGACGTTTTGATATTCCTCACAGGACAGGAGGAAATCGAG---TCATTGG

droEug1 scf7180000409554:4711993-
4712067 -

TAAA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TATAAGTAT-TTAATATTACAGCCATGACGTTTTGATATTCCTAACAGGGCAAGAGGAGATTGAA---TCATTGG

droBia1 scf7180000301468:336053-
336263 +

CACACCGTGCTGGTTACTCTCTTTCACATTCATCGCACCA----CCCCGAGAAAGTAAGTTCCAAGGTGTGGTTAGG-----------------------------GT-------------------TTTCTG--TTTACTA-ATTGTTATATCATTGGAAAACAGCATTTGTATTTTTGTATCCCAAG---------TACTA-----------------------------------------------------------------AA-------------------------CA-AAACAT-TTAATGTTACAGCCATGACGTTTTGATATTCCTAACAGGACAAGAAGAAATTGAA---TCATTAG

droTak1 scf7180000415667:273395-
273603 -

CACACCGTGCTGGTTACGCTCTTTCACATCCATCGCACCA----CTCCGAGGAAGTAGGTTCCATGATGTAGTTTAA-----------------------------GTATCCGAAAT------CTCT---------------------------------------------------------------------------------TACT------------TTCTCCTG------AA----AT-TTCTTAAACTATTTCTTA---AATAACCTGCAACT-----TTA------TTTTATAT-TTAATATTACAGCCATGACGTTTTGATATTCCTAACAGGGCAAGAAGAAATTGAA---TCATTGG

droEle1 scf7180000491046:2469669-
2469816 -

CATGCTGTGAGTAATTTCTACCTTAACGAACCATGTGCCGACTATGTCAAGGAA--------------------------ACTGTGGAGA----------------CCGTCTGGAAG-------------------------------------------------------------------------------------------------------------------------------------CTCC-----ACCAAAAGGAA------------------------------------------CCACCAGGCGATATACTGGCCTTCCTAACAGGCCAAGAGGAAGTCCTGGAGGCACTGG

droRho1 scf7180000777777:8772-8872
+

TATTT----------------------------------------------------------------------------------------------------------------------------------------------------------------------GTATTTTTTAATCCAATA---------TACTA-----------------------------------------------------------------AA-------------------------TATTAGCAT-TTAATCTTACAGCCATGACGTTTTAATATTTCTAACAGGGCAAGAGGAAATTGAA---TCATTGG

droFic1 scf7180000453838:440740-
440902 +

CACACCGTGCTGGTAACTCTCTTCCACATTCACCGCACCA----CGCCAAGAAAGTAGGTACCAATCTGC------------------------------------------------------------------------------------------------------------------------------------------------------------------AAGTTATGACTA---TGAATTA----------------------A---TATATT---------TAATATCTT-TTGATGTTACAGCCATGACGTTTTAATATTTCTGACAGGACAAGAGGAAATTGAA---TCATTGG

droKik1 scf7180000302472:3125733-
3125907 -

CACTCCGTGCTGGTAACGCTCTTCCACATCCACCGCACAA----CGCCAAGAAAGTAGGTAGTC---------------------------TTGT-AAACAATTCG-----------T--------TCATTT------------------------------------T--G---------------------------------------TATATTT--------------------TT----TTTTAATTTT-----ACCGAACTAAA-----------------------------------TTATTGTTACAGCCATGACGTTTTAATCTTCCTAACAGGGCAAGAGGAAATTGAA---GCACTAG

droAna3 scaffold_12916:14042901-
14043125 +

CACGCAGTACTGGTTACCCTCTTCCACATTCACCGCACCA----CTCCACCCAAGTACGTTCGAAGCTGCTATTATGGGGATAAGGGGAAAGAAT-TAA------------------------CTTTTATTTG--TTCCCTTGATTAT--------------------TTTATATTTGTTCACCTCATGAAGGGACCGCATTA-----------------------------------------------------------------AC-------------------------TGATAGCCT-TTCAACTTGCAGCCATGACGTTTTAATATTCCTGACAGGGCAAGAGGAAATCGAA---TCACTGG

droBip1 scf7180000396535:997905-
998126 +

CACGCAGTACTGGTTACGTTATTCCATATTCACCGCACCA----CGCCTCGCAAGTACGTTTGACGTTGCTATGAAA---------G-------------------GGATATGAAAGAATTAACTTTTATTTG--TTCCCTCGAATGT--------------------TTTGTATTTGTTCACCTCATGAAGGGAGCCCATTA-----------------------------------------------------------------AC-------------------------TGTTAGCAT-TTCAACTTGCAGCCATGACGTTTTAATATTCCTAACAGGGCAAGAGGAAATCGAA---TCCCTGG

dp5 3:1547845-1548001 + GAGGCAGCCATTCGCACAGTCATCCAGATACATATGTG---------CGAG--------------------------GAGATTGAGGGTAAGTGA-TAA------------------TCA------------------------------------------------------------------------GAACTGCAAT--------GCAAATCT------------TCAGATTCTGA--------------------------------------------------C------TGCCCT-T---TGTCCCTCAGGTGACATTCTCATGTTCCTCACGGGTCAGGAGGAGATTGAG---GA----G
droPer2 scaffold_2:1720647-1720791

+
CGCACAGT------------CATCCAGATACATATGTG---------CGAG--------------------------GAGATTGAGGGTAAGTGA-AAA------------------TCA------------------------------------------------------------------------GAACTGCAAT--------GCAAATCT------------TCAGATTCTGA--------------------------------------------------C------TGCCCT-T---TGTCCCTCAGGTGACATTCTCATGTTCCTCACGGGTCAGGAGGAGATTGAG---GA----G

droWil2 scf2_1100000004513:6254413-
6254566 -

GAAGCGGCTATCAGGACAGTCATTCAAATACACATGTG---------CGAG--------------------------GAGATTGAAGGTTAGTAACTGA------------------TCA------------------------------------------------------------------------AAAAT--ATC--------CCAAATTTTTCTCTA------CATATTCTG--------------------------------------------------------------TT-T-TACCTT--TCAGGTGACATTTTAATGTTTCTCACGGGTCAGGAAGAAATTGAG---G------

droVir3 scaffold_12875:10790124-
10790285 +

GAGGCAGCAATACGCACAGTCATTCAGATTCATATGTG---------CGAG--------------------------GAAATTGAAGGTGCGTAT-AAA------------------------CCCT---------------------------------------------------------------------------------TACC------------ATATCCTC------TG--------GTTGAC----------------------ACTAATC----TATAT------TG---GTT---GCGTGAACAGGCGACATTCTTATGTTCCTCACAGGCCAGGAAGAAATCGAG---GAGGCAT

droMoj3 scaffold_6500:7584493-
7584592 -

CATGCCGCGCTGGTCACCCTCTTCGATATCCATCGCCACG----AGCCCAT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAACCACGATGTGCTTATATTTCTGACGGGTCAGGAGGAGATCGAG---GCGCTGG

droGri2 scaffold_15245:3896573-
3896731 +

CATC-CGT-------ACAGTCATCCAGATACACATGTG---------CGAG--------------------------GAAATTGAAGGTATGCA-----------------------------TTCCAATTTG--TA-----------------------------------------------------------------AACTACTAC-------------------------------CA---TGAGCCC----------------------AGTTAATAATCGA---------TAATCT-C---TGCCAAACAGGAGACATTCTGATGTTCCTCACGGGCCAGGAGGAGATCGAG---GAGGCAT
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GGGGGGGGACTTTACCCCCCACACTCGAGAAACAGCAGAATCACGCAGGGCTTCCAGTGCGTCGCCTCGGAGGATGAGGATGCCCTCCCAAAAGGCATCCGAAATCCCCGGGACGGACACAACCCGTATTTAGGTGATTGGTCAAGGAATTGGACTGAGGAGACACAAGAAGA
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................................................................................................ATCCGAAATCCCCGGGACGGACA...................................................... 23 0 1 24.00 24 19 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................CCGAAATCCCCGGGACGGACA...................................................... 21 0 1 10.00 10 8 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................CATCCGAAATCCCCGGGACGGAC....................................................... 23 0 1 6.00 6 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................ATCCGAAATCCCCGGGACGGA........................................................ 21 0 1 4.00 4 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................GCATCCGAAATCCCCGGGACGGAC....................................................... 24 0 1 4.00 4 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................GGCATCCGAAATCCCCGGGACGGACAC..................................................... 27 0 1 4.00 4 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................GGCATCCGAAATCCCCGGGACGGACA...................................................... 26 0 1 4.00 4 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................ATCCGAAATCCCCGGGACGGAC....................................................... 22 0 1 3.00 3 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................CTGAGGAGACACAAGAAG. 18 0 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................GGCATCCGAAATCCCCGGGACGGAC....................................................... 25 0 1 2.00 2 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................CGAAATCCCCGGGACGGACA...................................................... 20 0 1 2.00 2 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................CATCCGAAATCCCCGGGACGGACA...................................................... 24 0 1 2.00 2 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................CATCCGAAATCCCCGGGACGGACAC..................................................... 25 0 1 2.00 2 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................GCGTCGCCTCGGAGGATGAGGAT............................................................................................ 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................TCCGAAATCCCCGGGACGGACA...................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................CGCCTCGGAGGATGAGGA............................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................AGTGCGTCGCCTCGGAGGATGAGG.............................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................ATTGGACTGAGGAGACACAAG.... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................ATCCGAAATCCCCGGGACG.......................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................AAAGGCATCCGAAATCCCCGGGACGGACAC..................................................... 30 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................ACAACCCGTATTTAGGTGATT.................................. 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................AGAAACAGCAGAATCACGCAGGGC.......................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................CCGAAATCCCCGGGACGGAC....................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................CCTCGGAGGATGAGGATGCCC........................................................................................ 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................GCATCCGAAATCCCCGGGACGGACA...................................................... 25 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................GGCTTCCAGTGCGTCGCCTCGGAGG.................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................AGGAATTGGACTGAGGAGACAC....... 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................GAAATCCCCGGGACGGACA...................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................TTTAGGTGATTGGTCAAGGATA....................... 22 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................CGAAATCCCCGGGACGGAC....................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................CGTCGCCTCGGAGGATGAGG.............................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CCCCCCCCTGAAATGGGGGGTGTGAGCTCTTTGTCGTCTTAGTGCGTCCCGAAGGTCACGCAGCGGAGCCTCCTACTCCTACGGGAGGGTTTTCCGTAGGCTTTAGGGGCCCTGCCTGTGTTGGGCATAAATCCACTAACCAGTTCCTTAACCTGACTCCTCTGTGTTCTTCT

***************************************......(((((((((.(((((.((((..(((((((.........)))))))...))))))))).)))........))))))....*************************************************
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..................................................................AGCCTCCTACTCCTACGG......................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................GGGGGCCCTGCCTGTGTTGGGCAT............................................. 24 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:4091058-4091230 + sblock97631 GGGGGGGGA----CTT-T------A-----------------------------------CCCC-CCACACTC------GAGAAACAGCAG--AATCACGC-AGGGCTTCCAGTGCGTCGC-CTC-----GG---AGGATGAGGAT--GCCC-TC--CC-----------AAAAGG---------CATCCGAAATCCC-CG-GGACGGA------CACAACCCGTAT---T-------TA-GGTGAT------------TGG-TCAAGGAATT---GGACTGA-GG---AGACACAAGAAGA
droSim2 3l:4051563-4051727 + GGGGGA-------CTA-T------------------------------------------ACCC-CCACACTC------G-GAAACAGCAG--AATCACAC-AGGGCTTCCAGTGCGCCGC-CTC-----GG---AGGATGAGGAT--CCCC-TC--CC-----------AAA-GG---------GATTCGTAGCCCT-CC-GGACGGA------CACAACCCGTAT---T-------TA-GGTGAT------------TGG-TCAAGGAATT---GGACTGA-GG---AGACACAAGA--A
droSec2 scaffold_2:4083711-4083877

+
GGGGGA-------CTA-T------------------------------------------ACCC-CCACACTC------G-GAAACAGCAG--AATCACAC-AGGGCTTCCAGTGCGCCGC-CTC-----GG---AGGATGAGGAT--CCCC-TA--CC-----------AAA-GG---------GATTCGTAGCCCT-CC-GGACGGA------CACAACCCGTAT---T-------TA-GGTGAT------------TGG-TCAAGGAATT---GGACTGA-GG---AGACACAAGAAGA

droYak3 3L:4661179-4661345 + GGGGGCA------CCA-T------------------------------------------GCCC-CCA-ACTC------G-GAAACAGCAG--AATCACGC-AGGGCTTCCAGTGCGCCGC-CTC-----GG---AGGATGAGGAT--CCCC-AA--CC-----------AAA-GG---------AATCCAAAGCCCT-CC-GGACGGA------CACAACCCGTAT---T-------TA-GATGAT------------TAG-TCAAGGAATT---GGACTGA-GG---AGACACAAGAAGA
droEre2 scaffold_4784:6799960-

6800123 +
GGGGGA-------CTA-T------------------------------------------ACCC-CCA-ACTC------G-GAAACAGCAG--AATCACGC-AGGGCTTCCAGTGCGCCGC-CTC-----GG---AGGATGAGGAT--CCCC-TC--CC-----------AAG-GG---------AGTCCAAAGCCCT-CC-GGACGGA------CACAACCCGTAT---T-------TA-GGTGAT------------TAG-TCAAGGAATT---GGACTGA-GG---AGACACAAGA--A

droEug1 scf7180000409466:1855792-
1855969 +

AAGGAGACG---GGC--A-------------------------------------------G--CC-G-TCTC---TT-TAAAAACAGCAA--GATCACAA-AGGGCTTCCAGTGGGCCGT-CTA-----GG---AGGATTAGGGT--CTTTATA--CC-----------AAATGG---------GATCCGAATTCAC-CA-GGGCGGA------CACAACCCCTAA---T-------TA-GGTGATGAT------GATTAGTTCAAGGAGTT---GGACTAA-GG---AGACAGAAGTTAA

droBia1 scf7180000302428:785157-
785323 +

ACAGGGC------CTA-A------------------------------------------AAAC-CCG-CTTC------G-AAAACAGCAG--AATCACAC-AGGGCTTCCAGTGCGCCGC-CTC-----GG---AGGATTAGGAT--CTTT--C--CT-----------AATGCA---------GATCCGAATTCC--CC-GGGCGCG------CACAACCCGTAT---T-------TAAGGTGAT------------TAG-TCAAGGAGCT---GAACTAA-GG---AGACACAAGAATA

droTak1 scf7180000415778:104438-
104594 -

TA-------------------------------------------------------------------------------AAAACAGCAA--AATCACAC-AGGGCTTCCAGTGCGCCGC-CTC-----GG---AGGATGAGGAT--CTTT-TC--CC-----------AAATGG---------GATCCTATATCCA-CC-GGACGGA------CACAACCCGTATTGATTAGTAGTTA-AGTGA-------GCTTCTTAG-TCAAGGAGCT---GGACTAA-GG---AGACACTA-----

droEle1 scf7180000491249:4938264-
4938419 +

AGGGGGGA------TC-T------------------------------------------GCCC---C-CCTC------G-AAAACAACAG--AATCACAC-AGGGCTTCCAGTGCGCCAA-CTC-----GG---AGGACGAGGAT--CCCT-AG--CC-----------AAAGGG---------GATCCAAAGTCCT-CCGTGGAGGA------CACAACCCAATT---T-------TA-AGTGAT------------TAG-TCAAGGAATT---GGTCTAA-GC---AG-----------

droRho1 scf7180000779198:68842-
69012 -

GGGTGGGGG---GATA-A------------------------------------------CCCC-TCCCCCTC------G-AAAACAGCAG--AATCACAC-AGGGCTTCCAGTGCGCCGC-CTC-----GG---AGGATGAGGAT--CCCC-AG--CC-----------AAAGGG---------GATCCGAACTCAT-CCGTGGGGGT------CACAACCCATAT---T-------TA-AGTGAT------------TAG-TCAAGGAGTT---GGACTAA-GG---AGAAATATGA--A

droFic1 scf7180000454113:1306919-
1307081 +

AGGGGTA------------------------------------------------------A--CTCC-CCTC------GGAAAACAGCAG--AATCACAA-AGGGCTTCCAGTGCGCCGT-TCC-----GG---AGGATGTGGAT--CCTG-TC---G-----------AAAGGG---------GATCCTGCTACCT-CC-GGACGGA------CACAACCCGTAA---T-------TA-GGTGATGATCAAGCT------------TCACT---GGCTTGACGG---AGCAACAG-GAGA

droKik1 scf7180000302388:258012-
258169 -

AGGGGGC-------G----------------------------------------------A--CC-C--CTC------TGCAAACAACAG--AATCACCC-AGGGCTTCCAGTGCTCC-C-TTG-----GG---GGGACGAGGAT--CTTC-----------------------G---------GATCCTTCAAT-TCCC-AAGAGGA------CACAACCCGTAA---T-------TA-AGTGAT--T------GATTAG-TCGAGGAGTTTTTTGACTAA-GG---AGACACACGAA-G

droAna3 scaffold_13337:7133470-
7133640 +

CGGGGCG------------------------------------------------------A--CC-C-TGTC---GGAG-GAAACAACAA--GATCACAA-AGGGCTTCCAGTGTTCCGC-TTC-----GG---AGGACGAGGCT--TCCT-----CC-----------AAA-GGAATTTGAAGGATCCTCA-ACTTCT-GTTGTGGG------CACAACCCATAA---T-------TA-AGTGAT------------TAG-TCAAGGAGTTT--GAACTAA-GG---AGACACAAGCAAA

droBip1 scf7180000396418:140208-
140379 +

CGGGGCA------------------------------------------------------A--CC-C-TGTC---GGAG-GAAACAACAA-AGATCACAA-AGGGCTTCCAGTGTTCCGC-TTC-----GG---AGGACGAGATAT-CCT------TT-----------AAA-GAAATTTGACGGATCCTCA-ACTTCC-GTTGTGGG------CACAACCCATAA---T-------TA-AGTGAT------------TAG-ACGAGAAGTTT--GAACTAA-GG---AGACACAAGCAAA

dp5 XR_group6:6380821-6380952 - GCGGAGGA------G----------------------------------------------A--A---------------TCCAACAGCAG--AATCACGC-AGGGCTTCCAGTGTCCCCA-CGC-----TG---GATAGAAGGAT--CACT-C------------ATCCCTTGGG---------CATCCG--------GC-GTGGGGG------CACAACCCACAG-TAT-------TA-GGTGAT-------------------------T---GGAATAG-GG---AGAC---------
droPer2 scaffold_82:217018-217149 + GCGGAGGA------G----------------------------------------------A--A---------------TCCAACGGCAG--AATCACGC-AGGGCTTCCAGTGTCCCCT-CGC-----TG---GATAGAAGGAT--CACT-C------------ATCCCTTGGG---------CATCCG--------GC-GTGGGGG------CACAACCCACAG-TAT-------TA-GGTGAT-------------------------T---GGAATAG-GG---AGAC---------
droWil2 scf2_1100000004762:5996149-

5996337 -
AATGAAGTAACGCATA-A-TAA--CTATTTAAATGGTTAAAAGTTTTTGAGTTTTGCGAAATTC-TCA-AATC---AA-AAATAACAGCAA--AATCACTTAAGGGCTTCCAGTGCATTTTTCTC-----TG---A-GCCGAGT---------C------------AATTCTCGGT---------TCGCAA--------GA-ATTTTGC------CACAAACCCCCC-TAA-------AA-AGA----------------------------------AAAGG-AA---AAAAACAGGAAGA

droVir3 scaffold_13049:15328219-
15328412 -

AACATAAAA----ATC-A------ATACTTCAA-AATT-------------------AAAGTTC-TCA-GCTCGTAGGAGAGAAACAGCAA-AAATCACAAAAGGGCTTCCAGTGCGGCAT-TGG-----CA---TCCATGGGATACTGTTA-AT--TC-------------------------GGTTAGCCA-GATGCA-GATGTCAGCACAAATAAAACCT----------------A--AGGAT------------TAG-TTGTAGCATCCGCCAGTTGT-GC---GGAGGGATGGAGC

droMoj3 scaffold_6680:21529533-
21529739 +

AAAGAAACA------------------CTTCAA-AATT-------------------AAAGTTC-TCA-GATTGTAGAAGAGAAACAGCAACAAATCACAAAAGGGCTTCCAGTGCGGCGC-G-GTATCTATATCTGTATCAGGGT--CTATATAACTCCGATATA-------------------GCTCTTCA-GATGCC-GATGCCTGCACAAATACAAACCTAAG-GAT-------TA-GTTG-T------------TCG-TCATGAGGGC---GACAGCA-GA---AGAAGAGAACAGA

droGri2 scaffold_15110:19733359-
19733568 -

AAGAAAACA---CATCTAAAATCAACACTACAA-AATT-------------------AAAGTTC-TCA-GCTCGAAAGAGACAAGCAGCAA--AATCACAAAAGGGCTTCCAGTGCGGCAT-TGGTATCTGA---AGGACATGG-T--GATA-TA--TC--AAATA-----G-CCA---------TATCCAG---ATCCA-GTTGTTGGCACAAATACAAACCT---------------A--AGGAT------------TAG-TTGTAGCATT---GGATAGA-AAAAAAGAGCTGAGGCGA
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CAAAGCCATGCAGAGAACCTTGTTGCTTCCTACAGACCAATAAGCTTGCTGCCCACATTCTCTAAGACATATTTCTATAAATATTTCTTAATAGAATGATGGCAGTAAGTTGACTTGATTCCAAATCACCAGTTCGGCTTTCGGAACCACCACGAAA

***********************************..(((..(((((((((((..((((((.(((((.((((((....)))))).)))))..))))))..)))))))))))...))).....***********************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V137

Male
aged
head

V132

ML-
DmD32

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1
V127

G2

V138

Male
cold
body

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V134

ML-
DmD8

V147

1182-
4H
cell

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V146

S1
cell

V125

ML-
DmD9

V128

S3

GSM399100

Kc167
cell

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V136

Male
aged
body

V141

Heat_female_body
V148

mbn2

GSM609220

ML-DmD21
cell

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM399101

kc167
cell

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

V140

Dessication_female_body

GSE24545

CS ovary
total
RNA

V022

ML-
DmD32
cell

V142

Oxidation_female_body

V092

dcr-
2[G31R]
male
total
RNA Â 

V080

Starvation,
female head

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609219

GM2 cell

V145

S2-
DRSC

V073

mbn2

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V131

ML-
DmD16-
c3

GSM322543

male head
#1

V079

Oxidation,
female
head

GSM609234

CS Â male
total RNA
Â 

SRR060653

hs-Penelope_
ovaries_total

GSM609249

ML-DmD21
cell

V126

CME
L1

V133

Sg4

V144

OSC

GSM628272

ago2[414]
ovary
total RNA

V074

S3

V077

cold,
female
head

GSM343832

S2R+ cell

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

GSM609250

ML-DmD32
cell

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

GSM609251

aged
female
head

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM371638

S2-NP

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V034

ML-
DmD16c3
cell

V078

Desiccation,
female head

SRR097867

Drosophila
S2-NP
cells

GSM399110

KC-48 #2

GSM379054

Flam
Heterozygote

SRR014275

Ovary_rep1_LK_P

SRR097865

Drosophila
S2-NP
cells

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

V015

DreRFHV148h

V096

loqsKO/f00791
ovary

V139

Cold_female_body

V038

Felix
sample
S2
only

V086

female
body,
aged

GSM609237

ago2[414]
ovary
total RNA

GSM609229

embryo 2-
6hr

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM609225

ML-DmBG3-
C2

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM609247

heat
female
head

GSM609218

Sg4

GSM609248

ML-DmD9
cell

GSM609230

CS,ovary,AGO1IP

AGO1

V091

fGS/OSS
total
Â 

SRR001347

ago2_untreated

GSM609238

embryo
14-24hr

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

SRR029031

loqs-ORF
knockdown

GSM343287

Drosophila
Toll 10b
mutant
embryos

V031

GM2
cell

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

GSM379060

SpnE
Heterozygote

GSM379064

Vasa
Mutant

GSM379065

Zuc
Heterozygote

GSM385748

OSS_s6

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR014277

Ovary_rep1_NA_P

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM609223

male, one
day

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

GSM609217

MLDmD20c5

GSM609222

ML-DmBG1-
C1

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM361908

s2-48
Biological
Replicate
#2

SRR001349

heterozygous_dcr-
2_untreated

V036

ML-
DmD20c5
cell

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM280088

S2cell
(AGO1IP)

AGO1

GSM379055

Flam
Mutant

GSM379059

Piwi
Mutant

GSM379061

Squ
Heterozygote

GSM379063

Vasa
Heterozygote

GSM379066

Zuc
Mutant

GSM379067

SpnE
Mutant

GSM385821

OSS_s7

GSM609244

KC+48 #2

SRR014273

Ovary_rep1_Har_P

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR060652

hs-
Penelope_testes_total

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V008

S2-
DRSC

V012

Dcr2 male
(Katsutomo,
whole fly?)

V023

Dcr2
female
head

GSM343833

S2R+ cell

V030

ML-
DmD8
cell

V032

S1
cell

V085

CME
W2
wing
disc

V130

ML-
DmBG3-
c2

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR031692

Total
small
RNAs from
Oregon R

V037

Felix
sample
+mirtrons

GSM609227

CMEW1
Cl.8+
cell

SRR029028

untreated
(mock)

SRR010953

Aub
heterozygotes,
oxidized

GSM239052

S2 cells,
non beta-
eliminated

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM379050

Armi
Heterozygote

GSM379057

Krimp
Mutant

GSM467731

Dmel_loq_sRNAseq

GSM286611

6-10h #2
(11)

GSM286613

0-1hr #1
(A)

GSM272653

KC -48 #1

GSM322533

female
head #1

GSM399107

male body
#2

GSM609242

s2+48 #2

GSM272651

S2-
48,+48,
KC-48,
+48 mix

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR014282

Ovary_rep1_wK_P

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR032093

ago1
knockdown

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR060643

A2_testes_total

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V006

r2d2 female:
possibly
heterozygous

GSM609235

CMEL1

GSM609221

1182-4H
cell

GSM609226

CMEW1
Cl.8+
cell

V129

ML-
DmBG1-
c1

V135

CME
W2
(wing
disc
line)

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM609239

IR- 2-
18hr

GSM609224

female,
one day

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM280082

WT
ovaries
(18-29nt)

GSM379056

Krimp
Heterozygote

GSM609241

s2+48 #1

GSM322338

2-4day
pupae#2

SRR060646

yw67c23(2)_ovaries_total

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

GSM286607

6-10h #1
(10)

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

SRR001664

homozygous_dcr-
2_untreated

SRR001339

WT_females_non-
beta-eliminated

GSM1528798

follicle
cells

SRR032094

ago2
knockdown

GSM609240

IR+ 2-
18hr
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........................................................................................TAATAGAATGATGGCAGTAAGT............................................... 22 0 1 10.00 10 1 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TTAATAGAATGATGGCAGTAA................................................. 21 0 1 8.00 8 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TTAATAGAATGATGGCAGT................................................... 19 0 1 8.00 8 1 0 0 0 0 0 0 0 0 1 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TTAATAGAATGATGGCAGTA.................................................. 20 0 1 6.00 6 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................TTGCTGCCCACATTCTCTAAGA.......................................................................................... 22 0 1 5.00 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TTAATAGAATGATGGCAGTAAGA............................................... 23 1 1 5.00 5 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................TTTCTTAATAGAATGATGGCA..................................................... 21 0 1 5.00 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................TTTCTTAATAGAATGATGGCAGG................................................... 23 1 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TAATAGAATGATGGCAGTAAG................................................ 21 0 1 4.00 4 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................TTTCTTAATAGAATGATGGCAGA................................................... 23 1 1 4.00 4 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TTAATAGAATGATGGCAGTAAT................................................ 22 1 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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...................................................................................TTTCTTAATAGAATGATGGCAGTA.................................................. 24 0 1 3.00 3 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TTAATAGAATGATGGCAGTAAA................................................ 22 1 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TCTTAATAGAATGATGGCAGTA.................................................. 22 0 1 3.00 3 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TGCCCACATTCTCTAAGACAT....................................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TTAATAGAATGATGGCAGTAAGC............................................... 23 1 1 2.00 2 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................TGCTGCCCACATTCTCTAAG........................................................................................... 20 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................TTCTTAATAGAATGATGGCAGT................................................... 22 0 1 2.00 2 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................TTTCTTAATAGAATGATGGCAGC................................................... 23 1 1 2.00 2 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TTAATAGAATGATGGCAGTAAGTC.............................................. 24 1 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TTAATAGAATGATGGCAGTAAAA............................................... 23 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................TTTCTTAATAGAATGATGGCATA................................................... 23 2 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TTAATAGAATGATGGCAGTAAGG............................................... 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............AACCTTGTTGCTTCCTAC............................................................................................................................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................TGCTGCCCACATTCTCTAAGA.......................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TTAATAGAATGATGGCAGTAAC................................................ 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................ATATTTCTTAATAGAATGATGG....................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TTAATAGAATGATGGCAGG................................................... 19 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................TTTCTTAATAGAATGATGGCAGTATC................................................ 26 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TGCCCACATTCTCTAAGACATATT.................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................TATTTCTTAATAGAATGATGGCT..................................................... 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TCTTAATAGAATGATGGCAGTAA................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................TTTCTTAATAGAATGATGGC...................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................TTTCTTAATAGAATGATGGCAT.................................................... 22 1 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TTAATAGAATGATGGCAGTAAGTA.............................................. 24 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................TTTCTTAATAGAATGATGGCGT.................................................... 22 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................CACATTCTCTAAGACATATTTCTATAAA............................................................................ 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TAATAGAATGATGGCAGTAAGA............................................... 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................GATGGCAGTAAGTTGACT.......................................... 18 0 2 1.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................AGAATGATGGCAGTAAGT............................................... 18 0 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................AGAATGATGGCAGTAAGTT.............................................. 19 0 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................ATAAGCTTGCTGCCCACAACT................................................................................................. 21 3 5 0.20 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................TCCTACAGACCAATAAGAA............................................................................................................... 19 2 15 0.07 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GTTTCGGTACGTCTCTTGGAACAACGAAGGATGTCTGGTTATTCGAACGACGGGTGTAAGAGATTCTGTATAAAGATATTTATAAAGAATTATCTTACTACCGTCATTCAACTGAACTAAGGTTTAGTGGTCAAGCCGAAAGCCTTGGTGGTGCTTT

***********************************..(((..(((((((((((..((((((.(((((.((((((....)))))).)))))..))))))..)))))))))))...))).....***********************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM609222

ML-DmBG1-
C1

GSM609217

MLDmD20c5

SRR010955

Aub IP in
Ago3
heterozygotes

V147

1182-
4H
cell

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR031692

Total
small
RNAs from
Oregon R

GSM609234

CS Â male
total RNA
Â 

GSM467730

Dmel_r2d2_sRNAseq

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM609227

CMEW1
Cl.8+
cell

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM371638

S2-NP

SRR032092

mock
oxidized

GSM609224

female,
one day

V036

ML-
DmD20c5
cell

V034

ML-
DmD16c3
cell

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V079

Oxidation,
female
head

GSM609223

male, one
day

V008

S2-
DRSC

V138

Male
cold
body

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

GSM399101

kc167
cell

GSM343833

S2R+ cell

GSM609221

1182-4H
cell

GSM609237

ago2[414]
ovary
total RNA

V096

loqsKO/f00791
ovary

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

V073

mbn2

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

GSM609242

s2+48 #2

SRR001338

IR_non-
beta-
eliminated

V074

S3

GSM609238

embryo
14-24hr

V086

female
body,
aged

SRR010953

Aub
heterozygotes,
oxidized

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

V015

DreRFHV148h

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V077

cold,
female
head

V139

Cold_female_body

GSM379059

Piwi
Mutant

V136

Male
aged
body

SRR010954

Aub trans-
heterozygotes,
oxidized

V146

S1
cell

SRR023402

total RNA
extracted
from NLS-
P19 cells

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM609251

aged
female
head

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM286605

2-6h #1
(8)

SRR014282

Ovary_rep1_wK_P

SRR032093

ago1
knockdown

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

GSM609235

CMEL1

GSM609248

ML-DmD9
cell

SRR001339

WT_females_non-
beta-eliminated

SRR014280

Ovary_rep1_w1118_P

V006

r2d2 female:
possibly
heterozygous

GSM609225

ML-DmBG3-
C2

V085

CME
W2
wing
disc

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

GSE24545

CS ovary
total
RNA

.........................................................................................................................GTTTAGTGGTCAAGCCGAAAGCCTTGGT........ 28 0 1 3.00 3 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................CGGGTGTAAGAGATTCTGTAT...................................................................................... 21 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............CTTGGAACAACGAAGGATGTCTGGTT..................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................ATGTCTGGTTATTCGAACGACGGGTGT.................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................GGATGTCTGGTTATTCGAAC............................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................TCTGGTTATTCGAACGACG......................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................GGAACAACGAAGGATGTCTGG....................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............CTTGGAACAACGAAGGATGTC.......................................................................................................................... 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............CTCTTGGAACAACGAAGGATGT........................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................ATATAAAGATATTTATAAAGA..................................................................... 21 1 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................GGTCAAGCCGAAAGCCTT........... 18 0 6 0.17 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3LHet:2485702-2485859 + dme_120 CCAAAGCCATGCA-----GAGAACCTTGTTGCTTCCTACAGACCAATAAGCTTGCTGCCCACATTCTCTAAGACATATTTCTAT-AAATATTTCTTAATAGAATGATGGCAGTAAGTTG----------ACTTGATTCCAAATCACCAGTTCGGCTTTCGGAACCACCACGAAA
droSim2 3l:23037847-23038015 - CCAAAGCCAGGCAAACCGCAGAACATTTTTGCGTCTTACAGACCAATAAGCTTGCTACCAACTTTTTCAAAG--ATATTCGAAA-GAATATTCTTGAATAGAATTATGGCAGTAAATTG--CGTTCAGGATACCATTTCAGATCACCAGTTAAGCTTTCGGAAACATCACGGAA
droSec2 scaffold_51:123515-123683 - CCAAAGCCAGGCAAACCGCAGAACATTTTTGCGTCTTACAGACCAATAAGCTTGCTACCAACTTTTTCAAAG--ATATTCGAAA-GAATATTCTTGAATAGAATTATGACAGTAAATTG--CGTTCAGGATGCCATTTCAGATCACCAGTTTAGTTTTCGGAAACATCACGGAA
droYak3 v2_chr3h_random_002:77545-

77713 +
ACACAGCCAGGTAAAGCGGATAACCTTGTTGCGTCCTACAGACCAATAAGGTTACTAGTCAAATTTTTAAAG--ATATATGAGA-GAATACTCTTGAACAGAATGAAGGTAGTAAGTTG--CGTTCAGGATGCCATTCCAGATCACCAGTTCGGTTTTCTGAACCACCACGGAA

droEre2 scaffold_4929:20944356-
20944524 -

CCAAAGCCAGGCAAACCGGAGAACCTTGTTGCGTCATACAGACCAATAAGCTTGCTGCCCACATTCTCTAAA--ATATTCGAGA-GAATATTTCTTAGCAGAATGATGGCAGTTAGTTG--TGTTCAGGACGCCATTCCGGATCACCAGTTCGGCATTCGGAACCACCATGGAA

droEug1 scf7180000407587:2927-3094 + CCCAAGCCAGGAAAACCGGAGAACCTTGTTGGATCATACAGGCCGATAAGCTTACTACCTACATTCTCTAAA--ATATTCGAGA-GAATATTCCTTAGTAGAATTATGGGAGTAAGAAC--CATTCAGGACGCCATTCCCGA-CACCAGTTTGGTTTTAGGAAGCAACATGGAA
droBia1 scf7180000301495:421745-421906

+
CCAAAGCCAGGAAAACCGGAAAACCTTGTTGCATCCTACCGACCGATAAGTCTACTGCCCACCTTCTTTGAA--ATATTTGAAA-GTATATTCCTTAGTAGAATGATGGCAGTAAG---------CAGGACGCCATTCCAGACCACCAATTCGTCTATAGAAGCCACCATGGAA

droTak1 scf7180000415363:52178-52345 - CCCAATCCAG-AAAACCGGAGAACCTTGTTGCGTCCTACAGACCAATAAGTCTGCTGACTACATTCTCTAAA--ATATTCGAGA-GAATATTTCTTAGCAGAATGATGGCAGTAAGATG--CGTACAGGATGCCATTCCAGACCACCAGTTTGGCTTTAGAAGTCACCACGGTA
droEle1 scf7180000491327:5887-6043 - A---AGCCTGAA------GCAAA---CCTTGCATCATATCGTCCGATCAGTTTGCTGGCGATACTCTCCAAA--ATACTTAAAA-GAGTATTTCTGCGTAGAGTGTTGCCAGTTCTGGA--TGAGGCTGAACTGATCCCGGATCATCAGTTTGGCTTCAGGCGTTCCCACTCCA
droRho1 scf7180000777756:12235-12403 + CCGAAGCCAGGTAAGCCGGAGAACCTTGTTGCGTCGTACCGACCAATAAGCTTGCTGCCCACATTCTCTAAA--ATATTCGAGA-GAATATTTCTTAGCAGAATGATGGCAGTAAGAAG--GGTTCAGGATGCAATTCCAGACCACCAGTTCGGCTTCAGGAATCACCATGGAA
droFic1 scf7180000453851:526567-526735

+
CCAAAGCCAGGAAAACCGGAGAACCTTGTAGAGTCATACCGACCTATAAGCTTGCTTCCCACATTCTCTAAA--ATATTCGAGA-GAATATTTCTTAGTAGAATTATGGGAGTAAGAAG--CGTGCAGGCCGCCATTCCCGATCACCAGTTTGGTTTTAGGCATCGCCATGGGA

droKik1 scf7180000301868:3084-3252 + CCTAAGCCAGGCAAACCGGAGAACCTTGTTACGTCTTACCGGCCAATAAGCTTGCTGCCAACATTCTCTAAA--ATATTCGAGA-GAATATTTCTTAGCAGAATGATGGCAGTAAGAAG--TGTTCAGGATGTCATTCCAGATCACCAGTTCGGCTTTCGGAATCACCATGGAA
droAna3 scaffold_13043:429791-429959 + CCAAAGCCAGGAAAACCGGAGAACCTTGTAGAGTCATACCGACCTATAAGCTTGCTTCCTACATTCTCTAAA--ATATTCGAAA-GAATATTTTTAAGTAGAATTATGGGAGTAAGAAG--CGTGCAGGTCGCCATTCCCGACCATCAGTTTGGTTTTAGGCATCGTCATGGGA
droBip1 scf7180000395292:60-228 + AAGAAGCCAGGAAAAAGTCCCTATGATGTCGCTTCTTACAGACCCATTAGCTTACTTGCTGGCTTCTCTAAA--ATATTTGAAA-CGCTACTTATGGATAGGATGTTTAACTGCCAGGA--CTTTGAACGAGCCATTCCTTCTCATCAGTTTGGCTTTAGGAAACAACATAGCA
dp5 Unknown_singleton_1492:26204-

26372 -
CTAAAGCCAGGTAAACCAACGTCAGCCCTAGAGTCATACAGACCAATAAGCCTACTGCCAGTTTTCTCCAAG--ATATTCGAAA-GAATATTCTTGAGCAGAATGGTGGCTGAAAGCTG--CGTCAAGGAAGCTATTCCACAGCACCAATTCGGTTTCAGAAGACAGCACGGGA

droPer2 scaffold_1:9542207-9542375 + CTAAAGCCAGGTAAACCAACGTCAGCCCTAGAGTCATACAGACCAATAAGCCTACTGCCAGTTTTCTCCAAG--ATATTCGAAA-GAATATTCTTGAGCAGAATGGTGGCTGAAAGCTG--CGTCAAGGAAGCTATTCCACAGCACCAATTCGGTTTCAGAAGACAGCACGGGA
droWil2 scf2_1100000004949:463553-

463712 +
CCTAAACCTGGGAAACCCGAGAGTGAAGTAACCTCGTATCGTCCGATCAGTTTGCTGGCAATACTCTCCAAG--ATATTCGAAA-GAATATTTTTGGCCAGAGTGTTGCCGCTA-----------CTGGACACTATCCCAGAACACCAGTTTGGATTCCGGCAACACCATGGCA

droVir3 scaffold_10002:3965-4133 + CCTAAGCCTGGTAAACCTGAAGATAATCTGGCCTCCTATCGCCCGATTAGTTTACTGCCAGCGCTCTCAAAG--ATACTAGTAA-GAGTATTTTTGAGTAGAGTTTTGCCAGTATTGGA--CGAGGCCGGTCTGATCCCGGATCACCAATTTGGCTTCAGGCGCTGTCACGGAA
droMoj3 scaffold_6473:14616825-

14616993 +
CTGAAACCTGGTAAACCCGAAAAGGAAATTGCTTCCTACAGACCTATCAGCTTGCTACCGGTACTCTCTAAA--GTATTCGAAA-GAATACTTCTGCGAAGAGTACTGAA--TGAGCTGAGTCGAAGAACAATCATACCGGAGCATCAATTCGGCTTCAGGAGGCAGCACGGAA

droGri2 scaffold_15116:225840-225998 + CCGAAACCTGGCAAGCCGGATAATCTTGTCTCGTCATATCGACCGATAAGCTTGCTGTCCACTTTCTCCAAA--ATATTTGAAAAAAATATTTCTTGCAAGATTGTCGGCAGTAAGTG-------------GCTATTCCTGATCATCAGTTTGGCTTCATGCATCACCATGGTA
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ACATTATTAGTTGTGTCTCTTAAATTGTAATTGTTGTCTTGCTGTCTCGGCAACAATTGAACATTAATTTGAATGGTTTCGTACAAAAATACATATATTCTATTGTATCATTTTGTAAAATGAGGTAGACCATGTAGTAAATGCATTCATTTTTCGTTATTCTAGTACATATGTATATCTAGCATGTACTGGAATGAAAAGTATCTTTAAACTATGTAGATTTCTGTGTGGTGGTGAGCTGCTCCCCTGGA
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.............................ATTGTTGTCTTGCTGTCTCGG......................................................................................................................................................................................................... 21 0 1 93.00 93 30 13 16 7 3 0 0 3 1 0 5 2 0 2 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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.....................................................................................................................................................................................GCATGTACTGGAATGAAAAGTT................................................ 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................AACATTAATTTGAATGGTTTCGTACAAA.................................................................................................................................................................... 28 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................TTGTAATTGTTGTCTTGCTG............................................................................................................................................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................................................................................AAACTATGTAGATTTCTGTGT...................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................ATTCATTTTTCGTTATTCTAGT..................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........AGTTGTGTCTCTTAAATTGTAA............................................................................................................................................................................................................................. 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................ACCATGTAGTAAATGCATTCC...................................................................................................... 21 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................CTATTGTATCATTTTGTAAAA................................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................GGTAGACCATGTAGTAAATGT........................................................................................................... 21 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................ATTGTTGTCTTGCTGTCTCGGCA....................................................................................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................TAAAATGAGGTAGACCATGTAG.................................................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................ATTGTTGTCTTGCTGTCTCGTT........................................................................................................................................................................................................ 22 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................TTGAATGGTTTCGTACAAA.................................................................................................................................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................................................................TACTGGAATGAAAAGTATCTT............................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................TCTCGGCAACAATTGAACATTAAT....................................................................................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................ATTTGAATGGTTTCGTACA...................................................................................................................................................................... 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................................................................CTGGAATGAAAAGTATCTTT........................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................CTATTGTATCATTTTGTAAA.................................................................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................CGGCAACAATTGAACATTAATT...................................................................................................................................................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..ATTATTAGTTGTGTCTCTTA..................................................................................................................................................................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................ATTGTATCATTTTGTAAAATGAGGT............................................................................................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................ATTTTGTAAAATGAGGTAGACT........................................................................................................................ 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................AATGAGGTAGACCATGTAGTAAATGC........................................................................................................... 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................................GCATTCATTTTTCGTTATTC......................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................ATTTTGTAAAATGAGGTAGAC......................................................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........TGTGTCTCTTAAATTGTAATTGT......................................................................................................................................................................................................................... 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................TCTCGGCAACAATTGAACATTAATTTGAA.................................................................................................................................................................................. 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TGTAATAATCAACACAGAGAATTTAACATTAACAACAGAACGACAGAGCCGTTGTTAACTTGTAATTAAACTTACCAAAGCATGTTTTTATGTATATAAGATAACATAGTAAAACATTTTACTCCATCTGGTACATCATTTACGTAAGTAAAAAGCAATAAGATCATGTATACATATAGATCGTACATGACCTTACTTTTCATAGAAATTTGATACATCTAAAGACACACCACCACTCGACGAGGGGACCT

**************************************************************************************************..........((((((((.(((...(((((((((((((((((((((..........)))))..))))))...))))....))))))..))).))))..))))....***********************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V144

OSC

V127

G2

V146

S1
cell

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

V148

mbn2

V147

1182-
4H
cell

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR032092

mock
oxidized

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM399110

KC-48 #2

V032

S1
cell

V085

CME
W2
wing
disc

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

V073

mbn2

GSM609225

ML-DmBG3-
C2

V125

ML-
DmD9

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM385748

OSS_s6

GSM385822

OSS_s8

SRR029029

dcr-1
knockdown

GSM385821

OSS_s7

SRR029032

r2d2
knockdown

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

GSM385744

OSS_s2

GSM609222

ML-DmBG1-
C1

GSM609242

s2+48 #2

SRR032094

ago2
knockdown

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM628272

ago2[414]
ovary
total RNA

SRR010956

Piwi IP in
Ago3
heterozygotes

SRR097865

Drosophila
S2-NP
cells

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V008

S2-
DRSC

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V145

S2-
DRSC

GSM379065

Zuc
Heterozygote

GSM272652

S2 -48
Biological
Replicate
#1

GSM361908

s2-48
Biological
Replicate
#2

GSM609244

KC+48 #2

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR032093

ago1
knockdown

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

V036

ML-
DmD20c5
cell

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

V134

ML-
DmD8

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR031692

Total
small
RNAs from
Oregon R

V086

female
body,
aged

V132

ML-
DmD32

GSM399107

male body
#2

GSM379064

Vasa
Mutant

GSM399105

disk #2

GSM286604

0-1h #3
(7)

SRR001348

ago2_oxidized

SRR010952

Ago3 trans-
heterozygotes,
oxidized

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR060648

A2_ovaries_FLAG-
Aub

SRR097867

Drosophila
S2-NP
cells

GSM609235

CMEL1

GSM609217

MLDmD20c5

V014

DTT
8h

GSM399100

Kc167
cell

GSM609248

ML-DmD9
cell

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM371638

S2-NP

V074

S3

V078

Desiccation,
female head

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609237

ago2[414]
ovary
total RNA

GSE24545

CS ovary
total
RNA

V128

S3

V140

Dessication_female_body

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR001347

ago2_untreated

GSM609234

CS Â male
total RNA
Â 

GSM322219

2-4day
pupae #1

GSM312995

WT,
oxidized

GSM379057

Krimp
Mutant

GSM286613

0-1hr #1
(A)

GSM272653

KC -48 #1

GSM322533

female
head #1

GSM286602

male body

SRR001664

homozygous_dcr-
2_untreated

SRR010951

Ago3
heterozygotes,
oxidized

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR010960

wt,
oxidized

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR014273

Ovary_rep1_Har_P

SRR029031

loqs-ORF
knockdown

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

SRR060645

yw67c23(2)_testes_total

SRR060646

yw67c23(2)_ovaries_total

SRR060652

hs-
Penelope_testes_total

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR065800

zuc_H-
Y_ovaries

SRR065801

zuc_het(H-
Y)_ovaries

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

V006

r2d2 female:
possibly
heterozygous

V015

DreRFHV148h
GSM343832

S2R+ cell

GSM343833

S2R+ cell

GSM609249

ML-DmD21
cell

GSM609226

CMEW1
Cl.8+
cell

V030

ML-
DmD8
cell

GSM609227

CMEW1
Cl.8+
cell

GSM609250

ML-DmD32
cell

V037

Felix
sample
+mirtrons

V0632

wt
ovary
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...........................................................................................GTATATAAGATAACATAGTAA........................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................AACAACAGAACGACAGAGCCGTTGT.................................................................................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................................................AAGATCATGTATACATATAGA....................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................................TTACGTAAGTAAAAAGCAATA........................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................TGAGCCGTTGTTAACTTGTAATT........................................................................................................................................................................................ 23 1 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......AATCAACACAGAGAATTTAAC................................................................................................................................................................................................................................ 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................TCCATCTGGTACATCATTT.............................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................GTTAACTTGTAATTAAACTTA................................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................................TAAAAAGCAATAAGATCATGTAT................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................ATAACAACAGAACGACAGAGCC......................................................................................................................................................................................................... 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................AAAGCATGTTTTTATGTATAT.......................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................AACTTACCAAAGCATGTTTTT.................................................................................................................................................................. 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................GAATTTAACATTAACAACAGA.................................................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:5056035-5056286 + dme_232 TACATTATTAGTTGT--------GTC-----------------------------------TCTTAAATTGTAATTGTTGTC-------TTGCTGTCTCGGC---------------AACAATTGAACATTAATTTGAATGGTTTCGTACAA---------------------A-------------AATACATATATTCTATTGTATCA--TTTTGTAAAATGAGGTAGACCATGTAGTAAATGCATTCATTTTTCGTTATTCTAGTACATATGTA-------------TATCTAGCATGTACTGGAATGAAAAGTATCTTTAAACTATGTAGATTTCT-GTGTGGTGGTGAGCTGCTCCCCTGGA
droSim2 2l:4869774-4869998 + TACATT---AGTTGT--------GTC-----------------------------------TCTTAAATTGTAATTGTTGTC-------TTGTTGTCTCGGC---------------AACAATTGAACATTTATTCGAATGGTTTCGTACAA-----------------------------------AATACATATATTCTATTGTATCA--CTTTGTAAAATGAGGTAGACCATGT-------------------CGTTATCCCTGTACATA-----------------TATCTAGCATGTATTGGAATGAAAAGTATTCTATAACTATGTAGATTGCT-GGTTGGTGGTGAGCTGCTCCCGTGGA
droSec2 scaffold_5:3143116-

3143359 +
TACATT---AGTTGT--------GTC-----------------------------------TCTTAAATTGTAATTGTTGTC-------TTGTTGTCTCGGC---------------AACAATTGAACATTTATTCGAATGGTTTCGTACAA-----------------------------------AATACATATATTCTATGGTATCA--CTTTGTAAAATGAGGTAGACCATGTAGTAAATGCATTCATTTGTCGTTATCCCAGTACATA-----------------TATCTAGCATGTACTGGAATAAAAAGTATCTTATAACTATGTACATTGCT-GGGTGGTGGTGAGCTGCTCCCATGGA

droYak3 2L:10469050-10469282 - TACATT---TGTCTT--------GTC-----------------------------------CCTTCACTAATAATAATGGTTTTCGTTCTTGGATTC--------AGT-----CTTCAACAGTTTAGCATTATTTCAAATGATTTTGAACAA-----------------------------------AAAACAAACAT-CTTTTGTATCA--CTGTGTAAAATAAGGTAGAACATGTAGTAAATGCATTAATTTGTTGTTGTTCTAATACATATG-----------------T-GGGCATGTACTTGGTCGAAGAATGACCTAATACTATTT-------------------GAGCTCCTGTTCCGGA
droEre2 scaffold_4929:5135542-

5135754 +
TACATT---TGTCAG--------GTC-----------------------------------TCTTAAATTCGAATTCT-------GTTCCAAGATTC------------AAGACTGCAAAAGTTTAGCATTATTTCGAATGATTTTATACAA-----------------------------------AATACATACATTATTTTATATCA--CTGTATTAAATGAGGTAGTCAATGTGGTAAATGTATTAATTTG---------------ATATC------------------CCAGTTGGTACTTGGTCGAAAAATATGTTAATGCTACTTA-------------------AGCTCCTGTTCTGGA

droEug1 scf7180000409005:941714-
941906 +

TTATT----ACTTA-AATCAGTA---CTCAGAACAATGTTTAGGTAATATATAAAACCATCCCTTAA-TTCGTATTTT-------GTT---------------------------------------------------------------------------------------------------------CCTATGCTATTGTATCC--CTGTGTTTAATGAGGTAGATAAGA---TAATTGTGTTGGACTTTCCTTCTTTGAGAACATCTGTGCTTGACCACAACTTTCTTAATCTCTATCCGAATGGAAT------------------------------------------------GGGA

droBia1 scf7180000302261:487631-
487857 +

GTTTT------------------GTC-----------------------------------AA----AGGAAATGTATTGAT-------TTATGGTCATTGCAACAGTCTGCATTGAAATATCCTCACAGTATAT-----CCTTTTATTAAAAGGAAGTCGAGTTTTATATATTAGTACATTGATTTTATCAATATATCCTGCAGTATCA--CTTT--TGCATGAGGTAGAGA-CGAAATGTATGTATCAACTTTTGCTTATCTCC--------------------------------------------------------------ACGTTTAAT----TTTTCTGGGTGAGTAACTCTCCCTTA

droTak1 scf7180000415204:84864-
85075 -

TTCGTT---T--TGA--------GTTTTAAGAAGTCTGTTCTGTT----------------TCT----------------TT-------TTAATGTCTCTAT---------------TTATATACAACATTTTTTGATCGCATTTCGTATAT-----------------------------------CATATATATATTCCATTGAATCACACTGGGTACCATGAGGTAGGCAGCATA---------------TTTTCCTATTTAAGTACAT----------------------------------TAACAATAGATATTCTAATATTATACATCTT-CA-GACT--GGATGGGAAATTTCCCAGGA

droEle1 scf7180000491273:169902-
169907 -

C-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAGGA

droRho1 scf7180000780099:9771-
9923 -

TTTTGT---A---A-AATTATTA---TATAAAA------------------------------------------------------------------------------------------------------------------TAAGT-----------------------------------AAACCAAATTCTTTATTGAATACAATTGTGTTTATTTAAGTATACAATAAG---------------TTTTTTTAATAAATTCTGTT-------------------------------------ACACAGTATT---GAATTTGGAATATTACTCGTGAGGTAGCTGGTTATCATCCTGTC

droAna3 scaffold_13340:8326416-
8326425 +

CTTCG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAGAC

droBip1 scf7180000396708:513185-
513209 -

TGGGG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GGTTCAGGCTCTTTGCCGAC

dp5 4_group5:1969956-1969962
-

C------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CCTGGC
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crit.star
crit.loop
crit.mor
crit.half

crit.total
crit.pairing

crit.top3
crit.tptop3
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1
0
0
0
1
1
0
0
1
0
1
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0
0
1
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Flybase annnotation

Antisense to pre_miRNA [mir-305-RM]; Antisense to miRNA [mir-305-RA]; Antisense to ncRNA [CR43857-RB]; Antisense to ncRNA [CR43857-RA]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AGGCAATTTGTTGAACACTTGTATCGGTCGCTTTCGTATGCAAATCGCCTCATATTGAGTGTACTTCAACATGTGCCGGGTTACGAGACACACCAGAGCACCTGATGAAGTACAATAGACATGGGAGACAGTTGATACACATGGGATTTCTGGCGAGGACTCGCCTGCGAGCA

*******************************************.((.((.(((.((...(((((((((.((.((((.((((........)).))...)))).)).)))))))))...)).))))).))...******************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V125

ML-
DmD9

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V137

Male
aged
head

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

V132

ML-
DmD32

GSM286611

6-10h #2
(11)

GSM322543

male head
#1

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR029633

total
small RNAs
from hen1
homozygous
flies

V141

Heat_female_body

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

GSM379065

Zuc
Heterozygote

GSM609242

s2+48 #2

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

V142

Oxidation_female_body

V140

Dessication_female_body

V147

1182-
4H
cell

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM628272

ago2[414]
ovary
total RNA

V128

S3

V138

Male
cold
body

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

GSM399107

male body
#2

GSE24545

CS ovary
total
RNA

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609223

male, one
day

GSM609234

CS Â male
total RNA
Â 

V091

fGS/OSS
total
Â 

GSM385821

OSS_s7

GSM609243

KC+48 #1

SRR014275

Ovary_rep1_LK_P

V079

Oxidation,
female
head

V126

CME
L1

V134

ML-
DmD8

SRR001349

heterozygous_dcr-
2_untreated

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM385822

OSS_s8

V085

CME
W2
wing
disc

V136

Male
aged
body

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR014277

Ovary_rep1_NA_P

SRR014280

Ovary_rep1_w1118_P

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V086

female
body,
aged

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR032094

ago2
knockdown

GSM609224

female,
one day

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM609230

CS,ovary,AGO1IP

AGO1

GSM609237

ago2[414]
ovary
total RNA

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1
V074

S3

GSM379056

Krimp
Heterozygote

GSM379057

Krimp
Mutant

GSM385748

OSS_s6

GSM609244

KC+48 #2

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR060652

hs-
Penelope_testes_total

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

GSM609238

embryo
14-24hr

V139

Cold_female_body
GSM371638

S2-NP

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

GSM379061

Squ
Heterozygote

GSM379064

Vasa
Mutant

GSM272653

KC -48 #1

GSM240749

female
head

GSM399106

female
body #2

S6

0-1,2-
6,6-
10h
embryo

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR014273

Ovary_rep1_Har_P

SRR060645

yw67c23(2)_testes_total

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

V080

Starvation,
female head

V144

OSC

V078

Desiccation,
female head

GSM609225

ML-DmBG3-
C2

GSM609241

s2+48 #1
V073

mbn2

SRR001347

ago2_untreated
GSM385744

OSS_s2

GSM379066

Zuc
Mutant

GSM379067

SpnE
Mutant

GSM286613

0-1hr #1
(A)

GSM322533

female
head #1

GSM286602

male body

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR065801

zuc_het(H-
Y)_ovaries

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V003

dsDcr-1
(katsutomo
RNA)

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V077

cold,
female
head

V127

G2

SRR097866

Drosophila
S2-NP
cells

GSM609249

ML-DmD21
cell

SRR032092

mock
oxidized

GSM286606

2-6h #2
(9)

V006

r2d2 female:
possibly
heterozygous

GSM399101

kc167
cell

GSM609222

ML-DmBG1-
C1

GSM399110

KC-48 #2

V036

ML-
DmD20c5
cell

GSM379059

Piwi
Mutant

GSM379063

Vasa
Heterozygote

GSM360260

0-1d
Pupae (w)

GSM360262

0-2d
pupae

GSM275691

imaginal
disc

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM609239

IR- 2-
18hr

GSM609248

ML-DmD9
cell

GSM609229

embryo 2-
6hr

V131

ML-
DmD16-
c3

V133

Sg4

V146

S1
cell

SRR029032

r2d2
knockdown

V034

ML-
DmD16c3
cell

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR097865

Drosophila
S2-NP
cells

SRR031692

Total
small
RNAs from
Oregon R

V008

S2-
DRSC

SRR029031

loqs-ORF
knockdown

GSM609251

aged
female
head

GSM609250

ML-DmD32
cell

SRR097867

Drosophila
S2-NP
cells

GSM609227

CMEW1
Cl.8+
cell

V032

S1
cell

GSM343832

S2R+ cell

V096

loqsKO/f00791
ovary

GSM180328

adult
heads
(female
heads,
male
heads)

GSM280082

WT
ovaries
(18-29nt)

GSM280087

S2cell
(AGO2IP)

AGO2

GSM379050

Armi
Heterozygote

GSM379051

Armi
Mutant

GSM379052

Aub
Heterozygote

GSM379054

Flam
Heterozygote

GSM379055

Flam
Mutant

GSM467729

Dmel_wt_sRNAseq

GSM286605

2-6h #1
(8)

GSM322245

3rd
instar #1

SRR001345

ago2_non-
beta-
eliminated
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.............................................................................................CAGAGCACCTGATGAAGTACA........................................................... 21 0 1 176.00 176 0 0 10 10 13 5 4 1 9 0 0 2 5 0 0 1 2 8 2 0 4 0 0 4 7 2 0 3 1 4 0 4 1 3 2 2 1 0 2 0 0 0 1 0 2 1 0 0 2 1 0 2 0 0 0 0 1 3 0 1 0 0 0 1 1 3 0 1 0 2 1 0 0 3 0 1 2 0 0 0 0 1 0 1 0 1 0 0 0 0 0 3 2 0 2 0 0 2 0 0 0 1 0 1 0 1 0 1 2 0 0 0 0 0 0 1 0 0 1 0 1 0 0 2 1 0 0 1 1 0 0 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................CAGAGCACCTGATGAAGTACAA.......................................................... 22 0 1 77.00 77 0 3 7 0 1 2 0 4 1 0 1 5 0 1 0 1 2 0 2 1 0 4 3 0 1 0 0 2 0 0 0 1 2 1 1 0 0 1 0 0 7 0 2 0 1 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 0 0 0 1 2 2 1 0 0 0 0 0 0 0 0 0 1 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................CAGAGCACCTGATGAAGTAC............................................................ 20 0 1 34.00 34 0 0 0 4 0 0 4 0 1 0 0 0 0 0 0 0 0 2 1 0 0 0 0 1 0 1 1 0 1 0 0 0 0 0 0 1 0 1 0 1 0 0 0 4 0 0 0 0 3 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................AGAGCACCTGATGAAGTACAAT......................................................... 22 0 1 23.00 23 0 2 1 1 2 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................CAGAGCACCTGATGAAGTACAATAG....................................................... 25 0 1 20.00 20 0 0 0 1 0 1 0 4 0 0 1 2 0 0 0 3 0 0 0 0 0 2 0 0 1 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................CAGAGCACCTGATGAAGTACAATA........................................................ 24 0 1 14.00 14 0 0 1 1 1 0 1 0 0 2 0 0 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................CAGAGCACCTGATGAAGTA............................................................. 19 0 1 6.00 6 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................AGAGCACCTGATGAAGTACA........................................................... 20 0 1 6.00 6 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................CAGAGCACCTGATGAAGTACAATT........................................................ 24 1 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................CAGAGCACCTGATGAAGTACAAA......................................................... 23 1 1 4.00 4 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................CAGAGCACCTGATGAAGTACAATC........................................................ 24 1 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................CAGAGCACCTGATGAAGTACATC......................................................... 23 2 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................AGAGCACCTGATGAAGTACAA.......................................................... 21 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................AGAGCACCTGATGAAGTAC............................................................ 19 0 1 3.00 3 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................CCAGAGCACCTGATGAAGTACA........................................................... 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................CAGAGCACCTGATGAAGTACAAC......................................................... 23 1 1 2.00 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................AGAGCACCTGATGAAGTACAATAG....................................................... 24 0 1 2.00 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................AGTTGATACACATGGGAT.......................... 18 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................GTACAATAGACATGGGAG.............................................. 18 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................CCTCATATTGAGTGTACTTCAAC....................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................CAGAGCACCTGATGAAGTAA............................................................ 20 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................TACGAGACACACCAGAGCACCTGAA................................................................... 25 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................AGCACCTGATGAAGTACA........................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................CAGAGCACCTGATGAAGTACAATAA....................................................... 25 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................GTGTACTTCAACATGTGCCGG.............................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................CAGAGCACCTGATGAAGT.............................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................CAGAGCACCTGATGAAGTACAATAGA...................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................CAGAGCACCTGATGAAGTACAATATC...................................................... 26 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................CCAGAGCACCTGATGAAGTAC............................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................GAGCACCTGATGAAGTAC............................................................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................AGAGCACCTGATGAAGTA............................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................AGAGCACCTGATGAAGTT............................................................. 18 1 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TCCGTTAAACAACTTGTGAACATAGCCAGCGAAAGCATACGTTTAGCGGAGTATAACTCACATGAAGTTGTACACGGCCCAATGCTCTGTGTGGTCTCGTGGACTACTTCATGTTATCTGTACCCTCTGTCAACTATGTGTACCCTAAAGACCGCTCCTGAGCGGACGCTCGT

******************************************.((.((.(((.((...(((((((((.((.((((.((((........)).))...)))).)).)))))))))...)).))))).))...*******************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V034

ML-
DmD16c3
cell

GSM609250

ML-DmD32
cell

V032

S1
cell

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

V036

ML-
DmD20c5
cell

GSM385748

OSS_s6

GSM385822

OSS_s8

GSM609235

CMEL1

GSM385744

OSS_s2

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR031692

Total
small
RNAs from
Oregon R

V146

S1
cell

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609225

ML-DmBG3-
C2

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

GSM609249

ML-DmD21
cell

GSM385821

OSS_s7

V125

ML-
DmD9

GSM322543

male head
#1

GSM609227

CMEW1
Cl.8+
cell

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

V147

1182-
4H
cell

GSM313163

dcr-2
heterozygous,
untreated

GSM399110

KC-48 #2
V148

mbn2

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

GSM609218

Sg4

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

GSM313162

dcr-2
homozygous,
untreated

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609226

CMEW1
Cl.8+
cell

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

V074

S3

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM609248

ML-DmD9
cell

GSM609217

MLDmD20c5

GSM609230

CS,ovary,AGO1IP

AGO1

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM379064

Vasa
Mutant

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

V030

ML-
DmD8
cell

GSM280085

WT testes
(18-24nt)

SRR001664

homozygous_dcr-
2_untreated

GSM609220

ML-DmD21
cell

GSM360262

0-2d
pupae

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR001347

ago2_untreated

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR001338

IR_non-
beta-
eliminated

V037

Felix
sample
+mirtrons

GSM379065

Zuc
Heterozygote

SRR014275

Ovary_rep1_LK_P

V131

ML-
DmD16-
c3

V012

Dcr2 male
(Katsutomo,
whole fly?)

SRR001349

heterozygous_dcr-
2_untreated

GSM379057

Krimp
Mutant

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM628272

ago2[414]
ovary
total RNA

GSM379066

Zuc
Mutant

GSM609221

1182-4H
cell

GSM609251

aged
female
head

GSM379060

SpnE
Heterozygote

V080

Starvation,
female head

SRR014277

Ovary_rep1_NA_P

V015

DreRFHV148h

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSE24545

CS ovary
total
RNA

GSM379056

Krimp
Heterozygote

GSM379062

Squ
Mutant

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

GSM322219

2-4day
pupae #1

GSM379063

Vasa
Heterozygote

GSM399107

male body
#2

V022

ML-
DmD32
cell

GSM379058

Piwi
Heterozygote

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

V134

ML-
DmD8

V079

Oxidation,
female
head

GSM379051

Armi
Mutant

V008

S2-
DRSC

V031

GM2
cell

GSM609219

GM2 cell

V014

DTT
8h

GSM609242

s2+48 #2

SRR060643

A2_testes_total

SRR060644

A2_ovaries_total

V126

CME
L1

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM286605

2-6h #1
(8)

GSM399101

kc167
cell

GSM322533

female
head #1

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

V128

S3

V078

Desiccation,
female head

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM379052

Aub
Heterozygote

V085

CME
W2
wing
disc

GSM379054

Flam
Heterozygote

V144

OSC

SRR014273

Ovary_rep1_Har_P

V077

cold,
female
head

GSM286613

0-1hr #1
(A)

GSM360260

0-1d
Pupae (w)

V132

ML-
DmD32

V006

r2d2 female:
possibly
heterozygous

GSM609241

s2+48 #1

V038

Felix
sample
S2
only

GSM379050

Armi
Heterozygote

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

GSM379061

Squ
Heterozygote

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

V137

Male
aged
head

GSM467729

Dmel_wt_sRNAseq

GSM379067

SpnE
Mutant

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

V091

fGS/OSS
total
Â 

V145

S2-
DRSC

V073

mbn2

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

GSM379055

Flam
Mutant

SRR014282

Ovary_rep1_wK_P

V130

ML-
DmBG3-
c2

GSM609247

heat
female
head

GSM272653

KC -48 #1

SRR014280

Ovary_rep1_w1118_P

GSM609222

ML-DmBG1-
C1

V133

Sg4

V129

ML-
DmBG1-
c1

V140

Dessication_female_body

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

GSM399106

female
body #2

SRR065801

zuc_het(H-
Y)_ovaries

GSM280083

dcr-2-/-
ovaries
(18-29nt)

GSM467730

Dmel_r2d2_sRNAseq
V127

G2

GSM379053

Aub
Mutant

GSM379059

Piwi
Mutant

GSM286606

2-6h #2
(9)

GSM240749

female
head

SRR060650

A1_testes_total

GSM286604

0-1h #3
(7)

GSM399100

Kc167
cell

GSM286611

6-10h #2
(11)

GSM361908

s2-48
Biological
Replicate
#2

GSM609244

KC+48 #2

GSM609237

ago2[414]
ovary
total RNA

GSM371638

S2-NP

GSM399105

disk #2

SRR060653

hs-Penelope_
ovaries_total

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR060645

yw67c23(2)_testes_total

GSM609229

embryo 2-
6hr

GSM313161

dcr-2
heterozygous,
oxidized

GSM322245

3rd
instar #1

V141

Heat_female_body

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

V138

Male
cold
body

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

SRR001343

dcr-2_non-
beta-
eliminated

V096

loqsKO/f00791
ovary

SRR060646

yw67c23(2)_ovaries_total

V142

Oxidation_female_body

SRR065800

zuc_H-
Y_ovaries

GSM609234

CS Â male
total RNA
Â 

SRR001345

ago2_non-
beta-
eliminated

GSM609243

KC+48 #1

GSM272652

S2 -48
Biological
Replicate
#1

GSM286607

6-10h #1
(10)

SRR001339

WT_females_non-
beta-eliminated

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

SRR097865

Drosophila
S2-NP
cells

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM286601

male head

V136

Male
aged
body

SRR060652

hs-
Penelope_testes_total

SRR029028

untreated
(mock)

GSM343833

S2R+ cell

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR010956

Piwi IP in
Ago3
heterozygotes

GSM280082

WT
ovaries
(18-29nt)

SRR029030

dcr-2
knockdown

GSM609223

male, one
day

SRR010955

Aub IP in
Ago3
heterozygotes

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM275691

imaginal
disc

GSM280088

S2cell
(AGO1IP)

AGO1

V023

Dcr2
female
head

GSM343832

S2R+ cell

SRR097866

Drosophila
S2-NP
cells

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR001341

WT_males_non-
beta-
eliminated

GSM286602

male body

GSM180328

adult
heads
(female
heads,
male
heads)

V139

Cold_female_body

GSM1528798

follicle
cells

GSM609224

female,
one day

SRR001348

ago2_oxidized

V086

female
body,
aged

S6

0-1,2-
6,6-
10h
embryo

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR029032

r2d2
knockdown

GSM313160

dcr-2
homozygous,
oxidized

GSM609239

IR- 2-
18hr

GSM286603

female
body

SRR097867

Drosophila
S2-NP
cells

SRR010953

Aub
heterozygotes,
oxidized

GSM609240

IR+ 2-
18hr

GSM322208

3rd
instar #2

GSM312995

WT,
oxidized

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

GSM272651

S2-
48,+48,
KC-48,
+48 mix

SRR032094

ago2
knockdown

V135

CME
W2
(wing
disc
line)

GSM322338

2-4day
pupae#2

SRR029033

lacZ
knockdown

GSM609238

embryo
14-24hr

SRR029029

dcr-1
knockdown

SRR001344

dcr-
2_beta-
eliminated

GSM180335

imaginal
discs

GSM467731

Dmel_loq_sRNAseq

GSM180331

early
embryo
(2-6)

GSM180336

pupae: 0-
1 day, 0-
2 day, 2-
4 day

GSM180330

very
early
embryo
(0-1)

GSM180329

adult
bodies
(female
bodies,
male
bodies)

GSM180334

larvae:
1st
instar
and 3rd
instars

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR010960

wt,
oxidized

GSM280084

loqs-/-
ovaries
(18-29nt)

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR029031

loqs-ORF
knockdown

SRR032093

ago1
knockdown

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

GSM246084

D.
melanogaster
adult male
heads 454

SRR010951

Ago3
heterozygotes,
oxidized

GSM180337

tissue
culture
cells (S2
only)

SRR001337

WT_females_beta-
eliminated

SRR010952

Ago3 trans-
heterozygotes,
oxidized

SRR032092

mock
oxidized

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

GSM180332

mid
embryo
(6-10)

GSM364902

12-24hr
embryo

GSM360256

1st
instar #1

GSM239052

S2 cells,
non beta-
eliminated

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

SRR060651

A2_ovaries_Ago3

AGO3

GSM313165

ago2
homozygous,
oxidized
(technical
replicate
#2)

GSM313164

ago2
homozygous,
oxidized
(technical
replicate
#1)

V003

dsDcr-1
(katsutomo
RNA)

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

SRR023197

RNA
Library
from S2
control
cells

SRR023400

total RNA
extracted
from P19
cells

SRR060649

A2_ovaries_FLAG-
Piwi

SRR023399

RNA bound
by P19
protein

AGO2

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

GSM180333

late
embryo
(12-24)

GSM239041

fly heads,
non beta-
eliminated

GSM424739

S2
parental

GSM360257

1st
instar #2

GSM239051

S2 cells,
beta-
eliminated

AGO2

GSM424740

S2 pKF63
stably
transfected

SRR001340

IR_beta-
eliminated

GSM280087

S2cell
(AGO2IP)

AGO2

SRR001346

ago2_beta-
eliminated

SRR060648

A2_ovaries_FLAG-
Aub

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

SRR065802

Piwi-
IP_zuc_mut_ovaries

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

SRR065807

Piwi-
IP_squ_het_ovaries

SRR065806

Piwi-
IP_squ_mut_ovaries

GSM154618

23-29
nucleotide
RNAs from
Drosophila
melanogaster
ovaries

GSM280086

WT
ovaries
(AGO2IP)

AGO2

SRR023402

total RNA
extracted
from NLS-
P19 cells

GSM239050

fly heads,
beta-
eliminated

SRR001342

WT_males_beta-
eliminated

GSM154621

piRNAs
associated
with Ago3
from
Drosophila
melanogaster
ovaries

GSM154622

piRNAs
associated
with
Aubergine
from
Drosophila
melanogaster
ovaries

GSM154620

piRNAs
associated
with Piwi
from
Drosophila
melanogaster
ovaries

...............................................................................................CTCGTGGACTACTTCATGTTA......................................................... 21 0 1 1103983.00 1103983 63907 55119 22632 31864 6761 1555 7533 17336 6280 32382 33756 39421 13486 15471 13261 6554 23760 4785 31025 7762 7156 16772 7138 12153 8782 20653 15963 9503 20935 2840 13324 5827 12737 7859 9410 9912 10246 10685 5958 15284 1889 9997 7475 2 9206 5142 5049 3674 1676 8943 9050 5178 9115 8172 8454 4295 0 6942 919 7195 8627 6757 1750 7262 2913 9053 35 1667 7323 4480 7616 5426 4757 2067 5723 945 4762 735 2811 3066 4824 5119 3124 6443 4308 4701 4971 2174 5082 3400 3767 1526 2565 1692 3995 2362 2672 2806 5129 2101 5030 3265 3340 1531 2127 4866 5353 1259 4212 1183 3650 2847 251 1989 4514 1 2561 1427 2127 567 3239 3752 1594 1722 1536 1880 1837 3421 1574 2290 764 2118 1400 1125 1703 1 710 2432 2881 2780 2221 2135 2134 2266 1296 1636 1240 724 243 1191 251 3623 1029 1850 2385 752 1009 1370 1974 964 804 2495 787 1829 1094 1546 690 867 1612 1035 627 306 1026 1517 225 547 636 1948 661 1645 1694 824 562 589 526 863 812 521 908 519 1040 109 1090 421 457 518 381 333 1115 963 29 86 543 459 683 72 82 7 337 900 788 892 330 158 299 941 228 343 274 10 465 85 324 256 21 71 568 143 448 227 192 50 379 235 20 217 225 428 129 177 446 442 336 290 152 136 136 91 143 81 62 2 6 304 4 210 96 6 2 110 3 88 81 7 15 0 52 37 15 40 1 20 34 22 63 53 7 3 1 1 8 23 62 30 8 1 0 26 42 32 1 3 22 2 6 0 0 0 3 0 2 3 0 0 0

..............................................................................................TCTCGTGGACTACTTCATGTTA......................................................... 22 0 1 992698.00 992698 25212 20957 44172 13947 32618 1860 35941 11521 1755 9597 9519 7069 22201 20730 20923 24745 6110 13244 7482 27519 25468 7137 25520 18084 15640 4603 14473 13435 2096 9071 5098 19894 3268 21702 4774 13558 3594 16336 14245 3510 5895 5108 5066 2 12694 4717 3396 1766 6836 2681 3591 10547 2303 2655 3330 5166 1 5343 3178 3961 2178 10843 2233 2046 9593 6234 109 1959 6813 5119 2512 3370 5076 893 4466 1505 2967 1061 2053 3735 2231 3859 4369 3035 4730 4393 2144 2009 3299 3964 1533 6914 3721 6926 1525 3333 2854 1038 1990 2637 1202 1882 1729 2094 3356 2437 3003 524 1197 6540 1268 4367 232 877 1994 0 3054 1236 2677 726 2851 1541 5278 4342 752 2094 2394 1322 2061 1668 1325 1684 1398 1063 1735 1 417 427 751 1821 1800 1536 432 1794 3183 1311 270 515 126 1294 376 1958 2737 1968 1525 965 516 1369 1589 2609 2487 1410 2542 495 3134 1445 2263 621 361 1749 2401 569 1325 1285 358 2021 750 1255 853 1169 1007 483 1250 612 802 637 633 1478 1054 1753 700 239 391 517 470 1281 355 703 294 218 51 269 422 282 563 208 148 12 844 435 519 189 383 222 300 335 826 956 263 514 350 72 262 840 37 59 185 207 407 631 247 35 382 485 35 152 399 158 66 496 187 189 134 132 297 167 442 456 386 325 316 1 2 126 6 129 63 75 4 226 3 102 61 3 36 5 172 103 72 16 1 58 44 34 5 60 1 1 12 1 1 83 40 0 36 0 0 33 10 15 40 15 9 0 11 4 0 0 1 0 1 3 1 0 0

............................................................................................GGTCTCGTGGACTACTTCATGTTA......................................................... 24 0 1 982432.00 982432 19980 18182 13563 17295 28337 72213 10676 33211 53704 16268 18113 10100 10895 10981 12843 21539 6988 10048 6755 9148 8781 11646 7995 5092 10578 7723 8499 7941 2593 8419 13294 6337 6857 2370 9174 3696 10547 3914 5678 5232 5850 7619 11366 4 3161 10248 8586 4560 4175 4319 2980 3622 3453 3575 3087 7259 10 4071 3788 3461 4022 12 525 3154 3110 613 12709 384 916 3844 2256 3892 3940 4070 2161 329 4221 11597 6039 6786 3240 1570 5853 734 2940 2020 2732 6925 2081 5062 5048 1727 5158 2217 2236 4564 4290 4334 453 5094 1471 2382 1842 4635 1967 2596 1620 2805 1372 643 1697 1932 7163 4301 430 8067 2919 1951 3688 4126 1826 418 451 1241 3378 1560 1421 1739 3577 2565 4111 2508 1975 1266 2393 5550 2223 1126 784 862 1752 1964 1824 1175 1078 2257 503 3549 709 1434 4276 75 1420 1100 1337 967 2429 1965 1247 182 372 829 477 1324 205 722 997 1668 1006 1146 1287 3024 1357 249 3555 355 1276 347 745 513 740 1333 1421 920 1431 714 1579 607 426 154 665 2253 526 678 821 92 577 901 221 745 2116 1947 972 71 565 1905 1915 2 524 157 278 471 635 1064 503 269 211 309 387 370 445 33 126 106 1167 716 138 850 259 280 393 713 264 238 1000 183 190 48 331 216 40 51 52 341 259 71 76 179 49 152 161 530 486 88 463 52 128 385 335 33 313 70 75 243 65 200 16 32 86 110 158 87 113 105 38 32 138 130 121 133 118 24 18 0 61 83 0 30 8 37 15 25 13 8 6 20 7 18 4 6 7 4 11 4 3

................................................................................................TCGTGGACTACTTCATGTTA......................................................... 20 0 1 186896.00 186896 4740 3504 7795 1818 2473 1676 3542 983 5135 4842 4279 7126 4248 6004 3742 1831 1357 1064 4478 838 791 1811 761 3414 2290 4926 2439 3417 3976 646 1227 587 2525 2108 1012 2805 1424 2977 1079 3489 667 835 543 0 2583 776 255 384 1115 756 678 1761 1405 1511 558 335 0 491 220 641 1001 435 540 948 284 618 61 395 573 1003 1138 453 368 402 1336 289 487 242 211 314 640 2314 297 2074 348 1184 275 209 375 278 604 164 315 412 666 255 193 509 1291 260 1312 492 641 358 919 408 294 168 269 209 511 384 335 189 988 3 283 497 209 173 321 823 157 175 301 382 587 427 170 188 93 170 962 530 210 6 161 511 543 320 338 135 429 650 230 129 150 66 61 162 100 453 174 79 228 321 194 152 384 92 156 245 113 286 162 390 153 80 266 79 123 39 170 201 92 84 149 184 242 138 414 74 53 144 25 157 98 104 194 136 182 4 96 144 136 156 167 62 354 104 30 2 30 153 167 0 2 2246 27 245 186 153 128 52 102 177 62 52 57 1 98 22 123 33 8 38 250 46 61 30 109 26 61 22 8 89 48 159 29 24 144 70 180 47 14 68 10 2 12 12 3 0 6 33 0 75 55 7 0 22 7 13 10 1 34 0 4 9 7 0 0 0 5 10 27 13 0 0 0 1 1 3 2 0 2 0 0 6 5 1 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0

.......................................................ACTCACATGAAGTTGTACACGGC............................................................................................... 23 0 1 162349.00 162349 12042 7560 795 10506 717 398 1603 4313 232 1665 1935 341 812 546 541 685 4961 4459 785 1153 1064 4194 1116 235 439 2228 321 385 646 3341 2016 841 4478 392 2412 235 4404 209 603 683 1924 781 734 108 223 1187 1286 4380 831 661 2003 239 867 1104 1610 399 81 228 2406 556 832 27 99 607 1029 102 99 74 59 204 316 448 147 3882 379 112 400 199 1148 260 572 156 226 292 173 333 1850 840 172 159 853 1357 150 391 656 202 188 1254 271 155 486 428 398 622 825 137 169 1552 1042 192 433 111 111 824 298 22 127 999 92 523 65 362 151 655 833 581 462 192 85 280 171 493 246 207 120 24 1195 1338 249 94 39 337 602 159 213 529 632 370 712 382 94 2 354 232 105 299 720 59 61 68 47 97 376 233 90 353 150 424 252 286 34 16 165 316 83 305 328 53 310 182 24 154 93 293 263 200 60 142 265 192 76 18 74 218 136 8 235 233 97 188 60 14 86 265 114 19 9 0 271 9 96 107 148 150 122 47 63 19 121 49 96 13 57 78 37 0 38 136 42 74 84 0 38 129 35 35 80 32 125 87 19 52 21 13 29 17 6 32 14 18 40 4 0 13 8 1 46 14 10 2 0 17 5 2 0 2 3 25 34 3 3 14 5 5 1 0 3 3 1 4 3 4 2 0 10 0 35 2 3 2 5 0 0 3 0 0 0 0 0 1 0 1 0 0 0

.............................................................................................GTCTCGTGGACTACTTCATGTTA......................................................... 23 0 1 157003.00 157003 1769 1723 676 1670 7041 157 6866 4002 85 2257 984 772 586 2570 1837 3678 1094 3135 501 4332 4340 1455 3931 1194 1460 1029 1132 329 451 2541 1190 3116 785 1009 2088 711 805 1068 3248 764 1893 2904 1456 0 669 1584 1097 1457 2147 573 274 188 587 756 287 1160 1 2116 1178 1495 375 347 135 596 919 551 120 122 592 367 648 2617 1249 555 454 109 2754 247 621 561 334 297 531 115 1496 322 262 1180 1678 392 242 470 607 736 438 531 847 343 92 763 179 202 573 277 900 190 188 233 203 961 370 363 47 312 128 1 515 390 455 831 553 78 735 272 205 271 669 281 354 691 581 461 290 1024 227 7 204 138 112 200 260 378 158 104 616 451 188 281 144 503 205 78 400 178 236 957 143 228 140 275 185 65 456 239 149 220 514 174 127 280 201 283 173 125 191 120 310 199 158 187 48 117 177 192 141 75 65 438 179 222 59 69 81 82 90 42 85 80 66 62 123 54 422 79 139 95 48 11 156 25 50 61 78 57 66 35 84 93 82 130 81 6 21 99 79 4 48 49 45 123 27 3 32 62 68 7 90 23 41 48 36 11 25 17 57 135 86 40 83 49 40 11 3 37 14 18 22 40 3 14 2 19 2 3 17 0 18 6 12 0 1 21 12 9 8 3 15 31 17 14 22 11 1 0 3 0 0 0 0 2 9 3 0 0 3 0 9 1 2 2 1 1 0 0 0

........................................................CTCACATGAAGTTGTACACGGC............................................................................................... 22 0 1 150591.00 150591 10899 5771 413 8115 1263 1690 4492 3526 1011 1684 709 287 338 219 232 1169 6236 7266 576 978 854 2504 839 110 150 686 410 164 604 5029 883 680 1211 134 3361 121 1037 97 186 550 4704 903 351 20 112 1019 1142 5705 1967 630 1936 122 775 1028 1241 317 5 153 3685 834 586 34 32 459 209 172 175 33 122 111 402 260 196 3428 184 41 278 165 1468 108 293 156 113 326 179 224 1354 803 216 64 980 212 104 180 212 78 224 591 265 70 217 649 640 173 303 162 225 2667 1353 110 282 27 173 742 281 584 86 1845 35 514 61 398 51 125 411 229 131 186 54 238 83 198 308 49 74 718 989 477 220 221 23 197 454 144 69 216 1057 381 1901 626 49 22 76 244 64 21 406 35 56 20 17 123 95 259 48 90 45 458 284 57 29 32 125 305 46 65 307 65 431 151 13 244 93 408 185 372 32 46 103 85 28 34 145 457 167 8 213 133 150 141 22 30 74 957 79 43 6 0 52 114 57 79 236 44 218 1 13 4 303 1 46 6 97 28 18 10 12 38 47 16 162 8 36 34 16 70 13 63 252 16 15 52 18 9 4 4 3 4 3 5 6 19 12 10 9 44 48 7 14 1 2 2 1 7 13 14 2 7 6 26 8 7 1 1 5 3 5 2 0 2 3 1 17 34 2 26 81 2 11 1 0 3 0 1 2 0 4 0 0 0 1 0 0 0 1

.........................................................TCACATGAAGTTGTACACGGC............................................................................................... 21 0 1 70965.00 70965 2063 1064 138 1393 335 507 1426 957 380 605 374 331 142 220 180 269 1390 1567 305 847 689 851 756 64 95 1281 398 72 2807 1013 361 611 1705 71 1298 54 735 51 229 902 1533 540 213 22 47 373 299 1299 989 340 341 35 2145 591 227 130 11 61 614 450 516 9 25 203 142 127 45 20 117 62 409 154 110 1177 131 26 114 81 319 25 153 164 29 389 84 140 248 208 76 13 518 60 29 78 165 34 90 464 307 21 148 1321 1198 96 135 76 57 1406 306 18 178 33 18 723 272 51 30 816 14 830 54 324 32 51 325 149 141 136 11 101 40 47 498 40 18 107 852 474 318 89 10 44 734 142 31 67 1510 278 2683 556 26 19 41 57 11 36 242 13 31 12 7 31 43 139 18 90 64 95 257 11 6 8 49 131 26 24 387 96 591 34 10 77 33 455 27 216 36 60 43 7 46 4 62 287 131 5 512 47 102 64 13 4 20 263 69 2 5 14 9 138 34 50 131 24 172 4 13 4 291 0 36 4 165 13 3 24 49 20 20 5 96 11 14 17 3 322 21 95 132 6 32 45 22 12 1 8 1 1 1 4 3 2 2 10 0 35 47 4 1 0 0 1 1 2 43 2 0 3 2 0 1 2 0 0 10 4 1 2 0 0 0 0 0 39 0 0 9 1 5 1 0 0 3 1 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TGGTCTCGTGGACTACTTCATGTTA......................................................... 25 0 1 51743.00 51743 407 335 710 338 2918 920 3231 920 686 770 460 256 533 543 391 2110 141 3388 253 411 379 565 322 245 503 274 423 377 162 2895 373 270 235 122 441 213 752 218 82 311 2528 316 666 3 205 382 241 248 1636 384 50 207 107 195 54 206 3 93 1341 129 98 0 24 143 104 21 186 25 71 87 92 157 156 256 123 5 195 260 206 171 243 94 135 36 109 63 41 210 58 105 165 65 160 95 81 134 164 158 32 166 53 100 114 231 57 50 20 179 25 43 114 82 92 288 50 16 65 328 99 520 67 37 11 40 125 85 71 125 134 51 163 67 171 565 69 7 101 27 87 28 61 32 67 89 19 66 19 252 24 78 53 2 52 38 34 435 69 61 50 6 13 15 8 73 9 26 23 62 91 28 27 80 29 24 51 13 85 6 72 4 40 59 20 55 32 49 109 16 20 8 64 68 15 31 59 8 57 20 8 22 25 54 25 11 51 32 59 0 10 0 21 17 25 17 48 15 8 15 19 607 37 0 23 1 13 6 1 14 4 14 13 5 5 4 13 5 3 15 26 6 0 4 6 22 11 46 5 4 3 13 9 29 5 11 33 3 11 0 44 1 5 6 1 3 0 21 1 0 5 5 12 1 1 2 0 0 0 0 0 0 0 0 4 0 0 3 0 0 1 1 2 0 6 0 0 0 0 1 0 0 0 0 0 1 0

............................................................................................TGTCTCGTGGACTACTTCATGTTA......................................................... 24 1 1 22985.00 22985 440 310 104 321 654 311 1081 438 215 370 322 213 104 322 198 280 208 435 198 428 428 432 358 87 207 99 505 65 76 314 158 295 155 93 342 37 186 0 185 263 323 277 520 0 0 89 129 102 328 138 43 31 67 169 51 274 1 146 161 99 40 1 59 213 49 137 20 53 137 95 170 177 201 67 102 49 186 33 112 137 337 78 142 24 123 43 37 61 196 89 45 121 89 86 259 127 204 38 22 155 69 50 61 95 46 154 55 38 34 63 217 62 10 62 21 20 55 59 62 121 73 23 31 11 26 36 61 56 64 50 165 44 42 0 148 22 24 16 48 40 64 54 17 29 23 55 17 57 7 39 6 11 45 90 124 0 9 83 62 72 9 38 17 56 36 18 24 24 31 21 9 38 40 10 0 18 25 6 24 5 11 15 28 14 103 21 6 24 30 27 19 12 13 11 11 3 6 17 20 9 6 11 42 6 17 19 21 0 5 14 9 8 19 1 7 7 7 15 4 23 6 4 5 7 2 2 4 0 4 3 15 5 1 2 0 5 2 4 9 4 1 0 4 1 6 0 3 1 1 3 1 2 1 4 10 1 3 4 7 1 1 1 5 0 32 3 3 0 1 0 1 2 0 0 0 0 1 2 3 1 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0

....................................................CTAACTCACATGAAGTTGTACACGGC............................................................................................... 26 1 1 18761.00 18761 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 12470 0 0 0 0 0 0 0 0 0 0 0 0 6291 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................AGGTCTCGTGGACTACTTCATGTTA......................................................... 25 1 1 18435.00 18435 27 28 220 37 1691 369 1940 86 573 90 56 25 305 292 320 1013 9 1956 15 170 143 101 151 193 207 46 36 161 28 1701 67 116 53 46 65 127 90 0 17 54 1318 50 86 47 0 35 29 34 856 47 7 66 19 36 5 25 70 15 866 23 19 0 25 24 16 12 2 15 13 61 16 13 13 37 103 9 17 24 12 7 18 23 6 10 7 48 6 15 10 8 8 13 6 28 27 10 11 31 6 9 10 26 39 69 12 6 4 35 2 14 10 11 4 25 11 4 9 13 5 21 10 6 4 12 15 14 18 12 7 6 7 6 27 0 3 0 13 5 1 2 4 0 8 5 2 2 7 11 7 23 7 1 10 0 2 0 5 4 3 3 3 0 4 6 0 1 4 6 2 3 9 49 3 10 0 1 19 0 14 0 48 4 5 14 0 10 68 5 4 5 23 22 0 1 20 0 1 2 3 6 3 25 0 3 12 41 16 1 1 0 8 5 0 4 12 11 1 7 3 0 6 1 1 1 3 13 4 0 1 4 0 15 2 1 0 0 3 4 1 0 0 0 0 10 4 0 4 1 1 2 4 63 1 0 43 0 0 0 43 1 3 2 2 1 0 52 0 0 0 1 10 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................TCACATGAAGTTGTACACGGCC.............................................................................................. 22 0 1 16249.00 16249 632 256 27 450 77 290 364 432 71 157 146 84 35 49 48 39 398 789 70 181 157 91 170 20 29 226 71 11 161 524 222 149 195 48 69 13 320 0 27 102 431 198 186 3 0 152 128 75 180 142 114 7 77 124 61 69 0 17 281 189 105 2 11 115 33 54 1 2 43 12 70 50 33 311 17 3 35 7 191 21 64 12 11 47 27 6 97 136 27 11 79 17 15 22 45 10 58 248 37 13 41 42 46 39 56 15 7 129 64 24 25 7 0 236 60 0 6 79 12 274 10 37 6 11 106 31 40 41 9 88 10 18 44 9 5 0 93 121 43 17 0 35 127 18 3 44 67 249 192 71 1 6 7 19 1 0 117 5 4 0 7 7 7 13 14 24 13 46 66 8 0 0 10 112 0 8 41 45 21 32 3 394 13 45 20 29 20 10 18 4 4 0 9 55 27 1 17 20 20 17 0 2 4 31 22 0 1 0 7 27 9 10 20 0 30 1 0 0 20 0 4 0 7 5 0 0 7 0 6 1 14 0 5 3 0 42 6 5 12 6 0 20 18 3 0 3 0 1 0 0 1 0 0 6 0 9 30 0 0 0 0 4 0 0 40 0 0 2 1 0 0 1 0 0 2 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................CTAGGTCTCGTGGACTACTTCATGTTA......................................................... 27 3 1 14910.00 14910 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 6520 0 0 0 0 0 0 0 0 0 0 0 0 8382 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................GGTCTCGTGGACTACTTCATGTT.......................................................... 23 0 1 11198.00 11198 86 117 51 226 257 127 482 296 89 44 72 31 26 59 114 175 101 240 58 29 26 99 31 44 67 45 29 40 37 208 73 23 83 36 67 28 43 35 114 105 399 66 101 0 19 46 89 18 212 35 14 15 28 38 14 25 0 35 154 8 22 3 10 37 45 5 262 10 11 46 47 38 14 12 53 39 36 451 63 26 21 42 22 17 6 33 32 8 11 19 40 42 17 48 20 13 5 20 29 16 68 15 22 102 73 13 10 21 16 9 32 29 399 18 19 549 20 16 18 81 12 25 8 21 12 27 35 32 11 9 10 5 11 8 16 597 4 57 12 17 7 10 17 19 19 10 3 13 5 14 169 3 19 14 5 2 9 7 8 5 4 13 22 28 4 19 23 14 57 27 7 5 7 3 133 6 6 9 13 2 8 110 7 9 1 1 17 15 11 5 4 11 2 5 9 2 4 5 0 28 102 14 3 0 2 2 10 0 17 6 7 26 2 41 4 2 5 8 11 14 1 3 1 4 73 38 7 32 1 6 6 44 2 7 52 5 10 0 0 10 0 2 3 6 6 4 3 3 3 4 3 0 35 16 1 11 25 17 0 1 16 0 1 20 0 0 0 1 2 7 1 0 6 3 6 1 1 1 2 0 1 0 1 0 1 7 0 0 1 0 0 1 0 4 0 0 0 0 0 0 0 0 0 0 0

..........................................................CACATGAAGTTGTACACGGC............................................................................................... 20 0 1 8894.00 8894 265 149 27 216 49 135 172 57 101 18 29 31 48 106 28 43 130 275 27 305 239 62 266 11 13 108 12 31 361 176 28 239 231 7 26 9 72 9 118 75 337 18 22 41 7 22 26 31 176 32 49 10 222 22 20 10 39 4 143 13 60 1 0 14 21 4 76 0 1 10 131 8 7 33 14 1 5 67 33 3 22 46 1 77 4 27 38 18 8 1 66 11 7 11 13 1 7 21 44 0 39 109 50 19 75 11 21 38 31 1 23 2 10 51 36 223 0 34 0 41 1 50 3 12 9 22 38 65 0 10 0 6 46 11 2 133 20 81 29 12 0 7 41 16 16 3 31 8 38 17 16 0 12 3 0 12 12 1 2 0 0 8 6 17 4 22 25 20 52 1 0 1 6 8 14 6 11 6 20 0 1 11 3 25 4 25 1 7 13 2 2 0 8 17 12 0 14 3 10 17 10 0 0 22 4 0 0 27 4 18 2 6 30 8 21 0 1 0 7 2 1 2 19 1 13 14 4 8 1 2 8 7 4 1 13 14 8 15 7 3 0 1 8 1 0 2 0 0 0 0 0 0 7 1 0 4 17 2 1 0 0 1 0 1 14 0 0 1 0 0 1 0 0 0 1 0 1 2 0 0 0 0 1 43 0 4 0 0 5 0 0 0 0 4 2 0 0 0 0 0 1 0 0 0 0

...............................................................................................TTCGTGGACTACTTCATGTTA......................................................... 21 1 1 8707.00 8707 165 145 358 71 10 17 11 34 27 380 265 547 208 359 185 2 64 5 320 31 23 97 22 190 127 289 105 175 161 5 77 20 102 69 66 174 84 0 44 305 6 47 51 0 0 16 7 15 2 62 18 64 69 94 19 9 1 23 1 9 52 64 73 29 7 24 0 54 16 64 39 10 12 17 105 25 16 5 4 5 39 289 9 116 18 84 8 3 17 7 14 11 11 19 23 5 3 11 70 9 107 35 49 8 23 51 17 4 13 5 47 25 1 7 33 0 5 8 1 7 11 55 5 4 6 25 34 14 6 0 3 1 59 0 8 0 7 32 52 18 12 1 10 27 8 0 14 8 0 7 5 8 7 11 5 0 8 7 14 3 14 22 11 19 1 18 11 5 14 1 1 0 8 1 0 6 8 1 10 1 19 2 1 6 3 9 13 2 8 11 8 0 4 4 6 11 7 4 25 8 2 0 0 1 2 0 0 1 0 21 9 2 0 3 6 19 5 3 2 0 0 1 10 0 0 1 38 0 2 3 0 0 0 0 0 2 2 21 0 0 8 2 9 2 6 0 2 2 4 2 3 0 0 0 0 7 5 0 0 2 0 6 0 0 3 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

.....................................................CTACTCACATGAAGTTGTACACGGC............................................................................................... 25 2 1 7989.00 7989 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 5010 0 0 0 0 0 0 0 0 0 0 0 0 2975 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TTCTCGTGGACTACTTCATGTTA......................................................... 23 1 1 7123.00 7123 23 20 107 11 351 17 442 28 12 105 45 39 235 240 167 185 6 121 35 126 129 58 116 85 182 16 72 102 12 95 20 95 7 113 64 69 9 0 115 35 149 35 78 1 0 10 8 17 198 19 3 38 16 49 2 35 0 27 29 14 10 176 36 57 145 30 1 24 52 43 44 57 57 6 41 28 28 2 6 5 47 40 10 16 43 31 1 6 108 7 3 121 9 52 48 12 24 2 7 34 14 16 32 13 32 12 4 2 1 71 48 17 5 1 14 0 9 6 4 9 22 6 20 54 3 41 27 11 5 1 19 4 9 0 10 0 2 0 5 10 15 10 1 4 16 2 5 2 0 7 2 4 4 7 6 0 0 9 10 65 14 8 22 6 29 15 15 3 2 9 7 4 17 8 0 14 4 7 9 0 13 0 2 6 8 2 9 15 27 21 19 1 2 6 1 6 2 2 7 3 0 0 6 6 5 0 0 0 7 1 2 1 0 1 0 6 4 7 1 3 0 1 4 6 0 1 0 0 4 5 1 0 2 4 0 1 1 0 0 7 10 1 1 2 6 0 3 8 3 6 6 0 0 2 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 2 1 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................ACATGAAGTTGTACACGGC............................................................................................... 19 0 1 6309.00 6309 78 78 8 85 6 2 24 102 5 38 22 36 14 74 18 8 89 25 29 128 126 80 124 11 8 207 6 24 378 20 46 101 206 8 62 3 135 0 32 76 32 33 12 1 0 29 29 51 19 24 11 6 245 40 15 24 0 6 13 87 60 1 2 63 10 2 30 1 1 5 38 8 8 25 3 2 9 101 80 4 25 15 5 54 6 21 19 26 4 1 27 10 2 9 12 4 8 64 20 0 76 91 114 18 23 5 16 56 20 0 43 4 5 31 14 2 3 81 3 182 3 38 2 4 9 19 7 21 0 12 11 16 48 18 6 4 36 244 25 17 2 9 77 12 4 6 15 14 15 32 21 0 9 2 2 5 26 0 0 0 0 8 3 37 0 13 8 17 21 4 0 0 5 7 0 7 23 1 53 0 0 5 5 36 0 21 2 11 11 0 16 0 9 13 10 0 70 6 14 41 7 0 5 1 4 0 0 0 1 5 0 22 10 5 31 6 2 0 33 0 2 1 34 0 3 5 0 5 2 1 10 1 0 1 1 19 3 0 3 2 0 1 0 3 0 0 0 0 0 0 0 0 0 2 0 4 5 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 1 0 0 1 0 2 0 0 0 0 2 9 0 0 0 0 6 1 0 0 0 0 6 0 0 0 0 0

.................................................................................................CGTGGACTACTTCATGTTA......................................................... 19 0 1 5871.00 5871 6 5 287 4 259 208 396 3 297 24 6 23 105 199 94 169 0 185 18 148 123 0 121 65 51 7 96 78 20 110 3 117 2 15 4 56 1 62 3 0 201 24 1 3 49 4 0 2 316 7 0 71 14 0 3 10 5 2 45 7 7 3 7 28 0 4 4 6 14 1 1 2 13 5 2 6 0 34 1 6 5 2 8 34 12 2 0 0 0 5 5 5 9 6 33 12 7 2 19 7 3 1 26 0 4 16 3 2 0 0 0 0 34 6 5 4 15 6 9 3 5 6 1 1 0 3 2 0 18 0 0 5 11 155 9 3 1 0 2 29 17 0 3 7 0 0 0 0 0 2 5 17 1 1 7 103 6 11 29 0 0 13 0 11 1 3 0 1 1 1 9 4 13 0 5 4 3 0 8 0 3 1 2 4 0 3 4 0 0 3 48 4 3 18 4 3 1 4 12 0 3 1 2 12 0 1 3 15 0 1 8 9 12 5 2 20 0 0 1 1 2 1 6 0 0 173 10 5 2 1 12 142 0 1 0 12 0 31 0 0 32 0 9 3 0 24 0 0 0 0 0 0 17 0 1 6 5 0 0 0 6 0 7 6 0 0 0 0 0 4 0 0 3 2 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 3 1 1 0 0 0 0 0 0 0 0 0 0

.............................................................................................ATCTCGTGGACTACTTCATGTTA......................................................... 23 1 1 5738.00 5738 253 371 10 98 383 1 884 127 0 5 7 1 22 50 35 308 87 188 5 23 25 1 30 35 51 3 6 16 0 117 2 20 2 18 5 22 0 0 5 0 169 9 2 10 0 70 35 1 156 1 36 4 2 2 57 16 1 44 65 30 0 17 5 0 3 129 0 10 91 12 3 18 66 1 4 4 24 0 25 25 0 5 38 4 51 11 12 42 69 21 0 2 31 7 1 20 12 1 5 13 0 3 6 3 3 6 60 0 18 101 0 4 0 0 0 0 33 1 26 2 20 2 106 0 0 5 2 2 19 10 3 15 2 0 2 0 0 0 0 5 5 7 0 1 0 8 0 0 0 15 0 34 9 56 33 0 0 13 8 39 4 2 59 1 13 0 0 9 0 1 7 0 4 14 0 1 0 22 5 6 3 4 11 6 11 0 1 1 0 30 1 1 2 0 0 1 2 0 0 0 1 2 9 0 1 4 2 4 1 0 1 0 0 1 0 0 0 2 5 0 3 0 6 19 1 2 0 0 2 0 0 0 2 1 0 0 0 0 0 0 0 1 0 0 4 0 16 1 12 5 6 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 3 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................ATCGTGGACTACTTCATGTTA......................................................... 21 1 1 5719.00 5719 376 409 201 70 26 2 72 44 5 140 135 108 216 107 72 56 140 31 151 21 29 43 14 133 49 17 26 134 107 14 31 14 29 27 48 65 29 0 39 23 13 10 17 3 0 33 31 12 8 50 69 25 25 19 110 11 0 64 2 18 19 58 60 7 3 95 0 50 69 29 20 51 55 1 26 22 27 4 17 8 8 79 16 19 29 31 22 12 30 16 1 3 23 3 6 10 6 2 22 6 12 11 21 10 10 14 37 2 34 18 9 3 1 1 20 0 28 1 12 0 26 24 33 2 1 4 11 15 5 3 2 7 22 0 5 0 2 1 18 13 12 1 0 10 2 4 11 0 0 5 5 36 4 46 11 0 0 7 18 24 0 9 8 14 15 4 1 7 8 0 0 0 7 8 0 0 1 11 5 10 25 1 4 5 4 4 2 3 5 14 5 3 3 1 2 4 8 4 9 5 0 0 1 0 1 1 0 10 0 6 5 8 0 1 3 8 1 17 0 0 0 1 8 5 0 0 1 0 3 0 0 0 0 0 0 0 0 3 0 0 1 4 1 1 4 0 8 3 5 3 5 0 0 1 0 1 0 1 0 2 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................AGTCTCGTGGACTACTTCATGTTA......................................................... 24 1 1 4959.00 4959 67 84 233 47 84 83 115 109 55 56 32 12 238 230 145 78 17 35 26 38 46 30 30 89 139 26 54 111 3 19 28 32 34 26 37 59 23 0 8 21 28 16 43 11 0 50 45 11 21 13 13 38 10 13 10 33 10 16 16 8 10 0 12 13 6 33 41 9 31 49 15 13 25 12 94 3 16 36 30 19 14 39 24 16 15 110 4 27 7 13 7 8 17 17 6 27 15 10 6 19 4 14 10 34 7 11 9 9 9 6 8 14 13 11 3 6 16 3 14 17 11 7 4 7 7 36 4 13 19 4 12 8 36 0 16 2 4 1 1 8 6 8 5 12 0 3 1 2 0 29 26 4 6 6 2 0 2 3 11 2 3 5 3 3 8 2 3 8 0 2 12 1 6 9 0 0 32 0 26 19 13 5 7 21 5 10 18 1 1 9 8 11 2 1 13 1 14 6 0 4 9 2 3 3 5 4 9 0 1 3 11 0 0 1 11 2 1 15 10 0 1 0 6 1 2 0 0 0 2 4 1 0 0 0 0 3 1 0 8 1 0 0 0 4 11 0 9 11 3 9 9 8 1 0 13 0 0 0 25 0 1 5 2 1 0 5 3 0 1 1 2 1 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................GGTCTCGTGGACTACTTC............................................................... 18 0 1 3831.00 3831 22 37 2 25 1 0 1 23 0 20 37 20 0 3 5 3 9 3 18 5 3 2 3 2 4 10 27 0 5 3 12 2 5 0 39 0 13 2 0 7 0 1468 2 0 0 3 4 8 0 7 1 0 4 1 8 18 0 1 0 351 2 0 0 5 0 1 3 0 4 2 6 0 5 11 0 1 0 12 5 5 4 1 6 1 8 5 4 4 2 5 5 1 5 0 2 1 11 3 3 6 3 1 1 1 0 8 9 4 3 0 3 1 0 13 1 5 1 2 2 3 2 3 0 0 8 2 0 6 5 3 6 3 2 0 4 4 2 0 76 610 2 3 3 0 0 0 2 5 3 6 1 0 0 3 13 0 8 2 1 0 0 2 0 0 0 0 0 5 0 0 2 0 0 1 1 0 1 0 0 0 0 0 2 3 0 1 0 0 0 0 0 0 506 1 0 0 2 1 0 1 2 0 9 0 0 0 0 0 0 0 0 0 5 1 2 0 0 0 2 0 0 0 0 0 1 1 0 1 1 0 7 4 4 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 0 0 3 0 0 0 5 0 0 0 0 1 0 5 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................TCTCGTGGACTACTTCATGTT.......................................................... 21 0 1 3375.00 3375 8 12 26 8 13 2 103 6 2 4 1 5 3 37 35 12 7 22 9 25 18 4 30 136 11 1 8 6 2 21 1 10 0 299 1 156 0 95 184 1 13 3 0 0 112 2 2 0 17 4 0 10 1 1 1 2 0 4 9 1 0 42 23 0 166 2 0 20 1 12 1 1 7 0 0 15 3 4 0 1 1 2 1 1 3 2 0 0 0 2 2 142 3 133 1 0 1 0 0 1 1 1 2 0 78 1 0 0 3 66 0 88 0 1 0 0 1 0 3 0 0 0 89 65 1 0 45 1 0 3 0 0 1 4 1 0 0 0 1 1 0 0 0 0 57 0 1 0 0 0 5 5 46 0 1 1 0 1 0 28 55 0 46 0 38 25 37 0 1 27 4 1 0 0 3 36 0 2 0 0 8 0 1 1 1 1 3 37 21 32 4 1 0 0 0 21 0 0 0 0 1 4 0 0 0 0 0 0 16 0 0 0 0 3 0 2 19 15 0 42 0 3 0 28 0 1 1 3 0 17 0 1 0 7 0 0 18 0 0 13 0 0 15 0 5 1 4 8 6 3 9 0 0 0 0 1 0 0 0 5 0 6 0 0 0 0 2 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

.................................................................................................TGTGGACTACTTCATGTTA......................................................... 19 1 1 3269.00 3269 12 8 9 10 2 1 9 3 4 34 22 26 0 46 15 2 6 1 21 4 1 5 5 6 4 154 21 16 112 4 16 5 79 5 17 2 55 0 1 90 9 3 1 0 0 3 1 13 5 35 2 2 64 8 1 1 0 0 1 2 24 2 1 10 0 2 22 1 2 1 7 2 3 12 4 0 0 35 2 0 13 69 1 221 2 24 0 5 0 0 4 0 1 0 8 0 2 72 152 0 5 4 13 9 0 14 4 3 0 0 3 1 12 10 72 0 1 33 1 153 1 80 0 0 11 9 0 2 0 0 1 3 410 0 0 0 20 11 15 4 2 2 19 14 0 0 4 0 2 35 7 6 0 0 0 0 13 0 4 0 0 12 0 6 0 0 2 0 4 0 0 0 4 3 0 1 61 0 89 0 0 3 3 38 0 25 0 0 0 0 2 0 3 3 29 0 118 0 3 4 0 0 0 0 9 0 0 0 0 1 3 8 0 0 21 1 1 0 20 0 11 0 63 1 1 0 0 0 1 0 4 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................AAGGTCTCGTGGACTACTTCATGTTA......................................................... 26 2 1 2850.00 2850 16 29 11 20 151 3 291 36 18 18 47 9 49 50 31 141 4 342 5 12 18 26 11 14 22 3 6 11 8 297 19 12 18 4 9 12 9 0 0 14 227 11 8 10 0 17 11 6 116 5 8 1 6 4 3 8 10 5 150 11 7 0 2 4 0 13 0 0 8 6 3 6 4 9 15 0 0 3 6 4 4 2 10 0 6 8 3 9 5 7 0 2 3 3 2 1 7 6 2 2 0 16 12 17 1 1 2 0 0 19 0 1 1 5 2 0 3 6 1 5 2 1 5 0 3 4 2 5 2 0 2 10 1 0 2 0 1 0 4 1 2 1 0 1 0 7 2 2 0 5 0 0 0 2 2 0 0 1 2 5 0 1 3 1 0 0 1 2 0 0 0 0 0 2 0 0 0 0 2 0 3 0 4 1 3 5 0 1 0 0 2 8 1 0 5 1 0 0 0 0 1 19 3 0 0 8 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 1 0 0 1 0 0 1 1 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 3 0 0 0 0 4 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TTGGTCTCGTGGACTACTTCATGTTA......................................................... 26 1 1 2766.00 2766 4 8 41 4 104 273 96 19 157 31 14 10 72 80 50 98 0 240 2 14 18 21 17 28 45 11 17 41 4 137 13 13 4 4 17 7 29 0 0 16 149 15 38 0 0 7 1 12 106 16 0 16 2 6 0 1 0 1 50 5 6 0 2 3 7 0 45 1 2 8 4 7 4 5 11 1 4 39 1 1 11 7 1 8 6 1 2 2 0 2 9 0 7 1 2 2 1 5 4 2 2 7 7 13 0 3 0 3 0 4 7 3 35 9 1 5 2 23 3 27 2 6 0 2 3 8 1 3 6 0 5 0 4 0 1 0 4 0 5 0 1 0 0 6 0 5 0 10 1 6 4 2 0 2 1 0 2 2 0 0 0 0 0 3 0 1 3 1 5 2 3 5 1 1 0 0 1 0 6 0 1 3 0 0 0 4 9 0 2 0 4 3 0 0 0 0 4 1 0 0 1 2 0 0 2 0 1 0 0 0 1 0 0 6 0 2 0 1 0 6 0 0 4 1 3 1 0 0 1 0 1 0 0 1 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 6 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................AACTCACATGAAGTTGTACACGGC............................................................................................... 24 0 1 2512.00 2512 89 77 4 56 44 1 112 28 3 6 1 1 6 6 14 66 22 240 1 16 11 6 15 5 5 5 0 5 1 144 5 13 2 0 0 3 3 0 18 0 106 1 2 201 0 17 8 2 30 2 29 1 0 1 12 3 103 3 115 10 0 0 1 2 5 4 1 1 11 4 0 1 2 8 5 3 3 4 8 6 1 1 14 0 3 2 10 24 3 5 0 5 8 1 1 10 0 2 0 2 2 1 3 2 3 0 0 3 7 45 0 4 0 0 0 0 6 2 1 0 2 0 84 4 1 1 1 0 9 3 2 12 1 69 3 0 1 3 0 1 2 5 0 0 1 7 1 0 0 7 0 2 14 8 0 69 0 1 4 25 0 0 61 0 9 2 0 3 0 6 12 5 2 11 0 1 5 4 0 4 0 1 5 2 14 0 7 17 5 9 0 2 0 0 2 0 1 2 0 0 1 4 1 0 0 1 0 0 3 0 1 0 2 2 0 0 0 1 2 0 0 0 1 8 0 0 0 1 0 5 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 10 3 0 2 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................ACTCGTGGACTACTTCATGTTA......................................................... 22 1 1 2382.00 2382 69 100 70 28 39 1 289 21 2 16 18 10 66 38 45 40 32 39 11 15 15 11 13 48 20 7 9 51 5 29 8 16 7 20 8 31 5 0 9 19 55 4 4 6 0 12 8 0 42 4 12 8 3 3 10 11 0 11 16 3 3 38 12 3 5 47 0 8 44 14 3 8 18 2 7 6 9 0 5 0 3 13 6 13 24 7 4 8 7 4 0 4 1 3 0 4 3 3 7 3 1 2 4 1 3 4 10 0 2 39 2 4 3 0 0 0 5 1 5 0 8 6 25 3 0 0 4 3 1 5 1 1 2 0 3 0 1 1 3 1 3 6 1 2 1 2 3 1 1 0 2 8 4 5 3 0 0 5 4 18 25 1 6 2 12 2 0 4 0 2 0 0 1 6 0 93 1 14 4 6 5 1 0 0 0 1 2 3 1 9 1 1 3 0 1 7 1 0 1 1 0 0 1 1 1 0 0 0 1 1 0 1 1 2 1 0 7 11 0 0 0 0 0 7 0 0 0 0 3 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 6 0 8 4 9 13 4 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0 9 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................AAATCTCGTGGACTACTTCATGTTA......................................................... 25 3 1 2378.00 2378 22 42 0 2 193 0 667 11 0 0 0 0 2 0 1 178 7 154 1 0 0 0 0 0 1 0 0 3 0 69 0 0 0 0 0 0 0 0 1 0 270 0 0 0 0 31 1 0 52 0 2 0 0 0 9 1 0 3 34 1 0 0 0 0 0 31 0 0 51 1 0 0 44 0 0 0 9 0 9 3 0 0 6 0 32 1 0 7 15 4 0 0 2 1 0 3 0 0 0 1 0 0 0 0 0 1 4 0 0 84 0 0 0 0 0 0 14 0 5 0 12 0 37 0 0 0 0 0 5 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 6 4 38 7 0 0 2 1 67 1 0 21 0 6 0 0 2 0 0 10 0 1 0 0 0 0 11 0 8 0 3 4 3 5 0 0 2 0 2 0 0 0 0 0 0 0 0 0 0 0 5 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 0 3 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................AAAGGTCTCGTGGACTACTTCATGTTA......................................................... 27 3 1 2289.00 2289 21 24 1 14 78 1 272 40 2 5 56 3 6 6 4 55 15 406 2 3 1 8 2 2 9 2 1 3 8 296 9 1 36 0 9 4 16 0 0 14 225 3 2 0 0 14 12 1 74 6 3 1 6 2 2 10 0 1 156 3 12 0 0 1 0 10 0 0 7 0 2 1 8 2 1 0 2 0 9 4 2 2 14 0 5 3 1 2 6 2 0 0 1 0 1 5 2 7 3 3 0 20 18 11 0 0 4 0 3 17 1 0 0 3 0 0 9 7 0 3 1 0 2 1 7 1 0 0 5 1 0 3 1 0 1 0 1 1 0 1 0 3 2 0 0 2 3 1 0 2 0 0 0 10 3 0 0 2 2 3 0 0 1 0 0 0 0 2 0 0 0 0 0 5 0 0 3 8 1 0 0 0 2 2 1 3 0 2 0 0 0 1 0 0 1 0 0 0 0 0 0 9 1 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 1 0 0 7 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................CCTCGTGGACTACTTCATGTTA......................................................... 22 1 1 2263.00 2263 71 91 391 23 22 4 45 11 2 16 18 9 76 48 51 13 18 6 17 17 21 15 13 35 47 12 27 30 6 6 6 17 5 35 5 23 5 0 27 6 13 14 8 0 0 6 22 3 11 9 3 37 6 5 8 6 0 12 2 3 3 31 9 4 9 13 0 17 13 9 5 5 6 3 9 15 9 0 3 1 6 9 5 17 10 7 4 2 4 5 2 7 6 9 3 1 2 1 2 7 6 4 5 5 10 2 6 1 2 7 5 14 0 1 1 0 3 5 6 1 3 0 7 5 0 8 0 1 1 2 4 4 2 0 8 0 1 0 1 5 7 1 3 6 5 1 2 0 0 4 1 1 4 4 1 0 3 2 0 9 21 0 4 1 6 1 1 1 0 4 0 1 2 0 0 170 1 2 1 10 4 4 0 1 5 3 2 3 0 3 2 0 0 1 0 10 0 1 0 3 0 1 4 0 0 0 0 0 0 2 0 1 1 0 0 0 8 14 0 0 1 0 0 3 0 0 0 0 0 1 0 0 0 2 0 0 1 0 0 2 0 0 0 0 5 0 2 6 4 4 7 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................CTATCACATGAAGTTGTACACGGC............................................................................................... 24 3 1 1919.00 1919 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1186 0 0 0 0 0 0 0 0 0 0 0 0 733 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................CGTCTCGTGGACTACTTCATGTTA......................................................... 24 1 1 1914.00 1914 31 69 54 25 49 56 80 61 50 12 11 12 11 35 28 37 21 41 2 21 28 6 19 6 27 27 41 6 5 47 4 14 23 1 5 1 10 0 2 8 28 5 13 1 0 7 49 1 29 14 8 3 5 1 7 33 0 6 17 2 6 0 4 12 0 3 15 5 6 15 10 14 27 2 4 8 8 36 18 6 6 4 15 2 15 9 3 6 36 7 4 1 12 0 5 6 15 3 1 8 5 4 2 9 0 1 1 3 2 6 6 4 0 3 1 5 4 8 9 8 9 1 1 0 4 1 3 0 4 8 15 18 2 0 12 1 5 1 4 1 6 16 0 3 1 4 2 4 0 2 2 0 2 8 0 0 0 3 2 1 4 2 0 2 0 3 4 5 1 3 2 2 0 1 0 2 1 2 0 1 2 2 6 1 4 4 5 0 1 1 3 1 0 1 1 0 0 1 3 0 1 1 2 0 1 1 0 0 0 1 0 3 1 0 1 0 1 1 0 2 1 0 1 0 0 0 1 0 0 0 1 3 0 0 0 0 0 0 0 0 1 0 0 0 4 0 1 0 0 1 3 0 0 0 1 0 0 2 0 0 1 0 1 0 1 0 0 0 0 0 2 1 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................ACTCACATGAAGTTGTACACGG................................................................................................ 22 0 1 1765.00 1765 99 78 16 102 10 11 12 59 0 17 35 4 7 9 11 10 76 27 8 8 6 31 5 5 6 31 4 5 14 29 27 9 59 0 29 1 43 4 0 5 7 9 12 2 1 23 7 63 6 4 13 7 15 25 17 3 0 3 26 5 7 0 2 5 5 2 1 2 1 2 8 8 3 48 5 1 6 4 17 9 6 3 8 3 5 2 17 20 3 1 9 1 0 0 7 8 11 9 0 5 4 6 9 5 5 1 2 24 15 0 8 1 0 4 1 0 3 12 1 4 1 4 0 1 15 8 0 4 2 2 2 8 3 0 4 0 15 18 3 0 0 3 6 1 0 8 8 4 6 6 1 0 0 0 2 0 13 1 4 0 0 1 0 6 0 3 0 6 3 1 0 0 2 2 1 0 7 0 2 0 0 1 2 2 2 2 1 0 1 0 1 0 1 1 0 0 5 1 0 2 1 0 1 6 0 0 0 0 0 0 2 2 4 3 1 0 0 0 2 0 1 1 1 0 0 0 0 2 0 0 2 0 1 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................CTCGTGGACTACTTCATGTT.......................................................... 20 0 1 1712.00 1712 29 60 18 18 3 1 19 7 2 5 12 11 14 28 15 1 14 4 11 6 4 8 16 93 14 2 3 3 3 3 4 11 3 79 5 96 1 58 97 11 4 2 0 0 58 1 0 0 6 2 0 4 3 2 12 0 0 4 6 3 1 24 19 0 49 1 0 12 0 6 9 3 1 0 5 7 0 1 3 2 0 1 0 5 1 3 6 0 3 2 2 27 0 39 1 0 0 0 2 1 2 1 5 3 26 5 3 1 2 10 2 47 0 0 3 1 2 1 0 0 2 4 22 30 0 0 33 2 0 0 0 0 3 1 1 0 0 3 0 3 0 0 0 0 17 0 2 0 2 0 4 5 17 1 4 1 0 1 1 9 18 3 12 1 13 24 19 0 1 15 0 2 1 0 3 7 0 3 0 0 15 3 0 0 0 0 7 5 11 3 9 2 0 1 0 15 0 0 3 0 1 0 1 0 0 0 2 2 5 1 0 1 0 1 0 4 6 5 0 0 0 2 0 5 0 0 0 0 0 4 1 0 0 1 0 2 8 0 0 8 0 0 5 2 1 0 0 0 5 1 3 0 0 2 0 3 0 0 0 4 0 3 0 0 0 0 2 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................CTCACATGAAGTTGTACACGG................................................................................................ 21 0 1 1624.00 1624 98 64 4 78 6 32 24 33 2 26 10 8 7 4 1 13 85 42 6 12 2 26 4 1 3 5 7 3 9 32 9 3 13 0 48 0 14 0 0 8 32 19 2 0 0 18 12 71 9 14 11 3 17 9 13 7 0 2 24 12 4 0 1 6 0 3 3 0 2 1 3 4 2 30 3 0 7 3 10 3 5 2 4 4 3 1 30 11 2 0 6 1 0 0 2 3 8 1 5 2 3 4 6 1 2 1 3 32 27 0 3 0 3 9 2 3 1 26 1 4 2 1 0 0 2 1 7 3 1 0 5 2 5 0 5 17 14 10 3 7 0 2 11 0 0 9 17 6 15 7 1 1 0 1 0 0 6 2 1 0 0 2 0 3 0 0 0 5 4 0 0 0 0 10 0 0 2 4 3 6 1 7 0 6 0 5 0 0 1 0 0 0 3 2 3 0 3 2 2 2 0 2 4 19 2 0 0 0 0 4 0 0 0 0 5 1 0 0 5 0 0 0 1 0 0 0 0 0 0 0 2 1 0 0 0 1 2 0 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 2 1 4 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................TTTCTCGTGGACTACTTCATGTTA......................................................... 24 2 1 1585.00 1585 1 1 10 0 34 94 37 1 65 12 8 21 11 55 14 27 0 8 14 10 14 16 9 12 20 3 61 13 7 8 7 11 0 3 8 3 1 0 6 3 19 4 42 0 0 0 3 3 33 2 0 3 3 11 2 31 0 2 5 0 0 4 9 58 18 5 0 6 4 6 14 4 14 0 10 7 1 1 2 8 97 7 14 1 10 2 0 0 18 3 0 47 2 4 70 2 11 1 0 13 7 5 5 1 3 5 0 0 1 8 57 2 0 0 0 1 4 0 5 1 5 0 2 10 1 18 5 1 3 0 6 2 2 0 11 0 0 0 1 1 4 2 0 1 2 0 1 0 0 0 1 0 0 12 7 0 1 5 6 22 1 0 0 1 6 0 1 1 0 1 0 0 6 0 0 1 0 0 0 1 1 0 3 0 18 1 1 1 13 0 1 1 0 1 0 2 0 1 0 1 0 0 2 0 0 0 0 0 0 1 0 0 1 1 0 2 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 2 1 0 0 0 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................GTGGACTACTTCATGTTA......................................................... 18 0 1 1584.00 1584 4 2 68 3 15 11 2 0 7 11 2 8 19 46 13 13 0 5 7 11 8 1 3 38 15 1 18 29 9 3 3 10 0 41 3 28 0 34 11 0 3 18 2 0 27 0 1 0 2 0 1 11 2 0 0 6 0 7 0 12 7 7 3 2 5 2 6 1 2 1 1 6 1 0 1 2 5 5 0 3 0 0 2 10 4 1 0 1 1 1 1 2 32 10 1 2 3 0 2 5 0 1 1 2 2 0 3 0 0 1 1 10 34 0 2 3 1 6 3 0 1 3 5 2 0 0 11 1 0 0 2 1 1 129 4 4 1 0 5 11 3 1 0 0 3 0 0 1 0 0 6 2 2 1 1 121 2 3 4 1 0 2 2 2 4 3 2 0 0 2 0 5 3 2 3 8 0 1 0 0 1 0 1 0 0 0 3 1 3 0 10 0 0 0 0 8 0 0 2 0 3 0 2 0 1 0 0 0 1 0 0 1 0 6 0 4 0 0 0 0 0 1 4 0 4 157 8 5 0 0 1 105 1 0 4 14 0 0 0 0 0 0 4 3 0 23 0 0 0 0 0 5 3 0 1 1 3 2 2 0 0 0 1 5 1 1 0 0 0 0 0 0 1 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TGGTCTCGTGGACTACTTCATGT........................................................... 23 0 1 1469.00 1469 21 14 4 16 84 23 78 21 23 35 20 17 2 7 0 19 8 122 28 7 4 30 0 1 5 29 1 1 2 127 38 9 18 0 11 3 17 0 0 9 53 7 26 0 0 4 7 13 39 2 3 5 6 20 2 6 0 2 35 3 7 0 2 19 4 0 0 0 1 2 7 8 9 2 3 1 4 5 6 6 6 3 1 1 3 2 2 4 5 1 4 1 6 1 8 1 1 9 1 0 3 9 4 8 7 4 0 1 2 0 2 1 0 1 1 0 2 5 3 12 1 0 0 0 7 6 1 8 1 6 0 0 0 4 0 2 1 11 1 3 0 3 2 0 0 5 1 4 3 0 1 0 0 0 1 0 4 6 2 0 0 2 0 1 2 1 0 3 4 0 0 2 0 0 0 0 4 4 0 0 1 13 0 0 0 0 2 0 0 2 0 0 1 1 3 0 0 1 2 1 1 1 0 0 2 0 0 0 0 0 0 2 0 0 0 0 0 0 0 10 1 0 0 0 0 2 0 0 0 0 1 0 0 0 0 1 0 5 2 1 0 0 0 0 0 0 0 1 0 1 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................ATGGTCTCGTGGACTACTTCATGTTA......................................................... 26 1 1 1437.00 1437 6 1 9 6 60 21 104 19 24 10 3 0 20 19 8 75 0 278 2 0 4 5 1 4 7 0 1 9 1 188 2 3 4 1 5 3 1 0 6 1 110 0 1 6 0 6 2 1 38 3 0 0 1 0 0 6 7 3 104 2 1 0 4 1 0 4 2 0 6 3 1 1 3 6 4 0 1 8 7 3 2 1 6 0 6 2 0 3 2 3 2 0 8 3 2 4 3 1 1 2 0 0 4 5 0 0 0 1 0 13 0 1 0 5 0 0 0 4 2 2 1 0 2 0 0 0 0 0 2 0 2 0 2 0 1 0 1 1 1 1 0 0 1 0 1 0 0 2 0 1 2 0 0 1 0 0 0 0 3 4 1 0 0 0 0 0 0 0 0 0 7 0 0 1 0 0 1 0 2 0 1 1 1 2 3 1 7 1 0 0 1 3 0 0 0 0 1 0 0 0 0 6 1 0 0 2 4 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 2 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 1 0 0 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TAGGTCTCGTGGACTACTTCATGTTA......................................................... 26 2 1 1347.00 1347 4 5 8 4 84 22 102 4 14 14 7 1 16 25 17 74 1 170 1 10 9 8 7 9 10 1 0 13 1 120 2 3 1 0 11 7 4 0 3 1 88 7 10 87 0 2 1 2 61 2 1 3 1 2 1 0 130 1 46 0 0 0 2 0 1 1 0 0 2 4 1 0 1 1 1 1 3 1 3 0 9 0 1 0 1 8 0 0 0 1 2 0 0 1 0 0 0 0 1 0 1 2 2 0 0 0 0 1 2 0 2 0 0 1 0 0 0 5 0 3 1 0 0 0 0 1 4 2 1 0 0 0 1 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 1 0 0 1 0 0 2 1 0 0 0 0 1 0 0 2 0 1 0 2 0 0 0 0 1 1 0 0 0 2 3 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 3 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................AAACTCACATGAAGTTGTACACGGC............................................................................................... 25 1 1 1311.00 1311 94 87 0 40 17 0 91 17 0 0 0 0 0 0 0 35 40 173 0 0 1 1 1 1 0 4 0 0 0 117 0 0 2 12 0 0 0 0 0 0 65 1 0 13 0 19 5 0 21 0 14 0 1 0 23 0 3 2 89 3 1 0 0 1 0 13 0 0 5 0 0 3 1 0 1 0 0 0 23 1 0 0 3 0 0 0 10 17 4 0 0 0 3 0 0 4 0 2 0 1 0 0 0 0 0 1 4 0 8 29 0 0 0 2 1 0 1 0 0 2 2 0 12 0 0 0 0 0 0 3 0 11 0 0 1 0 0 1 0 1 0 5 0 0 0 10 0 0 1 7 0 0 2 13 0 0 0 0 1 5 0 0 13 0 4 0 0 4 0 1 2 0 0 11 0 0 2 7 0 10 0 2 3 5 8 0 0 8 0 0 0 1 0 2 0 0 0 1 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 3 3 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................GTCTCGTGGACTACTTCATGTT.......................................................... 22 0 1 1277.00 1277 20 18 5 29 17 0 52 39 1 3 6 13 1 33 8 8 11 13 3 7 4 7 5 9 10 8 4 4 9 13 4 5 7 15 15 5 3 0 33 21 28 5 3 0 0 11 11 5 17 2 1 0 7 9 4 3 0 7 7 2 1 3 3 1 16 6 9 4 2 3 12 11 1 1 14 5 5 16 14 6 0 2 3 2 2 1 3 5 7 1 4 18 1 26 2 0 1 0 0 9 6 4 4 2 22 0 5 2 4 17 3 3 5 2 5 1 1 1 1 4 3 0 16 5 1 5 11 0 0 10 0 1 0 0 1 1 1 4 0 1 0 2 4 1 11 0 14 1 11 3 13 2 4 0 0 1 1 2 1 3 2 0 19 2 1 8 22 4 10 8 0 0 0 0 0 2 0 4 1 0 0 17 0 2 2 1 1 10 7 3 0 1 1 2 0 1 0 1 2 4 3 0 2 0 0 0 0 1 2 1 0 0 1 4 0 2 4 2 2 0 0 0 0 3 6 0 6 4 2 2 0 0 0 1 6 1 6 0 0 0 0 0 0 0 2 7 4 2 1 1 0 0 0 0 0 0 2 0 0 1 0 3 0 0 18 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................CGGTCTCGTGGACTACTTCATGTTA......................................................... 25 1 1 1230.00 1230 5 8 29 2 47 47 55 14 9 11 7 1 19 13 15 40 2 117 3 26 29 11 28 3 11 3 2 12 4 78 7 23 3 0 9 3 6 0 0 1 53 7 2 29 0 5 11 1 19 8 0 6 2 3 0 2 16 10 58 3 0 0 2 1 3 0 21 4 1 12 0 5 5 6 2 0 7 7 2 3 1 0 1 1 0 0 1 1 2 4 2 2 5 0 1 2 6 4 0 3 0 2 3 2 1 0 1 2 0 3 1 5 12 2 1 0 1 5 5 3 0 1 1 0 3 2 3 0 5 0 7 3 2 0 3 0 2 0 1 0 0 2 1 0 0 0 0 1 0 1 2 0 0 0 0 0 0 3 0 6 1 1 0 1 1 0 2 0 2 1 5 2 0 1 0 0 0 0 1 0 3 1 0 0 0 2 7 2 0 0 3 0 0 0 0 1 0 0 0 0 0 1 1 0 0 4 1 0 0 0 0 0 0 0 0 1 0 2 0 13 1 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 2 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................TCTCACATGAAGTTGTACACGGC............................................................................................... 23 1 1 1209.00 1209 58 28 6 35 1 4 8 21 6 18 15 0 9 8 7 8 36 23 7 34 33 38 40 3 6 17 2 6 4 12 5 33 15 2 20 1 16 0 1 9 25 4 15 3 0 3 9 31 14 10 9 0 8 22 5 1 2 1 12 0 5 0 1 3 1 0 1 1 1 4 6 0 0 9 2 2 4 1 10 2 3 7 0 4 1 1 6 1 1 0 12 6 0 3 1 1 0 3 3 0 12 6 8 6 14 0 0 13 9 1 5 0 0 4 2 0 0 12 1 12 0 9 0 2 0 4 6 2 0 1 1 3 8 0 0 0 9 2 3 0 0 1 7 5 1 5 13 5 6 0 0 0 4 2 1 0 3 0 0 0 3 1 5 2 0 1 5 1 5 1 0 0 2 2 0 10 2 0 4 1 0 7 0 2 1 4 1 3 5 0 1 0 1 2 1 1 1 2 2 10 0 0 1 0 1 0 0 0 2 0 2 3 0 1 1 0 1 0 0 0 0 1 2 0 0 0 1 0 0 1 2 0 1 0 0 0 0 0 0 1 0 0 0 0 1 0 0 3 0 0 1 0 0 5 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................CTCACATGAAGTTGTACACGGCC.............................................................................................. 23 0 1 1199.00 1199 84 32 0 59 11 17 41 28 8 7 7 2 1 2 1 9 44 84 0 16 8 6 15 1 3 5 1 3 2 54 11 18 2 1 5 0 12 0 2 11 62 13 6 0 0 9 11 7 25 8 14 1 0 3 6 6 3 2 49 3 2 2 1 1 12 1 0 0 3 1 7 2 3 20 2 0 0 0 15 2 3 1 0 1 1 0 9 10 1 0 9 3 0 2 3 2 3 6 2 1 1 2 2 3 3 0 1 10 9 0 0 1 0 9 1 2 0 5 2 4 0 0 0 2 8 1 5 4 0 3 1 0 1 2 1 0 2 3 0 1 2 2 2 2 0 0 1 6 5 9 0 0 0 2 0 0 5 0 0 0 0 0 0 1 0 0 2 4 4 0 0 0 2 2 0 1 4 0 2 12 0 41 0 2 3 1 0 1 1 0 1 0 0 3 1 0 0 1 1 0 0 0 1 0 0 1 1 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................GGTCTCGTGGACTACTTCATGT........................................................... 22 0 1 1187.00 1187 5 10 2 11 54 3 101 9 5 8 13 6 0 8 11 27 9 81 8 3 9 11 7 6 13 31 5 2 6 72 14 3 11 3 5 6 6 5 3 10 59 6 11 0 5 5 2 3 35 1 1 0 4 9 2 2 0 3 25 4 3 2 1 10 7 4 2 0 4 5 1 3 1 4 0 1 7 28 4 2 2 2 2 0 3 2 0 2 2 1 1 3 1 1 4 0 4 5 2 3 7 1 5 1 5 0 3 0 0 3 1 1 3 2 0 4 0 4 0 3 2 0 2 2 1 1 3 1 1 0 1 1 1 7 1 7 1 5 5 0 2 4 2 0 0 0 2 1 2 1 5 1 0 0 3 3 2 0 0 0 2 0 0 2 1 2 0 0 0 0 2 2 0 3 4 2 3 13 0 4 0 8 1 1 0 0 2 4 4 0 0 3 0 0 0 0 1 2 1 2 8 3 0 0 1 4 3 0 0 0 2 1 1 1 0 1 1 0 0 42 0 0 0 1 2 2 6 1 0 0 1 0 1 0 2 0 0 0 2 1 0 0 0 1 0 0 2 1 0 0 0 0 1 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................ATCACATGAAGTTGTACACGGC............................................................................................... 22 1 1 1168.00 1168 172 80 3 47 7 1 51 20 0 9 1 0 5 1 2 9 64 56 5 6 6 2 2 0 0 3 1 3 4 31 5 6 6 0 14 1 4 0 1 1 42 1 2 67 0 7 5 5 15 0 41 0 1 4 27 1 44 1 20 1 3 1 0 0 0 8 3 0 6 0 0 5 2 5 0 0 9 0 9 1 1 0 0 0 0 2 24 3 2 1 1 0 1 1 1 1 1 0 4 1 0 3 8 0 3 2 0 7 15 3 1 0 6 0 0 0 0 1 0 4 1 0 5 2 2 0 0 4 0 0 0 3 0 0 0 1 4 1 0 0 1 1 2 1 0 0 5 0 5 2 1 1 0 3 0 0 1 0 0 0 0 1 2 0 0 1 0 6 0 0 0 0 2 15 0 0 0 0 3 0 0 2 2 2 3 0 1 0 0 0 1 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 1 0 0 0 1 0 0 0 3 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................TACTCACATGAAGTTGTACACGGC............................................................................................... 24 1 1 1159.00 1159 74 47 2 68 13 7 39 16 4 2 1 2 8 8 5 16 28 138 0 15 7 7 8 0 5 10 0 8 2 77 1 14 4 0 1 1 20 0 1 4 51 2 2 71 0 4 5 2 20 3 7 0 1 1 9 3 39 2 59 5 1 0 0 0 0 2 1 0 1 3 1 1 0 1 2 1 3 1 13 1 1 0 2 2 0 1 16 1 1 2 8 3 3 2 0 2 1 2 3 0 0 0 0 4 3 3 1 5 4 1 1 0 2 7 3 2 0 2 1 1 1 3 3 4 0 2 1 1 0 0 1 2 0 0 2 0 1 2 1 0 0 1 2 1 1 0 0 1 0 2 0 0 4 1 1 0 1 1 0 1 0 0 6 0 3 1 0 3 0 0 3 0 0 6 0 0 3 0 1 0 0 0 1 0 2 0 0 0 2 0 0 0 0 0 0 0 3 3 0 0 0 2 0 0 0 0 0 0 0 1 0 1 0 0 0 0 1 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................GGTCTCGTGGACTACTTCATG............................................................ 21 0 1 1033.00 1033 19 44 2 27 8 3 5 22 1 11 25 16 2 3 5 10 7 4 16 11 4 7 8 4 7 1 61 2 3 3 7 11 5 0 17 2 2 0 0 1 6 38 6 0 0 3 7 4 5 4 3 0 2 0 10 36 0 8 0 8 4 0 0 2 5 5 5 2 3 0 3 5 18 0 1 0 11 39 1 8 8 1 3 3 13 3 1 1 3 4 3 2 1 0 1 4 16 1 3 4 1 2 0 3 2 22 10 1 2 0 1 0 5 2 1 4 5 1 5 1 11 0 0 0 1 2 0 3 4 7 3 2 1 0 1 6 2 3 27 20 2 4 1 0 1 11 0 2 1 0 4 1 0 10 21 0 0 1 2 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 13 0 0 0 0 0 0 0 9 3 1 0 0 0 0 1 3 1 10 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 17 0 0 0 0 1 16 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................GCTCGTGGACTACTTCATGTTA......................................................... 22 1 1 1024.00 1024 10 20 74 3 3 1 12 7 1 6 4 1 202 20 14 1 4 2 1 1 11 3 8 14 15 2 3 151 8 0 1 3 0 7 1 6 0 0 3 3 3 6 2 0 0 0 1 0 2 5 2 2 1 2 9 1 0 2 0 1 1 8 6 0 1 3 1 6 5 3 0 3 6 2 6 5 3 0 3 0 3 6 0 9 1 3 0 2 2 2 0 1 2 3 0 0 1 2 8 2 1 2 1 1 0 1 0 0 3 6 0 1 1 1 8 0 0 0 1 1 3 7 2 2 2 1 0 1 0 1 0 0 10 0 12 0 0 0 1 0 4 2 1 2 0 1 0 1 0 3 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 1 1 1 0 0 0 1 0 0 0 111 0 1 3 0 5 0 0 0 0 0 0 0 0 0 1 0 3 0 1 0 0 0 2 0 0 1 0 0 1 0 0 0 1 0 0 0 0 0 2 0 0 6 0 0 1 0 2 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 3 3 2 1 0 0 0 0 0 1 0 0 0 1 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................AATCTCGTGGACTACTTCATGTTA......................................................... 24 2 1 970.00 970 13 7 0 3 53 0 218 2 0 0 0 0 2 5 2 71 1 25 0 4 1 0 3 2 0 0 0 6 0 20 2 1 0 1 0 3 0 0 8 0 44 0 0 2 0 3 0 0 23 0 0 2 0 0 0 1 0 3 7 0 0 0 1 1 0 10 0 1 14 2 0 0 11 0 0 0 0 0 0 1 0 0 1 0 7 0 0 4 5 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 2 103 1 2 0 0 0 0 1 0 0 0 2 0 59 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 5 6 1 0 0 1 1 58 1 0 35 1 21 0 0 0 0 3 3 0 0 2 0 0 1 0 3 0 0 0 1 1 4 0 1 7 0 8 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 1 0 1 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 12 0 5 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................GTCGTGGACTACTTCATGTTA......................................................... 21 1 1 898.00 898 63 38 27 15 4 1 8 6 0 40 29 25 49 42 26 6 11 1 27 3 5 16 2 28 26 2 1 40 8 0 11 4 1 3 10 9 1 0 3 3 1 1 5 0 0 0 3 3 0 7 19 6 4 12 18 0 0 5 0 3 0 2 2 3 2 2 0 5 1 4 2 2 2 0 5 4 6 1 0 0 2 7 2 1 1 4 10 0 2 2 0 0 9 1 4 1 1 0 4 1 20 2 8 3 0 1 1 0 7 0 0 1 0 0 4 0 0 0 1 0 0 5 0 1 0 4 4 2 0 0 2 0 3 0 0 0 1 0 1 6 0 0 0 2 1 0 5 0 1 1 0 3 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 5 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 1 0 0 0 0 0 1 1 1 0 1 0 0 0 0 2 0 0 0 2 0 3 0 0 0 0 0 1 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................CATGAAGTTGTACACGGC............................................................................................... 18 0 1 864.00 864 4 3 0 6 2 13 1 5 5 9 2 3 4 25 4 3 0 6 7 58 52 7 43 1 2 7 0 1 30 2 1 46 0 15 6 0 0 1 0 1 7 0 2 0 0 0 4 2 3 7 0 1 36 5 0 2 0 0 1 3 9 0 0 5 0 0 0 0 0 0 39 0 0 0 1 0 0 8 0 0 3 3 1 10 0 2 5 0 0 0 2 2 0 1 0 0 0 1 4 1 5 26 20 1 5 1 1 0 0 0 7 0 0 1 2 2 0 8 1 2 0 3 1 1 0 3 7 15 0 0 1 1 2 2 1 1 1 7 4 1 0 0 0 5 1 3 1 0 0 0 0 1 3 0 1 0 0 0 0 0 0 1 0 2 0 6 1 0 0 1 0 0 0 2 0 0 1 0 4 0 0 2 1 0 0 4 0 0 3 0 0 0 1 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 1 0 0 5 2 0 2 0 1 0 1 1 0 4 2 0 0 49 0 0 0 1 2 40 0 0 0 1 1 0 0 1 0 1 0 0 0 1 0 0 0 0 0 0 19 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

.......................................................CCTCACATGAAGTTGTACACGGC............................................................................................... 23 1 1 850.00 850 61 33 1 33 0 3 4 15 1 6 9 1 7 2 6 0 16 11 5 4 0 69 6 0 0 17 1 0 0 8 6 1 8 0 9 1 16 0 0 1 7 1 8 2 0 2 42 22 2 1 6 0 4 15 10 0 2 7 5 2 2 0 5 9 0 1 0 5 0 31 2 10 1 5 3 3 18 2 2 0 5 0 1 1 1 3 5 2 5 2 3 1 7 0 24 1 1 1 0 0 11 4 3 2 4 0 0 6 7 0 6 3 1 0 0 1 1 5 0 2 0 0 0 0 6 4 1 0 0 6 3 2 0 0 1 0 20 6 1 1 0 4 0 7 0 0 0 0 3 0 0 0 0 1 0 0 1 0 1 0 1 0 0 0 1 1 0 13 1 1 0 0 0 4 0 0 0 0 1 3 2 0 0 0 0 4 0 0 0 0 8 0 0 0 1 0 1 0 2 0 1 1 1 0 2 0 0 0 0 0 2 0 0 0 2 3 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................CACATGAAGTTGTACACGGCC.............................................................................................. 21 0 1 787.00 787 36 19 3 12 3 28 27 10 14 5 4 2 4 2 7 0 13 36 3 25 28 2 25 1 0 10 1 1 15 15 3 19 7 7 0 0 10 0 13 4 28 1 4 1 0 4 0 4 21 4 1 1 5 6 5 0 0 1 14 4 4 1 0 9 10 0 0 0 0 2 6 1 1 5 1 2 1 0 8 0 2 2 1 4 1 0 5 1 0 0 3 1 0 1 1 0 0 3 3 0 2 2 1 1 3 1 3 3 2 0 0 0 0 8 4 0 0 1 0 6 0 1 0 0 2 1 2 6 0 0 1 0 1 1 0 3 2 3 1 0 1 0 9 3 0 5 3 7 8 5 0 0 0 2 0 1 2 0 0 0 0 0 7 0 0 5 0 2 3 0 0 0 0 6 0 0 0 3 0 0 0 18 0 2 0 2 0 2 3 0 0 0 0 3 1 0 0 0 3 0 0 0 0 0 0 0 0 0 0 5 0 0 6 1 1 1 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TTGGTCTCGTGGACTACTTCATGT........................................................... 24 1 1 765.00 765 13 4 5 7 32 99 34 8 56 6 7 2 6 3 1 17 3 86 1 4 4 8 4 0 0 8 1 0 4 61 8 6 5 0 3 0 5 0 5 7 45 4 8 0 0 0 2 1 14 2 3 1 3 6 0 0 0 2 20 0 4 0 2 6 2 0 0 0 0 0 3 1 1 0 2 0 1 8 2 0 3 0 1 0 0 0 1 0 1 0 5 1 0 1 1 0 0 1 0 0 0 4 2 4 0 1 0 0 0 0 0 0 6 0 1 3 0 2 0 1 0 0 0 1 1 2 5 1 0 0 0 0 0 0 1 0 0 3 3 0 0 0 0 0 1 6 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 2 0 2 0 0 3 1 0 0 0 1 0 0 1 0 0 0 0 2 0 0 0 0 2 2 2 0 1 1 0 2 1 0 0 0 1 0 0 0 0 0 1 0 0 0 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................TCACATGAAGTTGTACACGG................................................................................................ 20 0 1 765.00 765 23 13 5 19 3 15 4 9 1 10 3 6 7 4 5 4 24 9 4 4 6 10 5 3 2 16 6 2 19 9 3 6 10 1 17 2 8 0 0 10 11 10 1 0 0 5 7 19 4 2 0 1 25 15 1 5 0 2 3 5 4 0 1 2 0 3 0 0 0 1 5 1 1 12 1 1 0 3 7 0 1 1 0 1 2 1 2 1 2 0 1 0 2 0 1 1 1 4 3 0 3 12 11 0 1 0 0 13 4 0 0 0 1 5 2 0 1 16 0 8 2 6 0 0 4 1 0 2 2 0 1 0 6 0 1 2 4 11 8 1 0 2 5 1 0 1 18 3 27 10 0 0 0 0 1 0 5 0 0 0 0 0 0 2 0 0 0 2 2 0 0 0 0 2 0 0 7 2 9 0 0 1 0 4 0 2 1 0 1 0 0 0 2 7 1 0 8 1 0 0 1 0 0 0 1 0 0 1 0 1 0 0 2 0 3 0 0 0 2 0 1 0 4 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................TCTCTCGTGGACTACTTCATGTTA......................................................... 24 2 1 629.00 629 10 17 3 3 6 0 3 7 1 12 22 15 0 10 22 2 2 0 4 1 1 6 2 6 16 0 6 0 1 1 9 2 1 33 6 0 0 0 25 0 1 0 9 0 0 0 3 1 4 2 0 1 7 5 1 3 0 1 0 0 0 0 1 22 24 0 0 2 0 0 3 1 2 0 1 1 0 1 5 0 27 2 5 1 0 4 0 0 5 0 0 8 1 8 34 1 3 0 0 0 3 2 2 7 2 0 0 0 0 9 15 7 0 0 1 0 0 0 0 0 0 0 14 12 0 0 3 0 1 1 2 3 0 0 5 0 0 0 0 0 2 1 0 1 8 0 0 0 0 0 0 0 5 0 0 0 0 0 0 16 5 0 4 2 5 2 5 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 3 0 0 0 0 0 0 2 0 0 1 2 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 1 0 0 0 0 0 1 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................CTCTCGTGGACTACTTCATGTTA......................................................... 23 1 1 574.00 574 5 9 21 2 19 1 11 3 0 5 2 2 10 10 8 12 2 3 4 11 7 2 8 7 7 3 6 6 0 4 1 9 1 20 4 5 2 0 10 1 2 4 2 4 0 2 5 1 7 1 0 5 2 5 0 4 0 7 3 4 1 6 2 8 6 8 0 5 5 7 0 7 6 0 1 2 3 0 4 1 1 0 3 1 3 0 1 0 19 2 1 6 3 8 9 2 1 0 0 1 0 2 0 2 3 1 0 0 1 5 2 2 1 0 0 0 3 1 4 1 0 0 4 1 0 1 3 1 0 0 1 1 1 0 0 0 1 1 0 2 1 3 1 0 4 3 1 0 1 2 2 0 1 2 0 0 0 3 0 3 6 1 4 1 2 0 1 1 0 0 2 0 0 0 0 5 0 3 0 8 0 0 1 0 0 1 0 0 1 4 0 0 0 1 1 1 0 1 1 0 0 0 0 0 0 0 1 0 2 0 1 0 0 0 0 0 4 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 4 0 0 1 1 1 1 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................CTATCTCGTGGACTACTTCATGTTA......................................................... 25 3 1 545.00 545 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 413 0 0 0 0 0 0 0 0 0 0 0 0 128 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................GGGTCTCGTGGACTACTTCATGTTA......................................................... 25 1 1 540.00 540 6 3 12 0 31 9 18 1 7 4 1 0 43 10 18 17 0 22 0 9 9 4 2 7 7 3 0 18 2 38 1 7 1 0 1 5 4 0 2 5 26 0 1 0 0 2 0 1 27 13 0 5 0 2 0 0 0 0 10 0 1 0 1 0 1 0 12 1 0 1 1 0 1 1 0 0 1 4 1 0 1 0 0 0 2 2 3 1 0 1 1 0 3 2 1 0 1 1 2 0 1 0 1 0 1 0 0 1 0 0 1 0 8 1 3 1 0 2 1 0 0 2 0 1 0 0 0 0 0 0 2 1 0 0 0 1 1 0 2 0 1 0 0 1 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 2 0 0 0 0 2 0 0 0 0 0 0 1 1 0 1 0 0 4 2 0 0 2 3 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 1 0 0 0 0 7 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 6 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................GGTCTCGTGGACTACTTCA.............................................................. 19 0 1 511.00 511 21 58 3 20 0 3 1 17 0 8 19 7 1 2 3 2 6 2 2 7 2 2 1 1 2 5 5 0 0 0 2 0 0 0 10 2 3 0 0 0 2 57 1 0 0 1 1 1 2 1 1 1 4 1 6 2 0 6 1 18 1 0 0 2 0 0 0 0 0 0 1 1 5 2 3 0 2 8 0 1 1 0 1 0 1 0 5 1 1 0 4 0 2 0 0 1 5 0 0 0 2 0 0 1 0 3 1 0 1 0 1 0 1 0 1 3 0 0 3 1 2 0 0 2 1 1 0 2 0 0 0 0 0 0 1 2 0 0 13 11 1 0 0 0 0 0 0 0 1 0 2 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 7 0 0 0 0 0 0 0 0 0 0 2 0 2 1 1 1 0 0 0 0 1 17 1 0 0 0 0 0 0 2 0 4 0 2 0 1 0 0 4 0 0 2 1 0 0 0 0 0 0 0 0 0 0 1 7 0 1 2 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 7 0 0 0 0 1 0 0 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................GCGTGGACTACTTCATGTTA......................................................... 20 1 1 510.00 510 2 2 72 1 0 1 0 0 2 5 8 5 109 14 7 0 0 0 1 0 1 2 0 8 1 1 1 107 36 0 1 0 8 1 3 2 0 0 0 0 0 0 0 0 0 0 0 0 0 7 4 6 0 2 1 0 0 0 0 0 1 0 2 0 0 0 1 5 0 1 3 1 0 0 1 6 0 0 0 0 1 1 0 1 0 0 0 0 0 1 0 0 1 0 2 0 0 0 5 1 4 0 0 0 2 0 0 0 0 0 0 0 15 0 3 0 0 0 0 0 0 3 0 0 0 1 4 0 0 0 0 0 0 0 0 0 1 0 1 0 1 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 2 0 0 0 3 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................AAATGGTCTCGTGGACTACTTCATGTTA......................................................... 28 3 1 503.00 503 2 3 0 2 14 0 58 5 0 1 2 0 0 1 0 9 1 144 0 0 1 1 0 1 0 0 0 0 1 108 0 1 1 0 0 1 2 0 0 0 58 0 0 0 0 2 1 0 6 0 0 0 0 0 1 1 0 0 37 0 1 0 0 0 0 2 0 0 4 0 0 0 2 0 1 0 0 0 1 0 0 0 2 0 2 0 0 0 0 0 0 0 0 0 0 1 1 3 0 0 0 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................AATGGTCTCGTGGACTACTTCATGTTA......................................................... 27 2 1 498.00 498 5 4 0 3 12 0 51 8 2 3 0 0 12 8 4 6 0 88 1 0 0 2 3 3 5 0 0 1 1 77 0 3 1 0 1 4 4 0 0 0 17 0 0 0 0 4 1 0 16 2 0 0 0 1 0 1 1 0 44 0 0 0 0 0 0 1 0 0 4 0 0 0 2 0 1 0 1 0 2 2 0 0 1 0 0 1 2 0 2 1 0 0 1 0 0 2 5 0 1 0 0 1 0 1 2 0 0 0 0 19 0 0 0 0 0 0 4 2 1 0 0 0 3 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 5 0 0 0 0 0 0 0 0 12 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 0 0 0 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:7425922-7426094 - dme-

mir-
305-
as

AGG---CAA--TTTGTTGAACAC---------TTGTATCGGTCGCTTTCGTATGCAAATCGCCTCATATTGAGTGTACTTCAACATGTGCCGGGTTACGAGA-CACACCAGAGCACCTGATGAAGTACAATAGACATGGGAGACAGTT----------------------------------GATAC-----ACA--------TGGGATTTCTG-------GCGAGG-ACTCGCCT---GCGAGCA

droSim2 2l:7179896-7180068 - AGG---CAA--TCCGTTGAACAC---------TTGTATCGGTCGCTTTCGTATGCAAATCGCCTCATATTGAGTGTACTTCAACATGTGCCGGGTTACGAGA-CACACCAGAGCACCTGATGAAGTACAATAGACATGGGAGACAGTT----------------------------------GATAC-----ACA--------TGGGATTTCTG-------GCGAGG-ACTCGCCT---GCGAGCA
droSec2 scaffold_3:2941382-2941555 - AGC---CAA--TCCGTTGAACAC---------TTGTATCGGTCGCTTTCGTATGCAAATCGCCTCATATTGAGTGTACTTCAACATGTGCCGGGTTACGAGA-CACACCAGAGCACCTGATGAAGTACAATAGACATGGGAGACAGTT----------------------------------GATAC-----ACA--------TGGGATTTCTG-------GCGAGGAACTCGCCT---GCGAGCA
droYak3 2L:5473580-5473751 + AGG---TAA--TCGGT-AAACAC---------TTGTATTGGTCGCTTTCGTATGCAAATCGCCTCATATTGAGTGTACTTCAACATGTGCCGGGTTACGGGC-CACACCAGAGCACCTGATGAAGTACAATAGACATGGGAGACAGTT----------------------------------GATAC-----ACA--------TGGGGTTTCTT-------TGGAGG-ACTCGCCT---GCGAGCT
droEre2 scaffold_4929:16344648-

16344820 -
AGG---TAA--TCTGGTAAACAC---------TTGTGCCGGTCGCTTTCGTATGCAAATCGCCTCATATTGAGTGTACTTCAACATGTGCCGGGTTACGGAC-CACACCAGAGCACCTGATGAAGTACAATAGACATGGGAGACAGTT----------------------------------GATAC-----ACA--------TGGGATTTCTT-------TCGAGG-ACTCGCCT---GCGAGCA

droEug1 scf7180000409463:614829-
614983 -

--------------------CAC---------TCTTAT--GCCGTTTTCGTATGCAAATCACCTCATATTGAGTGTACTTCAACATGTGCCGGGTTACAGGC-CACACCAGAGCACCTGATGAAGTACAATAGACATGGGAGACAGTT----------------------------------GATAC-----ACC--------TGGGATTTGTT-------TCGAGG-ACTCGCCA---GCGAGT-

droBia1 scf7180000302422:9125647-
9125817 -

AGA---CC-----GGT-TATTAT------CCCTGCTATAAGTAATTTTCGTATGCAAATCGCCTCATATTGAGTGTACTTCAACATGTGCCGGGTTACGGGC-CACACCAGAGCACCTGATGAAGTACAATAGACATGGGAGACAGTC----------------------------------GATAC-----ACA--------CGGGATTTGTT-------TCGAGG-ACTCGCCA---GCGAGT-

droTak1 scf7180000415604:142238-
142405 +

AAG---------CTTTAAAACAC---------TGTTGTATTTAATTTTCGTATGCAAATCGCCTCATATTGAGTGTACTTCAACATGTGCCGGGTTACG-GC-CACACCAGAGCACCTGATGAAGTACAATAGACATGGGAGACAGTT----------------------------------GATAC-----ACA--------TGGGATTTGTT-------TCGAGG-ACTCGCCA---GCGAGTT

droEle1 scf7180000491028:1624666-
1624835 +

TTG---TAG--GCTTTAACACAC---------TTTTGTAGGACTTTTTCGTATGCAAATCGCCTCATATTGAGTGTACTTCAACATGTGCCGGGTTACTTGC-CACACCAGAGCACCTGATGAAGTACAATAGACATGGGAGACAGTT----------------------------------GATACACAACACA--------TGGGATTTGTT-------TCGAGG-ACTCGAC-----------

droRho1 scf7180000766421:7499-7648 + A--------------------AC---------TTTTGTAGGACTTTTTCGTATGCAAATCGCCTCATATTGAGTGTACTTCAACATGTGCCGGGTTACTTGC-CACACCAGAGCACCTGATGAAGTACAATAGACATGGGAGACAGTT----------------------------------GATAC-----ACA--------TGGGATCTGTT-------TCGAGG-ACTCGAC-----------
droFic1 scf7180000454115:155799-

155957 -
AG------------------CAC---------TTTAGTACGTCGTTTTCGTATGCAAATCGCCTCATATTGAGTGTACTTCAACATGTGCCGGGTTGCGGGC-CACACCAGAGCACCTGATGAAGTACAATAGACATGGGAGACAGTT----------------------------------GATAC-----ACC--------TGGGATTTGTT-------TCGAGG-ACTCGACG---GCGAGC-

droKik1 scf7180000302384:54670-54804
+

---------------------------------------------TTTAATTTGGAAATCACCTCATATTGAGTGTACTTCAACATGTGCCGGGTTACGAGC-CACACCAGAGCACCTGATGAAGTACAATAGACATGGGAGA-----------------------------------------TAC-----ATG--------TGGGATTCTTT-------TCGAGG-ATTCGAAATTCGCGA---

droAna3 scaffold_12916:15334107-
15334286 -

ACA---TTA--ATGGTTTAATAT------CACTTTT---AGAACTCTTCGTTTGACATTCGCCTCATATTGAGTGTACTTCAACATGTGCCGGGTTACGGTG-GACACCAGAGCACCTGATGAAGTACAATAGACATGGGAGACATAT------------------TTCTCAAA--------AATAC-----ACATATTCGAGTGGGATTT-TC-------TGAAGG-ATTTGCA-----------

droBip1 scf7180000396572:1689207-
1689374 +

ATTACATTCATGAGTTAAAACACTATTAGCTATGATCTTAAGAACTTTCGATTGACATTCGCCTCATATTGAGTGTACTTCAACATGTGCCGGGTTACGATA-GACACCAGAGCACCTGATGAAGTACAATAGACATGGGAGACATTT-------------------------------------------------------------TTTTG-------TGAAGG-ATTTGCAT---T-----A

dp5 4_group1:4175849-4175983 - ----------------------------------------GTTTTTTTCGCACGAACTTCGCCACATATTGAGTGTACTTCAACATGTGCCGGGTTACAGGA-CACACCAGAGCACCTGATGAAGTACAATAGACATGGGAGACA------------------------------------------------CA--------TGGAATATTT---------ATAGT-ATTCCCTA---GA-AACG
droPer2 scaffold_5:1086306-1086440 + ----------------------------------------GTTTTTTTCGCACGAACTTCGCCACATATTGAGTGTACTTCAACATGTGCCGGGTTACAGGA-CACACCAGAGCACCTGATGAAGTACAATAGACATGGGAGACA------------------------------------------------CA--------TGGAATATTT---------ATAGT-ATTCCCTA---GA-AACG
droWil2 scf2_1100000004585:5257378-

5257548 +
A---------------------------------------------------TGAAGATCGCCACATATTGAGTGTACTTCAACATGTGCCGGGTTACAAACGGACACCAGAGCACCTGATGAAGTACAATAGACATGGGAGACAACAACAATAAATTAAAAATGCCAATAAAAAAAAAAGAGAATC-----AAA--------TAAAACTTTGG-------GGTAAA-TCCCAAAT---GGATTAA

droVir3 scaffold_12963:15419829-
15419946 +

A---------------------------------------------------TGCAAATCAACGCATATTGAGTGTACTTCAACATGTGCCGGGTTACAAGT-CACACCAGAGCACCTGATGAAGTACAATAGACATGGGAGACA--T----------------------------------GAA----------------------ACGTTTGCCAT--------------CTGA---GGGAGG-

droMoj3 scaffold_6500:18399252-
18399379 +

----------------------------------------------------TGCAAATCACCGCATATTGAGTGTACTTCAACATGTGCCGGGTTTCCACT-GACACCAGAGCACCTGATGAAGTACAATAGACATGGGGGAGA-----------------------------------------C-----ACA--------AG--TAGATTGCCATCTGGCGTAG------AAT---GCTAGAA

droGri2 scaffold_15126:5008506-
5008630 -

A---------------------------------------------------TGCCAATCACCGCATATTGAGTGTACTTCAACATGTGCCGGGTTACGAGT-GACACCAGAGCACCTGATGAAGTACAATAGACATGGGAGACA----------------------------------------------------------TGAAATGTTTG-------CCGATG-TTTGCTGA---GCAGGCG
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.............................................................................................TTAGGTGCTCCGTCGGTGCTC........................................................ 21 0 1 184.00 184 38 11 21 8 9 12 6 5 6 0 5 0 2 0 5 1 3 1 0 2 3 2 4 3 3 0 2 0 0 2 0 0 0 0 0 0 1 2 0 3 0 2 0 0 1 1 0 1 0 1 1 0 0 0 0 0 2 0 1 1 0 0 0 1 0 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 1 1 1 0 1 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TTAGGTGCTCCGTCGGTGCT......................................................... 20 0 1 85.00 85 21 5 5 3 4 2 8 4 1 0 1 0 3 0 2 3 0 3 1 1 1 1 0 0 0 0 3 1 0 0 1 0 0 0 0 0 1 1 0 0 0 0 0 0 0 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TTAGGTGCTCCGTCGGTGCTCC....................................................... 22 0 1 44.00 44 6 3 2 1 0 2 0 1 4 0 2 0 1 0 0 1 0 1 1 1 1 0 0 0 1 0 0 0 0 1 0 0 0 2 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 1 0 0 1 0 0 0 0 1 0 0 0 0 0 1 1 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TTAGGTGCTCCGTCGGTGCTT........................................................ 21 1 1 17.00 17 3 1 0 0 4 0 0 0 0 0 3 1 0 0 1 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TTAGGTGCTCCGTCGGTGCTCCA...................................................... 23 0 1 16.00 16 4 1 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TTAGGTGCTCCGTCGGTGCTA........................................................ 21 1 1 6.00 6 1 1 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................TAGGTGCTCCGTCGGTGCTC........................................................ 20 0 1 5.00 5 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TTAGGTGCTCCGTCGGTGCTCCAA..................................................... 24 0 1 5.00 5 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................GCGTGTTAGGTGCTCCGTCGG............................................................. 21 0 1 3.00 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................ATGCGTGTTAGGTGCTCCGTCGGT............................................................ 24 0 1 3.00 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TTAGGTGCTCCGTCGGTGCTTT....................................................... 22 2 1 3.00 3 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TTAGGTGCTCCGTCGGTGT.......................................................... 19 1 1 2.00 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................TAGGTGCTCCGTCGGTGCTCT....................................................... 21 1 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................GCGTGTTAGGTGCTCCGTCGGT............................................................ 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TGCGTGTTAGGTGCTCCGTCGG............................................................. 22 0 1 2.00 2 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................CGTGTTAGGTGCTCCGTCGGT............................................................ 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........GTCTTTCGCTGGCATTTGTGC............................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TTAGGTGCTCCGTCGGTGC.......................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................CAACAAAGACGTTGGATACTT................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TTAGGTGCTCCGTCGGTGCTCA....................................................... 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................TGGGCGGAGCGCTCTACACGCCACGGA................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TTAGGTGCTCCGTCGGTG........................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................ATGCGTGTTAGGTGCTCCGTCG.............................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................GCGTGTTAGGTGCTCCGTCG.............................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................AAGACGTTGGATACTTTGTATC............................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................TTTGTATCAGTTACAGGCGGC................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................AGTTACAGGCGGCGTGAT........... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TTAGGTGCTCCGTCGGTGCCA........................................................ 21 2 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TGTTAGGTGCTCCGTCGGTGC.......................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................TAGGTGCTCCGTCGGTGT.......................................................... 18 1 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................ATGCGTGTTAGGTGCTCCGTCGG............................................................. 23 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TTAGGTGCTCCGTCGGTGCTTG....................................................... 22 2 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TCGGTGCTCCAACAAAGACGT............................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TTAGGTGCTCCGTCGGTGCTCT....................................................... 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................GTTAGGTGCTCCGTCGGTGCT......................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................TGGCATTTGTGCAAATACTACA................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TGCGTGTTAGGTGCTCCGTCG.............................................................. 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................CGGTGCTCCAACAAAGACGTT........................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TTAGGTGCTCCGTCGGTGCA......................................................... 20 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TGCCGCTGCAGAAAGCGACCGTAAACACGTTTATGATGTTATATTATAATACAAGGTTGCACCCGCCTCGCGAGATGTGCGGTGCCTACGCACAATCCACGAGGCAGCCACGAGGTTGTTTCTGCAACCTATGAAACATAGTCAATGTCCGCCGCACTATTCACGCGAAA

*****************************************.........((.(((..(((((((((((..((((((.......))))))..)))))))))))................))).))*********************************************
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...........AAAGCGACCGTAAACACGTTTATGATG.................................................................................................................................... 27 0 1 2.00 2 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................TACGCACAATCCACGAGGCAG............................................................... 21 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......TGCAGAAAGCGACCGTAA.................................................................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................TGCGGTGCCTACGCACAATCC........................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................CAATCCACGAGGCAGCCA............................................................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....GCTGCAGAAAGCGACCGTAAA................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............AGCGACCGTAAACACGTTTATGAT..................................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................CGAGGCAGCCACGAGGTTGTTT................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................CGAGATGTGCGGTGCCTACGCA.............................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................ACGCACAATCCACGAGGCAGCC............................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................CTACGCACAATCCACGAGGCAGCC............................................................. 24 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................TATGATGTTATATTATAATAC...................................................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................AATCCACGAGGCAGCCACGAGGTTGTTT................................................. 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................TGCCTACGCACAATCCACGAGGCAG............................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................CCACGAGGCAGCCACGAGGTTGTTT................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:11750850-11751019 - block806263 ACGGCGACGTCTT--TCGCTGGCATTTGTGCAAATA--CTACAATATAATATTATGTTCCAACGTGGGCGG------------AG--------CG-CTCTACACGCCACGGATGCGTGTTAGGTG----------------------C-TCCGTCGGT-G--CTCCAACAAAGACGTTGGAT-------------AC-TTTGTATCAGTTACAGGCGGCGTGATAAGT----GCGCTTT
droSim2 2r:12421339-12421503 - ACCGCGACGTCTT--TCGCTGGCATTTGTGCAAATA--CT-----ATAATATTATATTCCAGCGTGGGCGG------------AG--------CG-CTCTGCACGCCGCGGATGCGTGTTAGGTG----------------------C-TCCGTCGGT-G--CTCCCACAAAGACGTTGGAT-------------AC-TTTGTATCAGTTACAGGCGGCGTGATAAGT----GCGCTTT
droSec2 scaffold_1:9245382-9245546

-
ACCGCGACGTCTT--TCGCTGACATTTGTGCAAATA--CT-----ATAATATTATATTCCAGCGTGGGCGG------------AG--------CG-CTCTGCACGCCGCGGATGCGTGTTAGGTG----------------------C-TCCGTCGGT-G--CTCCCACAAAGACGTTGGAT-------------AC-TTTGTATCAGTTACAGGCGGCGTGATAAGT----GCGCTTT

droYak3 2R:17232102-17232258 + -------CGTCTT--TCGCTGGCATTTGTGCAAATA--CA-----ATACTATTATATTCCAGCGTGGGCGG------------AG--------CG-CTCTGCACGCCGATGGTGCGTGTTAGGTGC------------TCTGT---GC-TCCGGCGGACAAG-----------ACGTTGGAT-------------AC-TTTGTATCAGTTACAGGCGGCGTGATAAGT----GCGCTTT
droEre2 scaffold_4845:14107423-

14107576 +
ACGGCGACGTCTT--TCGCTGGCATGCGGGCAAATA--CA-----ATAATATTGTATTCCAGCGTGGGCGG------------AG--------CG-TTCTGCACGCCGCGGATGCGTGCTAGGTG----------------------C-TGCGGCGGACAAG-----------ACGTTGGAT-------------AC-TTTGTATCAGCTAAG---GGCGTGATAAGT----GCGCTTT

droEug1 scf7180000409672:658859-
659008 -

CCGACGTCGTCTT-------GCCATTTGTACAAATATACT------------AATATTCCAGCGTGGGCGT----------AGAG--------CGCCTCTGCACGATGCTGGTGCGTGTTAAACG----------------------T-TCCGCCGGACAAT-----------CCGTTGGAT-------------AC-TTTGTATCAGTTACAGGCTGCGTGATAACT----GCGCTTT

droBia1 scf7180000302292:3898586-
3898744 +

-CGACGACGTCTT----GCTGACATTTGTTCAAATA--CC------------AAGATTCCAGCGTGGGCGGTGGTGGAGGTGGAG--------CA-CTCTGCACGCTGTGGGTGCGTGCTAAGCG----------------------C-TCCGCCGGGCGAT-----------CCGTTGGAT-------------AC-TTTGTATCAGTTACAGGCGGCGTGATAACT----GCGCTTT

droTak1 scf7180000415795:825703-
825852 +

CCGACGACGTCTT----GCTGGCAGTTGTACAAATA--CC------------AAGATTCCAGCGTGGGCGGA-------GCAGAG--------CG-GTCTGCACGAAGTGGGTGCGTGTTAAACG----------------------C-TCCGCCGGACA--------------CTTTGGAT-------------AC-TTTGTATCAGTTACAGGCGGCGTGATAACT----GCGCTTT

droEle1 scf7180000491107:745365-
745525 -

ACGACGACGTCTT----GCTGCCATTTGTACAAATA--AT----TAT-----AATATTCCGGCGTGGGTGG------------AG--------CA-TTCGGCACGCAGTGGGTGCGTGGTAGGCGTTTCG---------CTTC---GT-TCCGCCGGACAAT-----------CCGTTGGAT-------------AC-TTTGTATCAGTTACAGGCGGCGTGATAACT----GCGCTTT

droRho1 scf7180000779911:353726-
353880 +

CCGCCGACGTCTT----GTTTCCATCTGTACAAGTA--AT------------AATAACTCAGCGTGGGCGG------------AG--------CA-CTCTGCACGCCGCGGGTGCGTGTTGAGCGT------------AGTAC---GT-TCCGCCGGACAAT-----------CCGTTGGAT-------------AC-TTTGTATCAGTTACAGGCGGCGTGATAACT----GCGCTTT

droFic1 scf7180000453809:251682-
251829 -

CCGACGTCGTCTT----GTTGCCATTTGTACAAATA--TT------------GGTACTCCAGCGTGGGCGG------------AG--------CG-CTCTCCACGCAGTGGGAGCGTGCAAGGTG----------------------T-TCCGCCGGACAAT-----------CCGTTGGAT-------------AC-TTTGTATCAGTTACAGGCGGCGTGATAACT----GCGCTTT

droKik1 scf7180000302682:1952930-
1953086 -

CCGTTGCCGACTT----GCTGGCAGTTGTGCAAGC-----------------AATATTCCAGCGTGGGCGG------------AGTCTCTCTCCG-CTCTGCACGCTGCTGCTGCGTGTTGAGTGT-------CCGC----------G-TCCGCCGGACAAT-----------TC-TTGGAT-------------AC-TTTGTATCAGTTACAGGCGGCGTGATAAGT----GCGCTTT

droAna3 scaffold_13266:12444002-
12444147 +

CCGGCGACGTCTT--TC--GAACACTTGAGTAAAT-----------------GGCATTCCGGCGTGGGCGG------------AG--------CA-CTCTGCACGCCGCAGTTGCGTGCTTCTAC----------------------C-ACAGCCGGACAAT-----------CCCTTGGAT-------------ACACTTGTATCAGTTACAGACGGCGTGATAACT----GCGCTTT

droBip1 scf7180000396547:44406-
44554 -

CCGACGACGTCTT--TC--GAACACTTGAGTAAAT-----------------GGCATTCCGGCGTGGGCGG------------AG--------CA-CTCTGCACGCCGTAGTTGCGTGCTTCTAC--------------------CGCCGCCGCCGGACAAT-----------CCCTTGGAT-------------ACACTTGTATCAGTTACAGACGGCGTGATAACT----GCGCTTT

dp5 3:19435466-19435654 + GCTTTGTAGTCGTGGTT--GAGCGTCTGTGTAG--------------------GTATTTCCGTGTGGGTGG------------TG--------CG---CTGCACGCAACAGCTGCGTGTTAT-CGTCCCGTGTCCGTATCTGTGCCGC-CGCGCCGGACAAGC-TCTACGGAGA-GTCGGATATATACTACTCACAC-TTTGTATCATTTACAATCGGCGTGATAACGCGCCTTGCTTT
droPer2 scaffold_37:437371-437559

+
GCTTTGTAGTCGTGGTT--GAGCGTATGTGTAG--------------------GTATTTCCGTGTGGGTGG------------TG--------CG---CTGCACGCAACAGCTGCGTGTTAT-CGTCCCGTGTCCGTATCTGTGCCGC-CGCGCCGGACAAGC-TCTACGGAGA-GTCGGATATATACTACTCGCAC-TTTGTATCATTTACAATCGGCGTGATAACGCGCCTTGCTTT

Generated: 09/09/2015 at 01:23 AM

crit.star
crit.loop
crit.mor
crit.half

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
0
0
0
0
1
1
1
1
0
1
1
1
0
0
1

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:11750850-11751019
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:11750850-11751019
http://compgen.cshl.edu/~jmohamme/static/dm3/html/block806263.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:12421339-12421503
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:9245382-9245546
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:17232102-17232258
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:14107423-14107576
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409672:658859-659008
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302292:3898586-3898744
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415795:825703-825852
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491107:745365-745525
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779911:353726-353880
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453809:251682-251829
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302682:1952930-1953086
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:12444002-12444147
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396547:44406-44554
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:19435466-19435654
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_37:437371-437559


ID:

CG6719_in1

Coordinate:

chr3R:7235327-7235403 -

Confidence:

Known Ortholog

Class:

mirtron

Genomic Locale:

intron
[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

Antisense to rescue_fragment [Irbp[+t8.8]]; intron [mgr-in]; CDS [mgr-cds]; CDS [mgr-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TACCGGAAAACCAGAAGACCTTCGCCGGCATCCCGGAGGCAGTGTTCCTGGTGAGTGGTCCTAACCTACAAGCGTGCACCTGCAGCTGGACACTGCAGGCTAATTCGTGGTTCTTGGGCCCTTGCAGGAGGAGATCGACACCTTCATGTCGCAGCCGGAGAACGAAAATTGCGAAAA
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loqsKO/f00791
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SRX247213
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heterozygotes

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

SRR014274
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V132

ML-
DmD32

V141

Heat_female_body
V144

OSC
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ML-DmD32
cell

GSM609222
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SRR032096
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piRNAs
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..................................................GTGAGTGGTCCTAACCTACA........................................................................................................... 20 0 1 19.00 19 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 2 0 0 1 0 0 1 0 0 0 0 1 1 0 0 0 0 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTGGTCCTAACCTACAAGCGTGC.................................................................................................... 27 0 1 18.00 18 1 1 0 0 1 1 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 1 0 0 1 0 0 3 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TGCAGGCTAATTCGTGGTTCTTGGG........................................................... 25 0 1 12.00 12 0 0 0 0 0 0 0 0 0 1 0 0 0 0 9 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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...................................................................................................CTAATTCGTGGTTCTTGGGC.......................................................... 20 0 1 6.00 6 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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..........................................TGTTCCTGGTGAGTGGTCCT................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................TCGACACCTTCATGTCGCAGCCGGA.................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................CTACAAGCGTGCACCTGCA............................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........CAGAAGACCTTCGCCGGCATCCCGGA............................................................................................................................................ 26 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................CGTGGTTCTTGGGCCCTTGCAGTT................................................ 24 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................................TCATGTCGCAGCCGGAGAACGA............ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................GACCTTCGCCGGCATCCCGG............................................................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTGAGTGGTCCTAACCTACAAGCGTGCAC.................................................................................................. 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTGAGTGGTCCTAACCTACAAGCGTGG.................................................................................................... 27 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................GGCATCCCGGAGGCAGTGTTCCTGGA............................................................................................................................. 26 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................................TCATGTCGCAGCCGGAGAACGAAAAT........ 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................GAGGCAGTGTTCCTGGTGAG.......................................................................................................................... 20 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................GGTTCTTGGGCCCTTGCAG.................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................................TGTCGCAGCCGGAGAACGAAA.......... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................GCTGGACACTGCAGGCTAATTCG...................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................AGTGTTCCTGGTGAGTGGTC..................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................AATTCGTGGTTCTTGGGCCCTTGCAGT................................................. 27 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTGAGTGGTCCTAACCTACAAGCGTC..................................................................................................... 26 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTGAGTGGTCCTAACCTACAAGCGTA..................................................................................................... 26 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................................TTCATGTCGCAGCCGGAGAAC.............. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................TACAAGCGTGCACCTGCAGCTGGAC...................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................GACACCTTCATGTCGCAGCC..................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................TACAAGCGTGCACCTGCAGC........................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........CCAGAAGACCTTCGCCGGCATCCCGGA............................................................................................................................................ 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................AGCGTGCACCTGCAGCTGGACACTGCA................................................................................ 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................GGTGAGTGGTCCTAACCTACA........................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................GGTTCTTGGGCCCTTGCAGT................................................. 20 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................ATTCGTGGTTCTTGGGCCCTTGC.................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................ATGTCGCAGCCGGAGAACGAAAA......... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................AGCTGGACACTGCAGGCTAATTCGT..................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......AAACCAGAAGACCTTCGCC....................................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................GGCATCCCGGAGGCAGTGTTCC................................................................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ATGGCCTTTTGGTCTTCTGGAAGCGGCCGTAGGGCCTCCGTCACAAGGACCACTCACCAGGATTGGATGTTCGCACGTGGACGTCGACCTGTGACGTCCGATTAAGCACCAAGAACCCGGGAACGTCCTCCTCTAGCTGTGGAAGTACAGCGTCGGCCTCTTGCTTTTAACGCTTTT

**********************************************************.......((((.((((.....(((....(((((((.......)))))))......)))))))...))))**************************************************
Read
size

#
Mismatch

Hit
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Total
Norm Total

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

GSM609222

ML-DmBG1-
C1

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V148

mbn2

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR097866

Drosophila
S2-NP
cells

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR029633

total
small RNAs
from hen1
homozygous
flies

V086

female
body,
aged

V073

mbn2

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V085

CME
W2
wing
disc

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM360262

0-2d
pupae

GSM379059

Piwi
Mutant

GSM385822

OSS_s8

GSM609241

s2+48 #1

SRR032094

ago2
knockdown

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V015

DreRFHV148h

GSM399100

Kc167
cell

GSM399101

kc167
cell

GSM609238

embryo
14-24hr

GSM609237

ago2[414]
ovary
total RNA

V132

ML-
DmD32

V078

Desiccation,
female head

GSM322219

2-4day
pupae #1

V008

S2-
DRSC

SRR031692

Total
small
RNAs from
Oregon R

GSM609223

male, one
day

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

V138

Male
cold
body

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609225

ML-DmBG3-
C2

GSM609224

female,
one day

GSM379065

Zuc
Heterozygote

GSM343833

S2R+ cell

GSM399106

female
body #2

GSM609229

embryo 2-
6hr

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM286607

6-10h #1
(10)

SRR001348

ago2_oxidized

SRR010953

Aub
heterozygotes,
oxidized

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM286606

2-6h #2
(9)

V079

Oxidation,
female
head

GSM371638

S2-NP

GSM609234

CS Â male
total RNA
Â 

GSM286602

male body

V142

Oxidation_female_body

V034

ML-
DmD16c3
cell

V074

S3

V038

Felix
sample
S2
only

GSM322245

3rd
instar #1

GSM240749

female
head

V136

Male
aged
body

V139

Cold_female_body
GSM609219

GM2 cell

SRR029031

loqs-ORF
knockdown

GSM360257

1st
instar #2

SRR001347

ago2_untreated

SRR001349

heterozygous_dcr-
2_untreated

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

V037

Felix
sample
+mirtrons

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V146

S1
cell

...............................................................................................................................CTCCTCTAGCTGTGGAAGTAC............................. 21 0 1 2.00 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...GCCTTTTGGTCTTCTGGAAGC......................................................................................................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................CGTCGGCCTCTTGCTTTTAAC...... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................GCGTCGGCCTCTTGCTTTTAA....... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................ACCAGGATTGGATGTTCGCAC..................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................GGCCTCTTGCTTTTAACGCTT.. 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................GGAAGTACAGCGTCGGCCTC................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................AGTACAGCGTCGGCCTCTTG.............. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................CGTAGGGCCTCCGTCACAA................................................................................................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........GGTCTTCTGGAAGCGGCCGTA.................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................GCCTCTTGCTTTTAACGCT... 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....CCTTTTGGTCTTCTGGAAGCG........................................................................................................................................................ 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................TGGAAGTACAGCGTCGGCCTC................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............TTCTGGAAGCGGCCGTAGGGC.............................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................CTGGAAGCGGCCGTAGGGCCT............................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................CAAGGACCACTCACCAGGATT................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................CGGCCGTAGGGCCTCCGTCAC..................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....ACTTTTGGTCTTCTGGAAG.......................................................................................................................................................... 19 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................CTGTGGAAGTACAGCGTCGGC.................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................AAGTACAGCGTCGGCCTCTTG.............. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...GCCTTTTGGTCTTCTGGAAGCGGC...................................................................................................................................................... 24 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................ACCTCCTCTAGCTGTGGAAGT............................... 21 1 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:7235277-7235453 - CG6719_in1 TACCGGAAAACCAGAAGACCTTCGCCGGCATCCCGGAGGCAGTGTTCCTGGTGAGT--GGT-----------------------------------------CCTAACCTACAA-GCGT----------------------------------------GCA-------CC---TGCAGCTGGACACTGCAGG--CTA------------ATTCGTGG-TTCTTG-GGCCCTTGCAGGAGGAGATCGACACCTTCATGTCGCAGCCGGAGAACGAAAATTGCGAAAA
droSim2 3r:13866283-13866459 + dsi_17941 TGCCAGAAAACCAAAAGACCTTCGCCGGCATCCCGGAGGCAGTGTTTCTGGTGAGT--GGT-----------------------------------------CCTAACCTACAA-GCGT----------------------------------------GCA-------CC---TGCAGCTGGACACTGGAGG--CTA------------ATTCGTGG-TTCTTG-GGCCCTTGCAGGAGGAGATCGACACGTTCATGTCGCAGCCGGAGAACGAAAACTGCGAGAA
droSec2 scaffold_0:14728492-

14728668 +
TGCCAGAAAACCAAAAGACCTTCGCCGGCATCCCGGAGGCAGTGTTCCTGGTGAGT--GGT-----------------------------------------CCTAACCTACAA-GCGT----------------------------------------GCA-------CC---TGCAGCTGGACACTGGAGG--CTA------------ATTCGTGG-TTCTTG-GGCCCTTGCAGGAGGAGATCGACACGTTCATGTCGCAGCCGGAGAACGAAAACTGCGAGAA

droYak3 3R:11268115-11268291 - TACCGGAAAACCAGAAAACCTTCGCCGGGATCCCGGAGGCAGTGTTCCTGGTGAGT--GGT-----------------------------------------CCTAACCTACAA-GCGT----------------------------------------GCA-------CC---TGCAGCTGGACACTGGAGG--CTA------------ATTCACGT-TCGTTT-GGCAATTGCAGGAGGAGATCGACTCGTTCATGGCGCAGCCGGAGAACGAAAACTGTGAGAA
droEre2 scaffold_4770:14387502-

14387669 +
TACCGGAAAACCAGAAAACCTTCGCCGGCATCCCGGAGGCCGTGTTCCTGGTGAGT--GGT-----------------------------------------CCTAACCTACAA-GCGT----------------------------------------GCA-------CC---TGCAGCTGGACACTGGAGG--CT----------------------TCCTTT-TTCAATTGCAGGAGGAGATCGACTCGTTCATGGCGCAGCCGGAGAACGAAAACTGCGAGAA

droEug1 scf7180000409797:859513-
859689 -

TACCAGAAAACCAGAAAACCTTCGCCGGCATTCCGGAGGCAGTCTTTTTGGTGAGT--GGT-----------------------------------------CCTAACCTACAA-GCGT----------------------------------------GCA-------CC---TGCAGCTGGAGACTGGATG--CTA------------ATTTACTT-TCCTGT-GGCGATTGTAGGAGGAGATTGATTCATTCATGGCACAGCCGGACAACGAGAACTGTGAGAA

droBia1 scf7180000302075:3528168-
3528344 +

TACCGGAAAACCAGAAGACCTTCGCCGGCATCCCGGAGGCAGTGTTCCTGGTGAGT--GGT-----------------------------------------CCTAACCTACAA-GCGT----------------------------------------GCA-------CC---TGCAGCTGGCGACCGGAGG--CTA------------ATCCACGT-TCCTTC-GGCGATTGCAGGAGGAGATCGACTCGTTCATGGCGCAGCCGGAGAACGAGAACTGCGAGAA

droTak1 scf7180000415763:206202-
206382 +

TACCGGAAAACCAGAAGACCTTCGCCGGCATCCCGGAGGCAGTGTTCCTGGTGAGTGTGGT-----------------------------------------CCTAACCTACAA-GCGT----------------------------------------GCA----GCACC---TGCAGCTGGA-------GG--CTAATTCACATTCCATTCG-------CTTC-GCCGATTGCAGGAGGAGATCGACTCGTTCATGGCGCAGCCGGAGAACGAGAACTGCGAGAA

droEle1 scf7180000491080:2468490-
2468672 +

TACCGGAAAACCAGAAGACCTTCGCCGGCATCCCGGAGGCAGTGTTCCTGGTGAGT--GGT-----------------------------------------CCTAACCTACAA-GCTC----------------------------------------GCA-CCTGCGCC---TGCAGCTGGAGAATTGAGG--CTA------------ATCCACGT-TCCTTC-GGCGATTGCAGGAGGAGATCGACTCGTTCATGGCGCAGCCGGAGAACGAGAACTGCGAGAA

droRho1 scf7180000779097:86274-
86450 +

TACCGGAAAACCAGAAGACCTTCGCCGGCATCCCGGAGGCAGTGTTCCTGGTGAGT--GGT-----------------------------------------CCTAACCTACAA-GCGT----------------------------------------GCA-------CC---TGCAGCTGTTGACTGGAGG--CTA------------ATCCACGC-ACCTTT-GGCGATTGCAGGAGGAGATCGACTCGTTCATGGCGCAGCCAGAGAACGAGAACTGTGAGAA

droFic1 scf7180000453912:1658796-
1658972 +

TACCGGAAAACCAGAAGACCTTCGCCGGCATTCCGGAGGCAGTGTTCCTGGTGAGT--GGT-----------------------------------------CCTAACCTACAA-GCGT----------------------------------------GCA-------CC---TGCAGCTGGCGACTGGGGG--CTA------------ATTCACGT-TCCATT-GGCGATTGCAGGAGGAAATCGACTCATTCATGGCGCAGCCTGACAACGAGAACTGTGAAAA

droKik1 scf7180000302475:378009-
378198 +

TGCCAGAAAACCAGAAGACCTTCGCCGGCATCCCGGAGGCCGTCTTCCTGGTGAGT--GGT------------------------------------CAAATCCTAACCTAGCAATCGT----------------------------------------GCTGCCTGCACC---TGCACCTGGGAACTGCCCA--CTA------------ATCCACGA-CCATTT-GGTGCTTCCAGGAGGAGATTGACTCGTTCATGCTGCAGCCAGAGAACGAGAATTGTGAGAA

droAna3 scaffold_13340:10596508-
10596702 +

TGCCGGAAAATCAGAAAACTTTCGCCGGCATCCCCGAGGCAGTGTTCCTGGTAAGT--GATTGATG-----------------------G------GTCGAGTCTAACCTAGCA-ATGT----------------------------------------GCA-CCTGCACC---TGCAGCTGGAAATTTCCAA--CTA------------ATCCACAA-CAATTT-GGTGCTTCCAGGAGGAAATTGACTCGTTCATGGCGCAACCGGAGAATGAGAACTGCGAGAA

droBip1 scf7180000396374:478282-
478476 -

TGCCGGAAAACCAGAAAACTTTTGCCGGCATCCCCGAGGCAGTGTTCCTGGTGAGT--GATTGGTG-----------------------G------GCCGAGTCTAACCTAGCA-ATGT----------------------------------------GCA-CCTGCACC---TACAGCTGGAAAATTCCAA--CTA------------TCCCATGA-CCATTT-GGTGCTTCCAGGAGGAAATCGACTCGTTTATGGCACAACCAGAGAACGAGAACTGCGAGAA

dp5 2:29184029-29184227 + TGCCGGAAAACCAAAAGACCTTTGCCGGCATCCCGGAGGCAGTATTCCTGGTGAGT--GG------------------------------------GTGGATTCTAACCTAGCAATAGTGCTCTTGGCTGTGGCT------------------------GCA-------GC---TGCAATGGAAAACTTG-AA--TTA------------ATCCTTGT-CTGGGTCGGTTTCCGCAGGAAGAAATTGATACGTTCATGACCCAGCCCGAGAACGAGAACTGCGAGAA
droPer2 scaffold_6:4508000-4508198

+

TGCCGGAAAACCAAAAGACCTTTGCCGGCATCCCGGAGGCAGTATTCCTGGTGAGT--GG------------------------------------GTGGATTCTAACCTAGCAATAGTGCTCTTGGCTGTGGCT------------------------GCA-------GC---TGCAATGGAAAACTTG-AA--TTA------------ATCCTTGT-CTGGGTCGGTGTTCGCAGGAGGAAATTGATACGTTCATGACCCAGCCCGAGAACGAGAACTGCGAGAA

droWil2 scf2_1100000004902:4248246-
4248459 +

TGCCGGAGAATCAAAAGACCTTTGCCGGCATACCAGAGGCGGTATTCCTGGTGAGT--CAACCGT---------------------------------TCAACCTAACCTCCAA-TCGT-----TGATTG--GT---------GGAGGAGGGGAAGGAGGCA-------TG---TGCAGCTGTGC-CTGAA------T--ATGCTTGCTAATCCTTGC-CTGGTT-TTCATTTGCAGGAGGAGATCGACTCATTTATGGCCCAGCCAGAAAACGAGAACTGTGAGAA

droVir3 scaffold_13047:3220116-
3220342 +

dvi_15373 TACCGGAAAATCAAAAAACTTTTGCGGGAATACCCGAAGCAATATTTTTAGTGAGT--ATCATGTTGCAGGCGTCGTCGGCCGCT---GAGTCAATTCCAATTCTAACCTAGAT-G--T----------------------------------------AGA-CCA-CAGCCAAAACATCTGTAG-------ACAATT--TTCCATATTAATCATCCACCCGTGT-TCTGTTTGCAGGAGGAAATTGATACATTTATGACACAACCCGAGAACGAGAATTGTGAAAA

droMoj3 scaffold_6540:20261077-
20261303 +

TACCGGAAAACCAAAAAACTTTCGCGGGGATACCAGAAGCAATATTTTTAGTAAGT--ATGAAGTTTCGGGTATCA--GGCCGCTGCCGAGTCAATTGCAATTCTAACCTAGATAGCGT----------------------------------------ATA-GCT-CAAA---AACAGCTGTAGAC-----A--TTA--TTCCATATTAATCATCAA-TCGCGT-TCATTTTGCAGGAAGAAATTGATACATTTATGTCACAGCCCGAGAACGAAAACTGTGAGAA

droGri2 scaffold_15074:7593269-
7593487 +

TGCCGGAAAATCAAAAAACCTTCGCCGGCATACCAGAAGCAATATTTCTAGTGAGT--ATCAAATGGCAAGCG-----------------------TCCAATTCTAACCTAGAC-GGG--------------GCTGCAGACAAAAAAGAGAG-----------------GAAAAAACAGCTGTAGAA-----A--ATA--TTCAATATTAATCATCGC-TCGTGT-TGTGCTTGCAGGAGGAAATTGATACGTTTATGACACAACCAGAGAACGAGAACTGTGAAAA
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GGTGCTGAACTAAAGCTAGTTACATATCTCCATGTTGCACTTAAAACATATTTCTAGTCTCCTAAGAGTCTGTCGTTGCTCCTATTATTTAGTTTTTAACTACGCAAGCTTTCTTATTAACTAAAAACATGAGCTTCGGCATTCTTTTAGGGAATTAGCAATATTTAGTAGAGTAAAGACTTGCAGTTTGCAAAATAATATACATAAGTAGAAGTACAGCTAAATTTCTGTTTAAAACAAAAACT
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.........................................................................................................................................................ATTAGCAATATTTAGTAGAGTAAAGACT................................................................ 28 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................TATTTAGTAGAGTAAAGACTTGCAGTT......................................................... 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................TAAGAGTCTGTCGTTGCTT.................................................................................................................................................................... 19 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................................................ATATACATAAGTAGAAGTACA........................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TCCTAAGAGTCTGTCGTTGC...................................................................................................................................................................... 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................TCTTATTAACTAAAAACATGAGCTTCGGCA........................................................................................................ 30 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TTCTAGTCTCCTAAGAGTCTGTC........................................................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................AGTAAAGACTTGCAGTTTGCA..................................................... 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................TTAACTAAAAACATGAGCTTCGGCATT...................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TTTCTAGTCTCCTAAGAGTCTGTCGTT........................................................................................................................................................................ 27 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TTTCTAGTCTCCTAAGAGTCTGTCGT......................................................................................................................................................................... 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................ATTAACTAAAAACATGAGCTTCGGCAT....................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................................................ATACATAAGTAGAAGTACAGCT........................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................TGAGCTTCGGCATTCTTTTAGGGA............................................................................................ 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................TTTAGGGAATTAGCAATATTTAGTAGAG........................................................................ 28 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................CATATCTCCATGTTGCAC............................................................................................................................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................TTAGTAGAGTAAAGACTTGCAGTTT........................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................CTAAGAGTCTGTCGTTGCTCCTATTA.............................................................................................................................................................. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................CCTATTATTTAGTTTTTAACTACGCAAG......................................................................................................................................... 28 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................................TAAGTAGAAGTACAGCTA....................... 18 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................TTCGGCATTCTTTTAGGGAATTAGCA..................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TATTTAGTTTTTAACTACGCAAGCTTTC.................................................................................................................................... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................TCGGCATTCTTTTAGGGAATTAGCAATA.................................................................................. 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................TTCTTTTAGGGAATTAGCAATATT................................................................................ 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................................................TATACATAAGTAGAAGTACAGCTAAAT.................... 27 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...GCTGAACTAAAGCTAGTTACATATC......................................................................................................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................CCTAAGAGTCTGTCGTTGCTA.................................................................................................................................................................... 21 1 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................CTTCGGCATTCTTTTAGGGA............................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................TATTTCTAGTCTCCTAAGAG................................................................................................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CCACGACTTGATTTCGATCAATGTATAGAGGTACAACGTGAATTTTGTATAAAGATCAGAGGATTCTCAGACAGCAACGAGGATAATAAATCAAAAATTGATGCGTTCGAAAGAATAATTGATTTTTGTACTCGAAGCCGTAAGAAAATCCCTTAATCGTTATAAATCATCTCATTTCTGAACGTCAAACGTTTTATTATATGTATTCATCTTCATGTCGATTTAAAGACAAATTTTGTTTTTGA

*******************************************************************************(((((.(((((.(((((((((..(((((..((((......(((((((..(((..............)))..))))))).....))))..)))))..))))))))).))))).)))))..***********************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

SRR014282

Ovary_rep1_wK_P

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR029633

total
small RNAs
from hen1
homozygous
flies

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

V073

mbn2

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM609222

ML-DmBG1-
C1

V086

female
body,
aged

GSM609225

ML-DmBG3-
C2

SRR031692

Total
small
RNAs from
Oregon R

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V074

S3

V034

ML-
DmD16c3
cell

V036

ML-
DmD20c5
cell

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609234

CS Â male
total RNA
Â 

SRR001349

heterozygous_dcr-
2_untreated

SRR010953

Aub
heterozygotes,
oxidized

GSM628272

ago2[414]
ovary
total RNA

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

GSM609217

MLDmD20c5

GSM609227

CMEW1
Cl.8+
cell

V144

OSC

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V008

S2-
DRSC

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609223

male, one
day

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR001343

dcr-2_non-
beta-
eliminated

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

SRR001347

ago2_untreated

V146

S1
cell

SRR065802

Piwi-
IP_zuc_mut_ovaries

V091

fGS/OSS
total
Â 

GSM609237

ago2[414]
ovary
total RNA

SRR029030

dcr-2
knockdown

SRR032094

ago2
knockdown

V037

Felix
sample
+mirtrons

V078

Desiccation,
female head

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V003

dsDcr-1
(katsutomo
RNA)

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V077

cold,
female
head

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

GSM399101

kc167
cell

V079

Oxidation,
female
head

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR001348

ago2_oxidized

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM399100

Kc167
cell

V138

Male
cold
body

V015

DreRFHV148h
GSM371638

S2-NP

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR032092

mock
oxidized

V006

r2d2 female:
possibly
heterozygous

GSM609230

CS,ovary,AGO1IP

AGO1

SRR001339

WT_females_non-
beta-eliminated

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

GSM360257

1st
instar #2

SRR001664

homozygous_dcr-
2_untreated

SRR014275

Ovary_rep1_LK_P

SRR029029

dcr-1
knockdown

SRR060644

A2_ovaries_total

GSM609224

female,
one day

V139

Cold_female_body

..........................................................................................................................................................AATCGTTATAAATCATCTCATTTC................................................................... 24 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................TTTGTACTCGAAGCCGTAAGAAAAT................................................................................................ 25 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................ATCTTCATGTCGATTTAAAGA................ 21 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................CGAAGCCGTAAGAAAATCCCTT........................................................................................... 22 0 1 3.00 3 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................CAGCAACGAGGATAATAAATCAAAA..................................................................................................................................................... 25 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................AGAGGTACAACGTGAATTTTG...................................................................................................................................................................................................... 21 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................TCTGAACGTCAAACGTTTTAT................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................GTATAGAGGTACAACGTGAAT.......................................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................CTTAATCGTTATAAATCATCTCAT...................................................................... 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................GAATTTTGTATAAAGATCAGAGGATT.................................................................................................................................................................................... 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:21200849-21201093 + sblock109902 GGTGCTGAACTAAAGCTAGTTACATATCTCC--ATGTTGCACTTAAAACATATTTCTAGTCTCCTAAGAGTCTGTCGTTGCTCCTATT---------------AT----T-T---AGTTTTTAACTACGCAAGC----------TT----------------------TCTTATTAACTAAAA-ACAT------------------------GAG-CTT-----------C-GGCATTCTTTTAGGGAATTAGCAATATTTAGTAGAGTAAAGACTTGCAGTTTGCAAAATAATATACATAAGTA-GAAGTACAGCTAAATTT----------------------CTGTTTAAAAC-AAAAACT
droSim2 3l:20750406-20750647 + dsi_31499 GGTGCTGAACTAAAGCTAGTTACATATCTCC--TTGTTGCACTTAAAACATATTTCTAGTTTCCTAAAAGTCTGTCGTTGCTCCTATT---------------AT----T-T---AGTTTTTAACTACGCAAGC----------TT----------------------TCTTATTAACTAAAA-ACAT------------------------GAG-CAT-----------CGGACATTCTTTTAGGGAATTAGTAATATTTGGTAGAGTAAAGACTTGCAGTTTGCACATTAA----TATAAGTA-GAAGTACAGCTAAATTT----------------------CTGTTTAAAAC-AAAAACT
droSec2 scaffold_11:1154329-1154570

+
GGTGCTGAACTAAAGCTAGTTACATATCTCC--TTGTTGCACTTAAAACATATTT-TAGTTTCCTAAAAGTCTGTCGTTGCTCCTATT---------------AT----T-T---AGTTTTTAACTACGCAAGC----------TT----------------------TCTTATTAACTAAAA-ATAT------------------------GAG-CTT-----------CGGACATTCTTTTAGGGAATTAGTAATATTTGGTAGAGTAAAGACTTGCAGTTTGCACATATA----TATAAGTAGAAAGTACAGCTAAATTT----------------------CTGTTTAAAAC-AAAAACT

droYak3 3L:19324726-19324997 - GGTGCTGATTTAATGCTTGTTACATATCTCC--TTGTTGCACTTAAAACATATTCTTAGTTCTCTAAAAGACTGTCGTTACTCTTTTT---------------TT----T-T---AGTT-ATAACTACGCAGGCTTTGGGAAACGTTT-AAATTCGAAAGGCTAAAAATCGAATTAACTAAAA-TCAT------------------------GAG-TTT-----------C-GACATTCTTTTGTTGAATTAGTAATATTTACTAGAGTAAAGACTTGCAGTTTGCACATTTA---ATATAAGTA-AAAGGGCCTCTAAATTG----------------------TTGTTTAAAAC-AAAAACT
droEre2 scaffold_4784:20885150-

20885400 +
GGTGCCTATTTAAAGCTTGTTACATATCTCC--TTGTTGCACTTAACGCATATTCCTAGTTC-CCAAAAGATCGTCGTTGCTCTT------------------TT----T-T---AGTT-ATAACTACGCAGGATTAGGTGAGCTTTC--AATCTGAAA----------------GGCTAAAA-ATCT------------------------GAG-TTT-----------C-GACACTCTTTTGTTGAATTAGTAATATTTTGTAGAGTAAAGACTTGCAGTTTGCACATTTA---TTATAAGTA-GAGGGACCCCTACATTT----------------------TTGTTTAAAAC-AAAAACT

droEug1 scf7180000409711:4798532-
4798721 -

GGTGCTGATTTATAGTTTGTTACATATCCCC--GTGTTGCACTTAAATCATATTTCTAATTTTCTAAAAACGTGTT-------------------------------------------------------------------------------------------------------AAAA-----------------------------AAG-TTC-----------T-AACATTCTTTTAGTAAATTGGTAATATTTAGTAGAGTAAAGACTTGCAGTTTGCACATTTA---TGATAAGTA-AAAGGACGTCTAAATTT----------------------CTTTTTAGATA-AAAAACT

droBia1 scf7180000302193:4832531-
4832745 -

GGTGCTGATTTATAGTTTGTTACATATCCCC--GT---GCACTTAAAGAATATTTCTAGTTTACTAGAAGGCTGTCCTAGGTCTGAA-------------------------------------A---------------------------------------------TAATTAACTAAAA-ACAT-----------------TTCTTACGAT-TTA-----------T-GACATTCTTCTAGTAAATTAGCAATATAAAGTAGAGTAAAGACTTGCAGCTTGCACTTTTA---ATATAAGTA-AAGGGACGTCTAAATTT----------------------CTTTTTAGAA-----AACT

droTak1 scf7180000414337:376656-
376884 -

GGTGCTGATTTATAGTTTGTTACATATCCAC--GT---GCACTTAGAACTTATTTCTAGTTTCCCAGAAGTCTGTCGTTT-------TAATTCGTTTTC----GTACATT----------------------------------------------------TAAAAGTGTAATTAT----------------------------TTTTCACGAGTTTT-----------C-GACATTCTTTTGGTAAATTAGCCATAAAAAGTAGAGTAAAGACTTGCAGCTTGCACTTTTA---TTATAAGTA-AAGGGACTTCTAAATAT----------------------CTTTTTAGAGA-AACTACA

droEle1 scf7180000491193:2146133-
2146415 -

GGTGCTGATTTATAGTTTGTTACATATCCTC--GTGTTGCACTTAAAACATATTCCTAGTTTCCTAGAAGACTGTCATAACTCAGAATGATTTGCCTGTGTACGT----TTTAAAAAC----------------TTTAAGATTACTTTGAGATTTGTTAAACTAAAAATCTAATTAACAAAAA-ATAT-----------------GGC--TACAG-TTA-----------T-GACATTCTTTTAGTAAATCAGCAATATATTGTAGAGTAAAGACTTGCAGTTTGCACATTTA---TTATAAGTA-AAGGGACGTCTAAAATT----------------------CTTTTTAGAAAAAAAAACT

droRho1 scf7180000780425:980-1253 - GGTGCTGATTTATAGTTTGTTACATATCCTC--GTGTTGCACTTAAAACATATTCCTAGTTTTCTAGAAGTCTGTCATAACTGAGAAA-A----GCTGTTCTCGT----T-TAAAAGT----------------TTTACGAACCATTT-GGAT--GTTAAACTAAAATTGTAATTAACTAAAACACAT-----------------GG-TAAAGAG-TAA-----------C-GACATTCTTTCAGTAAACTGGCAATATAAAGTAGAGTAAAGACTTGCAGTTTGCACATTTA---TTATAAGTA-AAACGACGTCTAAATTT----------------------CCATTTAGAA--AAAAACT
droFic1 scf7180000453929:352089-

352347 +
GCTGTTGATTTATAGTTTGTTACATATCATC--GCGTTGCCCTTAAAACCTATTTCTATTTTCGAAGAGGTCTGCCATAACTCAAACAC--------------AT----T-T---GGCAGTTAAC------AGT----------TT----------------------ACTCATTAAA---AA-ATCTTAATTATATGTGTTTAACATTTTAGAG-TTA-----------T-GGCAGACTTTTAGCGAACGAACCATATATAGTAGAGTAAAGACTTGCAGTTTGCACATTTA---TATTAAGTATAAAGGAAGCCTAAATTT----------------------CTTTTTAGAAA-AGTAACT

droKik1 scf7180000302260:114236-
114380 -

C----------------TGTTACATATCCCCTCCTGTGGGACCCTAAATTTAC----------------------------------------------------------------------------------------------------------------------CATTAACGA----------------------------------------------------------------------TAGCAATAATTCGTAGAGTAAAGACTTGCAGTTTGCACTTTTA---CAATAGAT--ATGGGATATCGAAATTT-CTTGTACGAATAGAT------T-ATGAATAA--CTGAACT

droAna3 scaffold_13335:1870325-
1870384 +

TG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAGAATCAGCAAAAATTTAAACCAAAGAGACTTGAACTTTACAAAAAAT----TATATATA-A---------------------------------------------------------

droBip1 scf7180000396014:9258-9333
+

AGCCA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGTAAAAA-TTACAGCTTAAAAAGCAGGAGAAAAAAGTA-GAAACGTAGAAAAACAT----------------------CCAGCTAACAT-AAAAA--

droPer2 scaffold_4812:373-470 + TTAATAATATAGAAAGTAAATGTTT----------------------------------------------------------------------------TCGA----T-TAGA---------------------------------------------------------------------------------------------------------------------------------------------AACAAAACAAAA-----------------TAAACCTA---AAATAAATA-AAATTATAGGTAATCTT----------------------CAATATAAAAT-TATAATC

droWil2 scf2_1100000004585:3099750-
3099846 -

TTT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CCGTGATTTGGATAAATCAAGTCGAGTAAAGTCAATTAATTTCCCTAATAACATACATAATTC-GCAATGCAACAAACAAT----------------------TCTTTTCAAAAAAG-----

droVir3 scaffold_12912:47029-47084
+

AAAAT-AACCCAC-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAATAAATA-AAATTATTGGTTAACTT----------------------CCGTTCAAAAT-TATAATC

droMoj3 scaffold_6500:27443867-
27443954 -

T----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGCAATATCTGATAATGTAAAGAAATATATTTTGCAAATAAA----------TA-TTA-C-AGATTTCATTTCTTTTTGAAGACAGTTAAATTTTTGGTT-------------

droGri2 scaffold_15203:4310010-
4310113 +

TTGCTGCACCGAC--------------------------------------------------------------------------T---------------AT----T-C---AATGCTCTACCACACGAGC----------TT----------------------GTGTGGTAACTGCTA-TAAT------------------------GAG-CTTATTATATTAAGCGGGAATTGTTGTGGGGAAATAATCATAT---------------------------------------------------------------------------------------------------------
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TCAATCAATTCCCGCCACCGAGCTAAGATGCAACTTAATCTTGGAGCGATTTTTCTGGCCCTGCTGGGTGTGATGGCCACGGCTACATCAGTGCTGGCAGAGCCTCATCGTCACCAGGGACCCATTTTCGATACGAGGCCGTCGCCCTTCAATCCTAAC
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flies

V008

S2-
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Sg4
.......................................................................................TCAGTGCTGGCAGAGCCTCAT................................................... 21 0 1 17.00 17 11 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................TCTGGCCCTGCTGGGTGTGATGG................................................................................... 23 0 1 14.00 14 9 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................TGCAACTTAATCTTGGAGCGATTTTT......................................................................................................... 26 0 1 13.00 13 0 0 0 0 0 1 0 0 3 0 4 1 3 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................CCTCATCGTCACCAGGGACC..................................... 20 0 1 7.00 7 4 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................CTGGCCCTGCTGGGTGTGATGGC.................................................................................. 23 0 1 5.00 5 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................ATCAGTGCTGGCAGAGCCTCAT................................................... 22 0 1 4.00 4 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................GATGCAACTTAATCTTGGAGC................................................................................................................ 21 0 1 4.00 4 0 0 0 0 0 0 0 2 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................CTGGCAGAGCCTCATCGTCACCAGG......................................... 25 0 1 3.00 3 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................GGCCACGGCTACATCAGTGCTGGCAGA.......................................................... 27 0 1 3.00 3 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................CCTCATCGTCACCAGGGACCCAT.................................. 23 0 1 3.00 3 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................AGCCTCATCGTCACCAGGGAC...................................... 21 0 1 3.00 3 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................TCTGGCCCTGCTGGGTGTGATGGC.................................................................................. 24 0 1 3.00 3 1 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......AATTCCCGCCACCGAGCTAA..................................................................................................................................... 20 0 1 3.00 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................TAATCTTGGAGCGATTTTTCTGG..................................................................................................... 23 0 1 3.00 3 0 0 0 0 0 1 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................CTGGCCCTGCTGGGTGTGATGG................................................................................... 22 0 1 3.00 3 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................ACCGAGCTAAGATGCAACTTAATCTTGG................................................................................................................... 28 0 1 2.00 2 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................TCTGGCCCTGCTGGGTGTGATG.................................................................................... 22 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................AAGATGCAACTTAATCTTGGAGCGATTT........................................................................................................... 28 0 1 2.00 2 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......AATTCCCGCCACCGAGCT....................................................................................................................................... 18 0 1 2.00 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................GATGCAACTTAATCTTGGAGCGATTT........................................................................................................... 26 0 1 2.00 2 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................GCAACTTAATCTTGGAGCGATTTTTCTG...................................................................................................... 28 0 1 2.00 2 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......AATTCCCGCCACCGAGCTAAG.................................................................................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................TGCAACTTAATCTTGGAGCGATTTT.......................................................................................................... 25 0 1 2.00 2 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............CGCCACCGAGCTAAGATG................................................................................................................................. 18 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................GTGCTGGCAGAGCCTCATCGTCAC............................................. 24 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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.............................GCAACTTAATCTTGGAGCGATTTTT......................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................GATACGAGGCCGTCGCCCTTCACG...... 24 2 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................CTGCTGGGTGTGATGGCC................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................TCTTGGAGCGATTTTTCT....................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................TGCTGGCAGAGCCTCATCGTCA.............................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................CCTCATCGTCACCAGGGACCCC................................... 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................GGCCCTGCTGGGTGTGATGGCCA................................................................................ 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................CAGTGCTGGCAGAGCCTCAT................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................CTCATCGTCACCAGGGACCCA................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................GGCAGAGCCTCATCGTCG.............................................. 18 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................AGCCTCATCGTCACCAGGG........................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............CGCCACCGAGCTAAGATGCAACT............................................................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......AATTCCCGCCACCGAGCTAAGATGCAACTT........................................................................................................................... 30 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................GGCAGAGCCTCATCGTCACCAGGGACCCAT.................................. 30 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................TTCTGGCCCTGCTGGGTGTGATGG................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................TTAATCTTGGAGCGATTTTTCTGGCCC.................................................................................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................GGGTGTGATGGCCACGGC............................................................................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................GCTGGGTGTGATGGCCACGA............................................................................. 20 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...ATCAATTCCCGCCACCGAGCTAAGATGC................................................................................................................................ 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........TTCCCGCCACCGAGCTAA..................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................CTCATCGTCACCAGGGACCCATA................................. 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................TACGAGGCCGTCGCCCTTCA........ 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................CCTGCTGGGTGTGATGGC.................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................AGAGCCTCATCGTCACCA........................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........TTCCCGCCACCGAGCTAAGATGCA............................................................................................................................... 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....CAATTCCCGCCACCGAGCTAAGA................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................TTCGATACGAGGCCGTCGCCT............ 21 1 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................CCCTGCTGGGTGTGATGGCCACGGC............................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................ACCGAGCTAAGATGCAACTT........................................................................................................................... 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................GAGCCTCATCGTCACCAGGGACC..................................... 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................TGGCCCTGCTGGGTGTGATGG................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................CTTAATCTTGGAGCGAT............................................................................................................. 17 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................GCAACTTAATCTTGGAGCGATT............................................................................................................ 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................ATGCAACTTAATCTTGGAGCGAT............................................................................................................. 23 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................CCCATTTTCGATACGAGGCCGTCGCCC............ 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................AGCCTCATCGTCACCAGGGACCCATT................................. 26 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................TCTGGCCCTGCTGGGTGTGATGGA.................................................................................. 24 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......AATTCCCGCCACCGAGCTAAGATGCA............................................................................................................................... 26 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................GATACGAGGCCGTCGCCCTTC......... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................ATTTTCGATACGAGGCCGTCGCCCTT.......... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................AACTTAATCTTGGAGCGATT............................................................................................................ 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................GTGCTGGCAGAGCCTCATCGT................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................GATGCAACTTAATCTTGGAGCGAT............................................................................................................. 24 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................CTTAATCTTGGAGCGATTTTTCTGG..................................................................................................... 25 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................CTGCTGGGTGTGATGGCCACG.............................................................................. 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................CTAAGATGCAACTTAATCTTGG................................................................................................................... 22 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......ATTCCCGCCACCGAGCTAAGA................................................................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................ACCGAGCTAAGATGCAACTTAA......................................................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................AACTTAATCTTGGAGCGAT............................................................................................................. 19 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................TTAATCTTGGAGCGATTTTTCT....................................................................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................AGATGCAACTTAATCTTGGAGCGATT............................................................................................................ 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................CTGCTGGGTGTGATGGCCAC............................................................................... 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AGTTAGTTAAGGGCGGTGGCTCGATTCTACGTTGAATTAGAACCTCGCTAAAAAGACCGGGACGACCCACACTACCGGTGCCGATGTAGTCACGACCGTCTCGGAGTAGCAGTGGTCCCTGGGTAAAAGCTATGCTCCGGCAGCGGGAAGTTAGGATTG

************************************(((((.(((((......(((.(((((((...(((((((....))..)))))...))))))).)))..)))))..))))).....***************************************
Read
size
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Mismatch

Hit
Count

Total
Norm Total

V086

female
body,
aged

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM609234

CS Â male
total RNA
Â 

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609222

ML-DmBG1-
C1

SRR029608

total small
RNAs from
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flies

SRR031692
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small
RNAs from
Oregon R

GSM609244

KC+48 #2
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ML-DmBG3-
C2
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small RNAs
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AGO1
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dcr-
2[G31R]
male
total
RNA Â 

SRR001349

heterozygous_dcr-
2_untreated

V091

fGS/OSS
total
Â 

V015

DreRFHV148h

V138

Male
cold
body

V037

Felix
sample
+mirtrons

V079

Oxidation,
female
head

V136

Male
aged
body

GSM399106

female
body #2

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM343833

S2R+ cell

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

V078

Desiccation,
female head

V080

Starvation,
female head

V137

Male
aged
head

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

GSM360262

0-2d
pupae

GSM609223

male, one
day

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

V074

S3

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

GSM609217

MLDmD20c5

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609224

female,
one day

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V085

CME
W2
wing
disc

SRR032093

ago1
knockdown

GSM360256

1st
instar #1

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V038

Felix
sample
S2
only

GSM609241

s2+48 #1

GSM399110

KC-48 #2

SRR029028

untreated
(mock)

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR001348

ago2_oxidized

V139

Cold_female_body

GSM609242

s2+48 #2
GSM385821

OSS_s7

SRR010959

Ago3 IP in
heterozygotes

AGO3

GSM609230

CS,ovary,AGO1IP

AGO1

GSM609249

ML-DmD21
cell

V073

mbn2

GSM343287

Drosophila
Toll 10b
mutant
embryos

SRR029033

lacZ
knockdown

V140

Dessication_female_body

SRR014275

Ovary_rep1_LK_P

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRR097866

Drosophila
S2-NP
cells

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

GSM286607

6-10h #1
(10)

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V012

Dcr2 male
(Katsutomo,
whole fly?)

SRR001339

WT_females_non-
beta-eliminated

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM385748

OSS_s6

GSM272653

KC -48 #1

GSM322219

2-4day
pupae #1

SRR001664

homozygous_dcr-
2_untreated

V008

S2-
DRSC

GSM609251

aged
female
head

SRR010953

Aub
heterozygotes,
oxidized

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

GSM609240

IR+ 2-
18hr

.....................................................................................................................CCTGGGTAAAAGCTATGCTCC..................... 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................GGCTCGATTCTACGTTGAATT......................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................GGTAAAAGCTATGCTCCGGCA................. 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............GGTGGCTCGATTCTACGT............................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................TCTACGTTGAATTAGAACCTC................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................CCGGCAGCGGGAAGTTAGGAT.. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................GCGACCGGGACGACCCACA........................................................................................ 19 2 4 0.25 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................GAAGTCTCGGAGTAGCAGTG............................................. 20 3 12 0.08 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:11296354-11296512 + sblock63864 TCAATCAATTCC-CGCCACC-------GAGCTAAGATGCAACTTAATCTT---GGAGCGA------TTTTTCTGGCCCTGCTGGGTGTGATGGCCAC---GGCTACA--TCA------GT-GCTGGCAGAGCCT------CATCGTCACCAGGGACCCAT---TTTCGATACGAGGCCGTCGCCCTTCAATCCTAAC
droSim2 2r:11956693-11956851 + TCAATCAATTCC-CGCCACC-------GAGCTAAGATGCAACTTAATCTT---GGAGCGA------TTTTTCTGGCCCTGCTGGGTCTGATGGCCAC---GGCTACA--TCG------GT-GCTGGCAGAGCCT------CATCGTCACCAGGGACCCAT---TTTCGATACGAGGCCGTCGCCCTTCAATCCTAAC
droSec2 scaffold_1:8776058-8776216 + TCAATCAATTCC-CGCCACC-------GAGCTAAGATGCAACTTAATCTT---GGAGCGA------TTTTTCTGGCCCTGCTGGGTGTGATGGCCAC---GGCTACA--TCG------GT-GCTGGCAGAGCCT------CATCGTCACCAGGGACCCAT---TTTCGATACGAGACCGTCGCCCTTCAATCCTAAC
droYak3 2R:17704779-17704937 - TCAATCAATTCC-CCTCACC-------GAGCTAAGATGCAACTTAATCTT---GGAGCGA------TTTTTCTGGCACTGCTGGGTGTGATGGCCAC---GGCTTCA--ACG------GT-CCTGTCGGAGCCT------CATCGTCACCAGGGACCCAT---TTTCGATACGAGGCCGTCGCCCTTCAATCCTAAC
droEre2 scaffold_4845:14579403-

14579561 -
TCAATCATTTCC-CTTCACC-------GAGCGAAGATGCAACTTAATCTT---GGAGCGA------TTTTTCTGGCACTGCTGTGTGTGATGGCCAT---GGCTACA--TCG------GT-CCTGCCACAACCT------CATCGTCAGCGGGGACCCAT---TTTCGATACGAGGCCGTCGCCCTTCAATCCAAAC

droEug1 scf7180000409672:156375-
156533 +

TCAATCAATTCC-CGTCATC-------GAGCAAAGATGCAACTCAATCTT---GGAGCGA------TTTTTCTGGCACTGTTGGGAGTGATGGCTGC---GGCACCA--TCG------GT-CCTGTCAGAACCT------CATCGTCAGCAGGGACCCAT---TTTCGATACGAGGCCATCGCCCTTCAATCCCCAG

droBia1 scf7180000302143:108696-
108857 -

TCAATCAATTCC-CGTCACC-------GAGCGAAGATGCAACTCAATCTT---GGAGCGA------TTCTGCTGGCCCTGCTGGGAGTGGTGGCCACCATGGCTCCC--TCG------GT-GCTGTCGGAACCA------CGTCGTCATCAGGGTCCCAT---TTTCGACACGAGGCCGTCGCCCTTCAACCCCAAC

droTak1 scf7180000414536:203443-
203604 -

TCAATCAATTCC-CGTCACC-------GAGCAAAGATGCAACTCAATCTT---GGAGCGA------TTTTTCTGGCCCTGCTGGGAGTGATGGCCACGATGGCTCCA--TCG------GT-GCTGTCAGAACCT------CATCGTCACCAGGGACCCAT---TTTCGATACGAGGCCGTCGCCCTTCAATCCCAAC

droEle1 scf7180000491214:4158646-
4158807 +

TCAATCAATTGC-CGTCACC-------GAGCAAAGATGCAACTCAATCTT---GGAGCGA------TTTTTCTGGCGCTGCTGGGAGTAATGGCCACCATGGCCCCA--ACG------GT-CCTGTCAGAACCT------CATCGTCAGCAGGGACCCAT---TTTCGACACGAGGCCGTCGCCCTTCAATCCTAAC

droRho1 scf7180000776849:526685-
526843 -

TCAATCAATTCC-CGTCACC-------GAGCTAAGATGCAACTCAATCTT---GGAGCGC------TTTTTCTGGCCCTGCTGGGAGTTATGGCCGC---GGCACCA--ACT------GT-CCTGTCAGAACCT------CATCGTCACCAGGGACCCAT---TTTCGACACGAGGCCGTCGCCCTTCAATCCCAAC

droFic1 scf7180000453342:638230-
638388 -

TCAATCAATTGC-CGTCACC-------GAGCGAAGATGCAACTCAATCTT---GGAGCGA------TTTTTCTGACCCTGCTGGGACTGATGGCCAC---CGCCCCA--GCG------GT-CCTCTCGGAGCCC------CATCGTCACCAGGGACCCAT---TTTCGACACGAGGCCGTCGCCCTTCAATCCCAAC

droKik1 scf7180000302476:323858-
324016 +

TCAATCAATTGC-CGTCACC-------GAGCAAAGATGCAACTCAATCTT---GGAGCGA------TTTTCCTGGCCCTGCTGGGAGTCCTTGCCAC---GGCTCCT--TTC------AC-CATTGCAGAGCCC------CATCGTCAGCAGGGACCCAT---TTTCGATACGAGGCCGTCGCCCTACAATCCAAAC

droAna3 scaffold_13266:7713194-
7713350 +

TCAATCAATTGAAAGACACT-------GAGCAAAGATGCAACTCAATCTT---GGAGCGA------TTTTTCTGGCACTTCTTGGAGTGATGGTCGC---TGGTGGA-----------GT-CCAGGCCCAGCCA------CATCGCCACCAGGGACCTAT---TTTCGATACGAGGCCGTCGCCCTTCAATCCCAAT

droBip1 scf7180000396759:1110199-
1110364 -

TCAATCAATCGAAAGACACT-------GAGCAAAGATGCAACTCAATCTT---GGAGCGA------TTTTTCTGGCCTTCCTTGGAGTAATGGTCGC---TGCTTCA--TCTGCCAGGGT-CCAAGCCCAGCCA------CATCACCACCGGGGACCCAT---TTTCGACACGAGGCCGTCGCCCTTCAATCCCAAT

dp5 3:11936235-11936393 + TCAATTCATTCA-CGACACT-------CAACAAAGATGCACTTTAATCTG---GGAGCTG------TTTTTCTGGCGATGCTGGGTCTGCTTGCTGC---TGGGCCA--CTC------GC-GCCTACCGAGGCG------CGTCACCGGCAGGGACCCAT---CTTCGACACGAGGCCGTCGCCCTTCAATCCCAAT
droPer2 scaffold_44:148413-148571 + TCAATTCATTCA-CGACACT-------CAACAAAGATGCACTTTAATCTG---GGAGTTG------TTTTTCTGGCGATGCTGGGTCTGCTTGCTGC---TGGGCCA--CTC------GC-GCCTACCGAGGCG------CGTCACCGTCAGGGACCCAT---CTTCGACACGAGGCCGTCGCCCTTCAATCCCAAT

droWil2 scf2_1100000004954:3103327-
3103477 -

TCAATCAATTGTTTGACATT---GTCTGAGC-ACGATGCAACTGAATCTT---GGTGCCA------TTTCACTGTTTGTCCTGGCTCTG---GCCTT---GACTAA------------------AGGCGAAGCA------CGTCATCGCCAAGGACCCAT---ATTTGATACCAGGCCGTCGCCCTTCAATCCCAAC

droVir3 scaffold_12875:20292719-
20292890 +

TCAATCAACTAA-CAAC--TGACTTT-TAGACAAGATGCAACTCAATCTGCGTGGTCTGC------TGCTGCTGCCCCTGCTGCTGGTGCTGAGCCT---GAGCCTGAACCT------GTCGCTAACCGAGGCG------CGACATCATGAGGGCCGCATACCGTTTGACACCCGACCATCGCCATTCAATCCCAAT

droMoj3 scaffold_6496:5871042-
5871197 +

TCAATCAAC-------AAAC-------GAGACGAGATGCAATTGAAGCTGCGTGAACTGT------TGCTGCTGCCGCTGCTGCTGCTGTTGGGTCT---GGG------------------CCTGAGCGAGGCGCGTTTTCGTCATCGTGAGGATCGCAATCCATTTGATACTCGGCCATCGCCATTCAACCCTAAT

droGri2 scaffold_15245:11256751-
11256913 -

TCAATCACCCAA-CGAGAGG--ATTT-CAGACAAGATGCAACTCAATCCAAGTAAACTGATGCCACTGCTGCTGCCTTTGTTGCTGCTGCTTGGT--------------GTC------GC-GTTCAGTGAGGCG------AGTCGCCGCCAAGGACCCAT---CTTTGATACCCGACCATCGCCGTTCAATCCCAAT
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TGAACCTATTTGCCAGTTTGGCAGGAATGGGAGGATTGGGTAATCTTGCAGGGATGGACACTCAGTCGCTGGCTGCGCTCATGGCTGCTGCCGGGCCAACTCTTGGCGGATTAACTGGTGCATCCGGAGGAGCGGGCTCCGGCAAGAGCCAGGCGCAGTCGCAATCATCCGCCACTTCGTCATCCTCTTCGGCTAGTAAAAAGAAGCAGCAGCAACAGCAACAACAGGCACAAAA

*************************************************************************((((((..(((((..(((((((((..(((((..(((((..........))))).)))))..))).))))))..)))))))))))((.((........)).))..**********************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

SRR065807

Piwi-
IP_squ_het_ovaries

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR065806

Piwi-
IP_squ_mut_ovaries

GSE24545

CS ovary
total
RNA

GSM1528798

follicle
cells

V096

loqsKO/f00791
ovary

V144

OSC

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

GSM609229

embryo 2-
6hr

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

SRR065802

Piwi-
IP_zuc_mut_ovaries

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM628272

ago2[414]
ovary
total RNA

V125

ML-
DmD9

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V140

Dessication_female_body

GSM286605

2-6h #1
(8)

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

V146

S1
cell

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V142

Oxidation_female_body

SRR010952

Ago3 trans-
heterozygotes,
oxidized

SRR032092

mock
oxidized

SRR060649

A2_ovaries_FLAG-
Piwi

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM371638

S2-NP

V091

fGS/OSS
total
Â 

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V139

Cold_female_body

GSM322543

male head
#1

GSM286604

0-1h #3
(7)

SRR010951

Ago3
heterozygotes,
oxidized

SRR014273

Ovary_rep1_Har_P

SRR014282

Ovary_rep1_wK_P

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR060653

hs-Penelope_
ovaries_total

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

GSM609243

KC+48 #1
GSM385748

OSS_s6

GSM385821

OSS_s7

GSM385822

OSS_s8

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V014

DTT
8h

GSM399107

male body
#2

GSM361908

s2-48
Biological
Replicate
#2

GSM379060

SpnE
Heterozygote

GSM286613

0-1hr #1
(A)

GSM399105

disk #2

GSM609241

s2+48 #1

SRR001338

IR_non-
beta-
eliminated

SRR010953

Aub
heterozygotes,
oxidized

SRR014280

Ovary_rep1_w1118_P

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR060646

yw67c23(2)_ovaries_total

SRR060652

hs-
Penelope_testes_total

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR097866

Drosophila
S2-NP
cells

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

GSM609239

IR- 2-
18hr

V032

S1
cell

GSM609227

CMEW1
Cl.8+
cell

V036

ML-
DmD20c5
cell

GSM609224

female,
one day

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V129

ML-
DmBG1-
c1

V132

ML-
DmD32

V137

Male
aged
head

V141

Heat_female_body

V145

S2-
DRSC

GSM360262

0-2d
pupae

GSM180332

mid
embryo
(6-10)

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM379053

Aub
Mutant

GSM379061

Squ
Heterozygote

GSM379062

Squ
Mutant

GSM467729

Dmel_wt_sRNAseq

GSM272652

S2 -48
Biological
Replicate
#1

GSM399106

female
body #2

GSM609244

KC+48 #2

SRR001664

homozygous_dcr-
2_untreated

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR010955

Aub IP in
Ago3
heterozygotes

SRR010956

Piwi IP in
Ago3
heterozygotes

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

SRR029028

untreated
(mock)

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR060644

A2_ovaries_total

SRR060648

A2_ovaries_FLAG-
Aub

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR065801

zuc_het(H-
Y)_ovaries

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

GSM609248

ML-DmD9
cell

V037

Felix
sample
+mirtrons

V073

mbn2

V126

CME
L1

V136

Male
aged
body

GSM280083

dcr-2-/-
ovaries
(18-29nt)

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM379050

Armi
Heterozygote

GSM379051

Armi
Mutant

GSM379052

Aub
Heterozygote

GSM379054

Flam
Heterozygote

GSM379056

Krimp
Heterozygote

GSM379057

Krimp
Mutant

GSM379064

Vasa
Mutant

GSM379066

Zuc
Mutant

GSM385744

OSS_s2

GSM286607

6-10h #1
(10)

GSM240749

female
head

GSM360260

0-1d
Pupae (w)

GSM286602

male body

GSM609242

s2+48 #2

GSM275691

imaginal
disc

SRR001337

WT_females_beta-
eliminated

SRR001345

ago2_non-
beta-
eliminated

SRR010960

wt,
oxidized

SRR014275

Ovary_rep1_LK_P

SRR023402

total RNA
extracted
from NLS-
P19 cells

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR060643

A2_testes_total

SRR060645

yw67c23(2)_testes_total

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V008

S2-
DRSC

GSM609218

Sg4

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM399100

Kc167
cell

V023

Dcr2
female
head

GSM609249

ML-DmD21
cell

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609222

ML-DmBG1-
C1

V077

cold,
female
head

V078

Desiccation,
female head

V079

Oxidation,
female
head

V080

Starvation,
female head

GSM609223

male, one
day

V085

CME
W2
wing
disc

GSM609232

r2d2[1]
ovary
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...............................................................................................................................AGGAGCGGGCTCCGGCAAGAGCCAG................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................GGGTAATCTTGCAGGGATGGA................................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................TTCGTCATCCTCTTCGGCTA........................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................GCATCCGGAGGAGCGGGCTCCGG............................................................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................TGGCTGCGCTCATGGCTGCTGCCGGGC........................................................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................CAAGAGCCAGGCGCAGTCGC......................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................GCTGCTGCCGGGCCAACT...................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................TCCGGCAAGAGCCAGGCGCA.............................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................GCAAGAGCCAGGCGCAGTCGC......................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................CTGCCGGGCCAACTCTTGGCGGAC............................................................................................................................ 24 1 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................TAATCTTGCAGGGATGGAC................................................................................................................................................................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................GTGCATCCGGAGGAGCGGGCTCCGGCAAG......................................................................................... 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................TGGGTAATCTTGCAGGGATGGACACT............................................................................................................................................................................. 26 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ACTTGGATAAACGGTCAAACCGTCCTTACCCTCCTAACCCATTAGAACGTCCCTACCTGTGAGTCAGCGACCGACGCGAGTACCGACGACGGCCCGGTTGAGAACCGCCTAATTGACCACGTAGGCCTCCTCGCCCGAGGCCGTTCTCGGTCCGCGTCAGCGTTAGTAGGCGGTGAAGCAGTAGGAGAAGCCGATCATTTTTCTTCGTCGTCGTTGTCGTTGTTGTCCGTGTTTT

**********************************************************((((((..(((((..(((((((((..(((((..(((((..........))))).)))))..))).))))))..)))))))))))((.((........)).))..*************************************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM609222

ML-DmBG1-
C1

SRR097866

Drosophila
S2-NP
cells

V137

Male
aged
head

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM609225

ML-DmBG3-
C2

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V144

OSC

V008

S2-
DRSC

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR001664

homozygous_dcr-
2_untreated

V146

S1
cell

V136

Male
aged
body

V133

Sg4

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V073

mbn2

SRR031692

Total
small
RNAs from
Oregon R

V086

female
body,
aged

SRR001349

heterozygous_dcr-
2_untreated

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

V091

fGS/OSS
total
Â 

V080

Starvation,
female head

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR014273

Ovary_rep1_Har_P
GSM371638

S2-NP

GSM609223

male, one
day

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM280087

S2cell
(AGO2IP)

AGO2

GSM379063

Vasa
Heterozygote

GSM467731

Dmel_loq_sRNAseq

SRR014277

Ovary_rep1_NA_P

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM609240

IR+ 2-
18hr

GSM399100

Kc167
cell

GSM609219

GM2 cell

GSM343833

S2R+ cell

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V077

cold,
female
head

V085

CME
W2
wing
disc

GSE24545

CS ovary
total
RNA

V129

ML-
DmBG1-
c1

V130

ML-
DmBG3-
c2

V138

Male
cold
body

V139

Cold_female_body

V142

Oxidation_female_body

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609224

female,
one day

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609217

MLDmD20c5

SRR001347

ago2_untreated

GSM399110

KC-48 #2

SRR010956

Piwi IP in
Ago3
heterozygotes

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

GSM609226

CMEW1
Cl.8+
cell

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR010953

Aub
heterozygotes,
oxidized

GSM628272

ago2[414]
ovary
total RNA

SRR001338

IR_non-
beta-
eliminated

SRR001348

ago2_oxidized
V074

S3

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR014275

Ovary_rep1_LK_P

GSM609234

CS Â male
total RNA
Â 

SRR001339

WT_females_non-
beta-eliminated

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

V036

ML-
DmD20c5
cell

GSM379052

Aub
Heterozygote

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

GSM379066

Zuc
Mutant

V022

ML-
DmD32
cell

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

GSM609237

ago2[414]
ovary
total RNA

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V006

r2d2 female:
possibly
heterozygous

SRR029032

r2d2
knockdown

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

GSM609227

CMEW1
Cl.8+
cell

GSM609220

ML-DmD21
cell

GSM379054

Flam
Heterozygote

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR029029

dcr-1
knockdown

V078

Desiccation,
female head

V034

ML-
DmD16c3
cell

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

GSM280083

dcr-2-/-
ovaries
(18-29nt)

GSM379064

Vasa
Mutant

GSM286605

2-6h #1
(8)

GSM272653

KC -48 #1

GSM360262

0-2d
pupae

GSM286602

male body

GSM609241

s2+48 #1

GSM286604

0-1h #3
(7)

SRR001337

WT_females_beta-
eliminated

SRR023402

total RNA
extracted
from NLS-
P19 cells

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

V012

Dcr2 male
(Katsutomo,
whole fly?)

V015

DreRFHV148h

GSM609229

embryo 2-
6hr

....................................................................................................................................................GGTCCGCGTCAGCGTTAGTAG.................................................................. 21 0 1 4.00 4 0 0 1 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................TCCGCGTCAGCGTTAGTAGG................................................................. 20 0 1 4.00 4 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................TTGAGAACCGCCTAATTGACC..................................................................................................................... 21 0 1 2.00 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................ATTGACCACGTAGGCCTCCTC....................................................................................................... 21 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................GCGTCAGCGTTAGTAGGCGGT............................................................. 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................GACGCGAGTACCGACGACGGC.............................................................................................................................................. 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................CGTTAGTAGGCGGTGAAGCAG...................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................CGGTCCGCGTCAGCGTTAGTA................................................................... 21 0 1 2.00 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................ACGTCCCTACCTGTGAGTCA......................................................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................CCTGTGAGTCAGCGACCGA................................................................................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................CGTTCTCGGTCCGCGTCAGCG......................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................ATTGACCACGTAGGCCTCCT........................................................................................................ 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................TCTCGGTCCGCGTCAGCGTTA...................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................CCGACGACGGCCCGGTTGAGA.................................................................................................................................... 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................................AGTAGGAGAAGCCGATCATTTT.................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................AGCGTTAGTAGGCGGTGAAGC........................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................GGTCCGCGTCAGCGTTAGTAGG................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................CCGCGTCAGCGTTAGTAGGCG............................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................TGGCGGTGAAGCAGTAGGAGAA.............................................. 22 1 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................ACCGACGCGAGTACCGACGAC................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................GGCGGTGAAGCAGTAGGAGAA.............................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................GTCCGCGTCAGCGTTAGTAGG................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................CGCGTCAGCGTTAGTAGGCGG.............................................................. 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................GCGTTAGTAGGCGGTGAAGCA....................................................... 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................CATTAGAACGTCCCTACCTGT............................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................CAGTAGGCGGTGAAGCAGTAG................................................... 21 1 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................CCCGGTTGAGAACCGCCTAAT.......................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................GTTCTCGGTCCGCGTCAGCGT........................................................................ 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................GGTGAAGCAGTAGGAGAAGCC........................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................GTCAGCGACCGACGCGAGTACC....................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................GGTTGAGAACCGCCTAATTGA....................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................CGGTCCGCGTCAGCGTTAGTAG.................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................TTAGTAGGCGGTGAAGCAGTA.................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TGAGTCAGCGACCGACGCGAGTACCGA..................................................................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................................................TCGTTGTCGTTGTTGTCCGT..... 20 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................................................TCGTCGTTGTCGTTGTTGTCC....... 21 0 3 0.33 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................CGTCGTTGTCGTTGTTGTCC....... 20 0 4 0.25 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................................................TTTTCTTCGTCGTCGTTGT.................. 19 0 4 0.25 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................GTCGTCGTTGTCGTTGTTGTC........ 21 0 20 0.15 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................................................GTTTCTTCGTCGTCGTTGT.................. 19 1 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................................TCGTCGTCGTTGTCGTTGTTG.......... 21 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads
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Species Coordinate ID Alignment
dm3 chr2L:214238-214472 - dme_410 TGAACCTATTTGCCAGTTTGGCAGGAATGGGAGGATTGGGTAATCTTGCAGGGATGGACACTCAGTCGCTGGCTGCGCTCATGGCTGCTGCCGGGCCAACTCTTGGCGGATTAACTGGTGCATCCGGAGGAGCGGGCTCCGGCAAGAGCCAGGCGCAGTCGCAA------------------TCATCCGCCACTTCGTCATCCTCTTCGGCTAGTAAAAAGAAGCAGCAGCAACAGCA---AC---------------------------------------------AACAGGCACAAAA
droSim2 2l:200386-200620 - dsi_106 TGAACCTATTTGCCAGTTTGGCAGGAATGGGAGGATTGGGTAATCTTGCAGGGATGGACACTCAGTCGCTGGCTGCGCTTATGGCTGCTGCCGGACCAACTCTTGGCGGATTAAGTGGTGCATCCGGAGGAGCGGGATCCGGCAAGAGCCAGGCGCAGTCGCAA------------------TCATCCGCCACTTCGTCATCGTCTTCGGCTAGTAAAAAGAAGCAGCAGCAACAGCA---AC---------------------------------------------AACAGGCGCAAAA
droSec2 scaffold_14:212311-212545

-
dse_1839 TGAACCTATTTGCCAGTTTGGCAGGAATGGGAGGATTGGGTAATCTTGCAGGGATGGACACTCAGTCGCTGGCTGCGCTTATGGCTGCTGCCGGACCAACTCTTGGCGGATTAAGTGGTGCATCCGGAGGAGCGGGATCCGGCAAGAGCCAGGCGCAGTCGCAA------------------TCATCCGCCACTTCGTCATCGTCTTCGGCTAGTAAAAAGAAGCAGCAGCAACAGCA---AC---------------------------------------------AACAGGCGCAAAA

droYak3 2L:206672-206906 - dya_1802 TGAACCTTTTCGCCAGTTTGGCTGGAATGGGAGGATTGGGTAATCTGGCGGGTATGGATACTCAGTCGCTGGCTGCGCTCATGGCTGCTGCCGGGCCAACTCTTGGCGGATTAGGTGGTGCATCCGGAGGAGCGGGCTCCGGCAAGAGCCAGGCGCAGTCGCAA------------------TCATCCGCCACTTCGTCCTCCTCTTCGGCTAGTAAAAAGAAGCAGCAGCAACAGCA---AC---------------------------------------------AACAGGCGCAAAA
droEre2 scaffold_4929:259805-

260039 -
der_1534 TGAACCTTTTTGCCAGTTTGGCTGGAATGGGAGGATTGGGTAATCTGGCGGGGATGGACACTCAGTCGCTGGCTGCGCTCATGGCTGCTGCCGGACCATCTCTTGGCGGATTAAGTGGTGCATCCGGAGGAGCGGGCTCCGGCAAGAGCCAGGCGCAGTCGCAA------------------TCATCCGCCACTTCGTCATCCTCTTCGGCCAGTAAAAAGAAGCAGCAGCAACAGCA---AC---------------------------------------------AACAGGCGCAAAA

droEug1 scf7180000409461:602617-
602857 +

TGAATTTGTTTGCAAGCTTGGCGGGAATGGGAGGACTAGGAAATCTGGCGGGGATGGATACCCAATCGCTCGCTGCGCTCATGGCTGCTGCCGGACCTACTCTTGGAGGGTTGACAGGCGCGTCAGGAGGAGTGGGTTCCGGCAAGAGCCAGGCGCAGTC------GGGTGGTGG------CTCTTCCGCCGCTTCGTCATCCTCGTCGGCCAGTAAGAAAAAGCAGCAGCAACAGCA---GC---------------------------------------------AACAAGCTCAAAA

droBia1 scf7180000301547:44555-
44807 +

TGAACCTGTTTGCCAGTTTGGCGGGAATGGGAGGATTGGGAAATCTGGCGGGGATGGACACCCAGTCGCTGGCTGCGCTTATGGCTGCTGCCGGACCAACTCTTGGCGGATTGACTGGTGCGTCCGGAGGAGCGGGTTCCGGTAAGAGCCAGTCGCAGTCACAGTCGGGTGGTGG------CTCATCCGCTGCTTCCTCATCCTCCTCGGCCAGTAAGAAAAAGCAACAGCAACAACA---GC---------------------------------------AGCAGCAGCAGGCGCAAAA

droTak1 scf7180000413017:324186-
324438 +

TGAATCTGTTTGCCAGTTTGGCGGGAATGGGAGGATTGGGCAATCTCGCCGGGATGGACACCCAGTCGCTGGCTGCGCTCATGGCTGCTGCCGGACCAACTCTTGGCGGATTGACTGGTGCATCCGGAGGAGCGGGTTCCGGCAAGAGCCAGGGGCAGTCACAGTCGG---GTGG------CTCATCCGCCGCCTCCTCA---TCCTCGGCCAGCAAGAAGAAGCAGCAGCAGCAGCA---ACAACA---------------------------------GCAGCAGCAGCAGGCTCAAAA

droEle1 scf7180000490454:159986-
160244 +

TGAACCTGTTTGCAAGTCTGGCAGGAATGGGAGGACTGGGAAATCTGGCGGGGATGGACACCCAGTCGTTGGCTGCGCTTATGGCTGCTGCCGGACCAACTCTAGGCGGATTGACGGGTGCTTCCGGAGGAGCGGGCTCCGGCAAGAGCCAGGTGCAGTCGCAGTCGGGTGGCAG------CTCATCTGCGGCTTCCTCATCCTCTTCGGCCAGCAAGAAAAAGCAGCAGCAGCAACA---GCAACA---------------------------------AGCTCAACAGCAGGCGCAAAA

droRho1 scf7180000779252:239935-
240190 -

TGAACCTGTTTGCAAGCTTGGCGGGAATGGGAGGATTGGGAAATCTAGCGGGGATGGACACCCAGTCGCTGGCTGCACTTATGGCTGCTGCCGGACCAACTCTAGGCGGATTGACTGGTGCTTCCGGAGGAGCGGGTTCCGGTAAGAGCCAGGTGCAGTCGCAGTCCGGCGGTGG------CTCATCCGGTGCTTCCTCATCCTCTTCGGCCAGCAAGAAAAAACAGCAGCAACAACA---AC---A---------------------------------GGCTCAACAGCAGGCGCAAAA

droFic1 scf7180000453904:479755-
480010 -

TGAATCTGTTCGCCAGTCTGGCGGGAATGGGAGGACTGGGCAACCTGGCGGGCATGGACACCCAGTCGCTGGCTGCGCTAATGGCTGCTGCCGGACCAACTCTTGGCGGACTGACCGGTGCTTCCGGAGGAGCGGGTTCCGGCAAGAGCCAGGCGCAGTCGCAGTCGGGCGGAGG------TTCGTCCGCCGCTTCCTCGTCCTCCTCGGCCAGCAAGAAGAAGCAGCAACAGCAGCA---GC---A---------------------------------GGCCCAACAGCAGGCGCAGAA

droKik1 scf7180000302401:520543-
520816 -

TGAACCTGTTCGCCAGTCTGGCGGGCATGGGAGGTTTGGGCAACTTAGCTGGGATGGACACCCAGTCGCTGGCTGCGCTCATGGCTGCTGCCGGGCCAACTCTTGGCGGTTTGACGGGTTCAGCCGGCGGAGCGGGTTCCGGCAAGAGTCAAGGGCAGTCGTCG---------------------TCGGCCGCC---TCATCCTCCTCGGCCAGCAAGAAGAAGCAACAGCAGCAGCA---GCAACAACAGCAGCAGCAGCAGGCAGCGGCAGCGGCAGCTGCCCAGCAGCAGGCGCAAAA

droAna3 scaffold_12943:4179527-
4179770 +

dan_4050 TGAATCTGTTCGCCAGCTTGGCGGGCATGGGAGGATTGGGCAATCTGGCCGGTATGGACACCCAGTCGCTGGCAGCGCTGATGGCTGCTGCCGGACCATCGCTTGGAGGACTGACAGGCAGTTCCGGAGCGGCGGGATCCAGCAAGAACCAAGGCCAGTC------TGGCGGCGG------CTCCTCCAACTCG---TCCTCATCGTCGGCGAGCAAAAAGAAGCAGCAGCAGCAACA------------------------------------------GGCGCAACAGCAGGCCCAGAA

droBip1 scf7180000395973:401593-
401836 +

TGAATCTGTTTGCCAGCCTGGCAGGCATGGGAGGATTGGGCAACCTGGCGGGTATGGACACCCAGTCGCTGGCTGCGCTTATGGCGGCTGCCGGGCCTTCTCTCGGAGGGTTGACGGGCAGTTCCGGAGCGACGGGATCCGGCAAGAATCAAGGGCAGTC------TGGTGGCGG------CTCCTCGAACTCG---TCCTCATCATCGGCGAGCAAGAAGAAGCAGCAGCAGCAACA------------------------------------------GGCGCAACAACAGGCCCAGAA

dp5 4_group1:4397239-4397455
+

dps_3851 TGAATCTGTTTGCCAGCCTCGCGGGCATGGGAGGATTGGGAAATCTGGCGGGCATGGACGCCAATTCGCTGGCTGCGCTCATGGCTGCTGCTGGGCCAACCCTGGGGGGCCTCACAGGCACCTCGGGCGG---GGGTTCCGGCAAGAGTCAGTCGCAGGT------CGGCGGTGGCGG------AGGCGGCA------ACTCCTCCTCGTCCAGCAAGAAGAAGCAACAGCAGCA---------------------------------------------------------------GAG

droPer2 scaffold_5:812662-812878
-

dpe_2515 TGAATCTGTTTGCCAGCCTCGCGGGCATGGGAGGATTGGGAAATCTGGCGGGCATGGACGCCAATTCGCTGGCTGCGCTCATGGCTGCTGCTGGGCCAACCCTGGGGGGCCTCACAGGCACCTCGGGCGG---GGGTTCCGGCAAGAGTCAGTCGCAGGT------CGGCGGTGGCGG------AGGCGGCA------ACTCCTCCTCGTCCAGCAAGAAGAAGCAACAGCAGCA---------------------------------------------------------------GAG

droWil2 scf2_1100000004577:93934-
94186 -

dwi_5426 TGAATCTGTTTGCCAGTTTGGCGGGCATGGGAGGATTGGGTAATCTGGCTGGTATGGATGCCCAGTCGCTGGCTGCGCTCATGGCTGCTGCCGGGCCAACATTGGGTGGCCTAACGGGCAACTCTGGT---GCTGGATCCGGCAAGAGCCAGTCGCAGGG------CGGCGGCGGTGC---ATCTTCATCCACTTCGTCG---TCTTCATCGAGCAAAAAGAAGCAACAACAGCAGCA---ACAACAGCA------------------------------GCAGCAACAACAACAACAAAA

droVir3 scaffold_12963:8889365-
8889587 +

dvi_24647 TGAATCTGTTTGCCAGCCTGGCGGGCATGGGCGGTCTGGGTAATCTGGCCGGCATGGATGCCCAGTCGCTGGCTGCGCTCATGGCTGCTGCGGGACCAACGCTCGGCGGCCTTACAGGCAGCACGA---GCGCGGGCACCGGCAAGAGCCAGTCGCAGTC------CAGCGCTGGCGGCAACTCCTCCAGCGCCTCC---TCATCGGCGGCCAGCAAGAAGAAGCAGCAACA------------------------------------------------------------------GAA

droMoj3 scaffold_6500:2441410-
2441638 -

dmo_3157 TGAATCTGTTCGCCAGTCTGGCCGGCATGGGCGGCTTGGGTAATCTGGCCGGCATGGATGCCCAGTCACTGGCTGCGCTCATGGCTGCTGCTGGACCAACGCTTGGCGGCCTCACAGGCAGCACA---AACGCGGGCACCGGCAAGAGCCAGTCGCAGTC------CAGTGGTGGCGGCAACTCCTCCAGCACCTCCTCCTCGTCGGCGGCCAGCAAGAAGAAGCAACAGCAGCA---------------------------------------------------------------GAA

droGri2 scaffold_15252:12898706-
12898973 -

dgr_471 TGAATCTGTTCGCCAGCTTGGCGGGCATGGGCGGTTTGGGTAATCTCGCTGGCATGGATGCCCAGTCGCTGGCTGCGCTCATGGCTGCTGCGGGTCCAACGCTCGGCGGCCTAACCGGCAGCTCGGGC---CTCGGCACCGGCAAGAGCCAGTCGCAGTC------CGGCGGCGGTGGCAGCTCCTCCAGTGCCGGTTCCTCTTCAGCGGCCAGCAAGAAGAAGCAGCAACAACAGCAGCAGCAACAACAACAGCAACAA------------------------CAGCAGCAACAGCAAAA
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004577:93934-94186
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http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24647.html
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total RNA

V074

S3

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM312995

WT,
oxidized

GSM385744

OSS_s2

GSM286602

male body

GSM399110

KC-48 #2

SRR001348

ago2_oxidized

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM609240

IR+ 2-
18hr

GSM609226

CMEW1
Cl.8+
cell

V034

ML-
DmD16c3
cell

V137

Male
aged
head

V144

OSC

SRR029032

r2d2
knockdown

SRR029033

lacZ
knockdown

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR010953

Aub
heterozygotes,
oxidized

V148

mbn2

SRR010959

Ago3 IP in
heterozygotes

AGO3

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609237

ago2[414]
ovary
total RNA

GSM399106

female
body #2

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM286606

2-6h #2
(9)

SRR001349

heterozygous_dcr-
2_untreated

SRR032092

mock
oxidized

SRR097866

Drosophila
S2-NP
cells

GSM609217

MLDmD20c5

GSM609218

Sg4

GSM371638

S2-NP

GSE24545

CS ovary
total
RNA

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR010960

wt,
oxidized

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

V086

female
body,
aged

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609223

male, one
day

SRR001347

ago2_untreated

SRR014273

Ovary_rep1_Har_P

SRR060646

yw67c23(2)_ovaries_total

V077

cold,
female
head

V079

Oxidation,
female
head

V136

Male
aged
body

SRR032093

ago1
knockdown

GSM609234

CS Â male
total RNA
Â 

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V135

CME
W2
(wing
disc
line)

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

V008

S2-
DRSC

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

..............................................................................AGCAGTTGCATCAGTGGCTTGG............................................................................................................. 22 0 1 13.00 13 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................AGCCCTTGATGCAGTTGCTCCA..................................................................... 22 0 1 11.00 11 0 0 0 2 0 1 1 0 0 1 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................CAAGCCCTTGATGCAGTTGCTC....................................................................... 22 0 1 10.00 10 0 0 0 0 1 0 1 0 0 0 0 1 2 0 0 0 0 1 3 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................AAGCCCTTGATGCAGTTGCTC....................................................................... 21 0 1 8.00 8 0 0 0 2 0 3 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................AAGCCCTTGATGCAGTTGCTCC...................................................................... 22 0 1 8.00 8 0 0 0 3 2 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................TCAAGCCCTTGATGCAGTTGCT........................................................................ 22 0 1 6.00 6 0 0 0 0 0 0 0 0 0 3 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................GAGCAGTTGCATCAGTGGCTTG.............................................................................................................. 22 0 1 4.00 4 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................TGGAGCAGTTGCATCAGTGGCT................................................................................................................ 22 0 1 4.00 4 0 0 0 3 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................AAGCCCTTGATGCAGTTGCT........................................................................ 20 0 1 3.00 3 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................AGCAGTTGCATCAGTGGCTTTT............................................................................................................. 22 2 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................CAAGCCCTTGATGCAGTTGCT........................................................................ 21 0 1 2.00 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................TCAAGCCCTTGATGCAGTTGCTT....................................................................... 23 1 1 2.00 2 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................CTGAGGCCCGTGTGCCCGG............................................................................................................................................ 19 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................AGCAGTTGCATCAGTGGCTTG.............................................................................................................. 21 0 1 2.00 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................CAGCTGGAGCAGTTGCATC....................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................GGAGCAGTTGCATCAGTGGC................................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................CAAGCCCTTGATGCAGTTGCTCC...................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................AAGCCCTTGATGCAGTTGCTCCAT.................................................................... 24 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................TTGCTCCAGCGCCGGTCGCA......................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................GAATCAAGCCCTTGATGCAGTTGCT........................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................TCAAGCCCTTGATGCAGTTGCTA....................................................................... 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................CGCCGGTCGCACAGTCGTTGA............................................... 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................CCCTTGATGCAGTTGCTCCAGC................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................TCCAGCGCCGGTCGCACAGTCG................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................TTGCATCAGTGGCTTGGCGAAG........................................................................................................ 22 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................ATCAGTGGCTTGGCGAAGATG..................................................................................................... 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................CGAATCAAGCCCTTGATGCAGTTGC......................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................GCTCCAGCGCCGGTCGCAC........................................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................GTGGCTTGGCGAAGATGGATC................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................CCTTGATGCAGTTGCTCCAGCG.................................................................. 22 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................GCAGTTGCATCAGTGGCTTGG............................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................GCAGTTGCATCAGTGGCTTGGTTT.......................................................................................................... 24 3 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................AGCAGTTGCATCAGTGGCTTGGA............................................................................................................ 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................GATGGATCGAATCAAGCCCTT.................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................GAGCAGTTGCATCAGTGGCTTT.............................................................................................................. 22 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................GAGCAGTTGCATCAGTGGCTT............................................................................................................... 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................AGCAGTTGCATCAGTGGC................................................................................................................. 18 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................TGCAGTTGCTCCAGCGCCGGTC............................................................ 22 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................TGGCTTGGCGAAGATGGATCG................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................GGCTTGGCGAAGATGGATC................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................................TTTCTGTGTTTGGTATATAAG....... 21 1 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TCAAGTTCAATCAGGAATTCGCCACAACTCAATATATATATAAAAAGTTCGACTCCGGGCACACGGGCCGCGTCGACCTCGTCAACGTAGTCACCGAACCGCTTCTACCTAGCTTAGTTCGGGAACTACGTCAACGAGGTCGCGGCCAGCGTGTCAGCAACTAATTTAAAATTATATTTGTAAAGACACAAACCATATATTAACCTTCC

********************************************************((((((((...(((((((((((((((((((.((((((((((.......)))..))))))).))))))))))))))))))))))))..))).**************************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V127

G2

V144

OSC

V132

ML-
DmD32

V134

ML-
DmD8

V125

ML-
DmD9

GSM628272

ago2[414]
ovary
total RNA

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V146

S1
cell

V145

S2-
DRSC

GSM286607

6-10h #1
(10)

V131

ML-
DmD16-
c3

V074

S3

V085

CME
W2
wing
disc

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

GSE24545

CS ovary
total
RNA

V126

CME
L1

V137

Male
aged
head

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM609237

ago2[414]
ovary
total RNA

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V141

Heat_female_body

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

V130

ML-
DmBG3-
c2

GSM609225

ML-DmBG3-
C2

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

GSM609227

CMEW1
Cl.8+
cell

V128

S3

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

V142

Oxidation_female_body
V148

mbn2

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

GSM399100

Kc167
cell

V129

ML-
DmBG1-
c1

V136

Male
aged
body

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V031

GM2
cell

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

GSM371638

S2-NP

V133

Sg4

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V022

ML-
DmD32
cell

V091

fGS/OSS
total
Â 

V140

Dessication_female_body
GSM609219

GM2 cell

V032

S1
cell

GSM379066

Zuc
Mutant

GSM609242

s2+48 #2

SRR065806

Piwi-
IP_squ_mut_ovaries

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM609226

CMEW1
Cl.8+
cell

V096

loqsKO/f00791
ovary

V138

Male
cold
body

V139

Cold_female_body

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM609217

MLDmD20c5

GSM609222

ML-DmBG1-
C1

V073

mbn2

V077

cold,
female
head

GSM286605

2-6h #1
(8)

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR014275

Ovary_rep1_LK_P

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM609249

ML-DmD21
cell

V036

ML-
DmD20c5
cell

V147

1182-
4H
cell

V079

Oxidation,
female
head

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM609250

ML-DmD32
cell

GSM609220

ML-DmD21
cell

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

GSM379058

Piwi
Heterozygote

GSM272653

KC -48 #1

GSM609244

KC+48 #2

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR014273

Ovary_rep1_Har_P

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR014280

Ovary_rep1_w1118_P

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

GSM609221

1182-4H
cell

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

GSM609230

CS,ovary,AGO1IP

AGO1

GSM399101

kc167
cell

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM1528798

follicle
cells

GSM280088

S2cell
(AGO1IP)

AGO1

GSM379052

Aub
Heterozygote

GSM379055

Flam
Mutant

GSM379057

Krimp
Mutant

GSM379060

SpnE
Heterozygote

GSM379064

Vasa
Mutant

GSM467729

Dmel_wt_sRNAseq
GSM385822

OSS_s8

SRR032093

ago1
knockdown

SRR065800

zuc_H-
Y_ovaries

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM609240

IR+ 2-
18hr

V006

r2d2 female:
possibly
heterozygous

V014

DTT
8h

V023

Dcr2
female
head

V030

ML-
DmD8
cell

V034

ML-
DmD16c3
cell

V037

Felix
sample
+mirtrons

V038

Felix
sample
S2
only

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V078

Desiccation,
female head

GSM609238

embryo
14-24hr

V086

female
body,
aged

V008

S2-
DRSC

GSM609234

CS Â male
total RNA
Â 

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V080

Starvation,
female head

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1
GSM609235

CMEL1

GSM609229

embryo 2-
6hr

SRR001349

heterozygous_dcr-
2_untreated

GSM180332

mid
embryo
(6-10)

GSM280082

WT
ovaries
(18-29nt)

GSM280083

dcr-2-/-
ovaries
(18-29nt)

GSM379050

Armi
Heterozygote

GSM379051

Armi
Mutant

GSM379053

Aub
Mutant

GSM379054

Flam
Heterozygote

GSM379056

Krimp
Heterozygote

GSM379061

Squ
Heterozygote

GSM379063

Vasa
Heterozygote

GSM379065

Zuc
Heterozygote

GSM379067

SpnE
Mutant

GSM385744

OSS_s2

GSM385821

OSS_s7

GSM286613

0-1hr #1
(A)

GSM360260

0-1d
Pupae (w)

GSM609241

s2+48 #1

GSM609243

KC+48 #1

GSM272651

S2-
48,+48,
KC-48,
+48 mix

SRR001338

IR_non-
beta-
eliminated

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR014277

Ovary_rep1_NA_P

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR014282

Ovary_rep1_wK_P

SRR029031

loqs-ORF
knockdown

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR060643

A2_testes_total

SRR060644

A2_ovaries_total

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRR060651

A2_ovaries_Ago3

AGO3

SRR060652

hs-
Penelope_testes_total

SRR097867

Drosophila
S2-NP
cells

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

V003

dsDcr-1
(katsutomo
RNA)

GSM609218

Sg4

GSM343832

S2R+ cell

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V135

CME
W2
(wing
disc
line)

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

GSM609248

ML-DmD9
cell

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V015

DreRFHV148h

GSM609223

male, one
day

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR010953

Aub
heterozygotes,
oxidized

SRR032094

ago2
knockdown

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR031692

Total
small
RNAs from
Oregon R

SRR010952

Ago3 trans-
heterozygotes,
oxidized

SRR001339

WT_females_non-
beta-eliminated

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR029032

r2d2
knockdown

SRR029028

untreated
(mock)

SRR029033

lacZ
knockdown

SRR060648

A2_ovaries_FLAG-
Aub

SRR001348

ago2_oxidized

GSM609224

female,
one day

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

GSM609239

IR- 2-
18hr
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.....................................................................ACGTCGACCTCGTCAACGTAGTCA.................................................................................................................... 24 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................CGCTTAGTTCGGGAACTACGTCAA........................................................................... 24 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................ATAGTTCGGGAACTACGTCAACG......................................................................... 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................TGTTCGGGAACTACGTCAACGA........................................................................ 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................AAGCTTAGTTCGGGAACTACGTCAA........................................................................... 25 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................CGGGAACTACGTCAACGAGG...................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................GTCGACCTCGTCAACGTAGTCACC.................................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................GTCGACCTCGTCAACGTAGTCACCGAA............................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................CGGCCAGCGTGTCAGCAACTA.............................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................CCGCGGCCAGCGTGTCAGCAAC................................................ 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................CGACCTCGTCAACGTAGTCACC.................................................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................GCTTAGTTCGGGAACTACGTCA............................................................................ 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TCCGGGCACACGGGCCGCGTCGACCT.................................................................................................................................. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TTCGGGAACTACGTCAACGAGG...................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................CGGGAACTACGTCAACGA........................................................................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TCCGGGCACACGGGCCGCGTCGAC.................................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................CTTCTACCTAGCTTAGTTCGGGAACT.................................................................................. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................CGGAACTACGTCAACGAGGTCG................................................................... 22 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................CGGGCACACGGGCCGCGTCGAC.................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................CGTCAACGTAGTCACCGAACCG............................................................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................GGGCACACGGGCCGCGTCGAC.................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................TCGACCTCGTCAACGTAGTCA.................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................TAATCGGGAACTACGTCAACG......................................................................... 21 3 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:17013415-17013623 - sblock87528 AGTTCAAGTTAGTC-CTTAAGCGGTGTTGAGTTATATA----TATAT------------TTTTCAA--GC-TGAG--GCCCGTGT--GCCCGGCGCAGCTGGAGCAGTTGCATCAGTGGCTTGGCGA--AGATGGATC------------------------------------------------GAATCAAGC-CCTTGATGCAGTTGCTCCAGCGCCGGTCG-C-ACAGTCGTTGATTAAATTTTAATATAAACATTTCTG---------------TGTTTGGTATATAATT--------------------GGAAGG
droSim2 3l:16596482-16596690 - AGTTCAAGTTAGTC-CTTAAGCGGTGTTGAGTTATATA----TATAT------------TTTTCAA--GA-TGAG--GCCCGTGT--GTCCGGCGTAGCTGGAGTAGTTGCATCAGTGGTTTGGCGA--AGATGGATC------------------------------------------------GAATCCAGC-CCTTGATGCAGTTGCTCCAGCGCCGGTCG-C-ATGGTCGTTGATTAAATTTTAATATAAACATTTTTG---------------TGTTTGGTATATAATT--------------------GGAAGT
droSec2 scaffold_0:9074016-

9074224 -
AGTTCAAGTTAGTC-CTTAAGCGGTGTTGAGTTATATA----TATAT------------TTTTCAA--GC-TGAG--GCCCGTGT--GTCCGGCGCAGCTGGAGCAGTTGCATCAGTGGCTAGGCGA--AGATGAATC------------------------------------------------GAATCCAGC-CCTTGATGCAGTTGCTCCAGCGCCGGTCG-C-ATGGTCGTTGATTAAATTTTAATATAAACATTTTTG---------------TGTTTGATATATAACT--------------------GGAAGT

droYak3 3L:17060446-17060653 + AGTTCAAGTTAGTC-CTTAAGCGGTGTTGAGTTATATA----TATAT------------TTTTCAA--GC-TGAG--GCTCGTGC--GTCCGGTCCAGCTGGAGCAGCTGCATCAGTGCCT-GGCCA--AGATGGATC------------------------------------------------GAATCCAGC-CCTTGATGCAGTTGCTCCAGAGCCGGCCG-C-ACGGACGTTGATTAAATTTTAATATAAACATATTTG---------------TGTTTTGTATATAACT--------------------GCAAGG
droEre2 scaffold_4784:16829188-

16829393 +
AGTTC--GTTAGTC-GTTAAGCGGTGTTGGGTTATATA----TATAT------------TTTTCAA--GC-TGAG--GCCCGTGC--GTCCGGCCCAGATGGAGCAGCTGCATCAGTGACT-GGCCC--AGATGGCTC------------------------------------------------GAATCCAGC-CCTTGATGCATTTGCTCCATGGCCGGTCG-C-ACGGACGTTGATTAAATTTTAATATAAATGTATCTG---------------TGCTTGGTATATAATT--------------------GAAAGG

droEug1 scf7180000409711:321970-
322179 +

AGTTCATGTTAGTC-CCTAAGCGGTGTTGAGTTATATATA--TATAT------------TTTTCAA--GC-TGAG--ACCGGTGC--CTTCGGCCCAGCTGGAGTAGCTGCATCAGCGGCT-GGCCA--AAAGGCATT------------------------------------------------GAATCCAGC-GGTTGCTGCAGTTGCTCCAGCGCTGGAAG-C-ATGGGAGTTAAGTAAATTTTAATACAAATATATCAG---------------TGTTTGGTGCTTAAGT--------------------TAAAGG

droBia1 scf7180000302428:3096420-
3096627 +

AGTTCAAGTTAGTC-CCTAAGCGGTGTTGAGTTATATA----TATAT------------TTTTCAA--GC-TGAG--ACCGGTGC--GACCGGCCCAGTTGGAGCAGCTGCATCAGTGGCT-GGCTA--AGGGGTATC------------------------------------------------CAACGCAAC-GACTGCTGCAGTTGCTCCAGCGCCGGCAG-C-CCGGACGTTGAGTAAATTTTAATATAAATATATCCT---------------AGTGTGGTATTTAATT--------------------GTTGGG

droTak1 scf7180000415352:343051-
343262 +

AGTTCAAGTTAGTC-CCTAAGCGGTGTTGAGTTATATATA--TATAT------------TTTTCAA--GC-TGAG--ACCGCTGC--GTCCGGCTCAGTTGGAGCAGCTGCATCGGTGGCT-GGGAGCTAGAGGATTC------------------------------------------------GAGTCCAGC-GGCTGCTGCAGTTGCTCCAGCGCCGGCCG-C-ACGGACGTTGAGTAAATTTTAATAGAAATACACCTG---------------CTTTGTGTACTTAATT--------------------AGAAGG

droEle1 scf7180000491255:3452232-
3452451 -

AGTTCAAGTTAGTC-CCTAAGCGGTGTTGAGTTACATA----TATATATATAAATATATTTTTCAA--GC-TGAG--ACCGGTGC--TTCCGGCGCAGCTGGAGCAGCTGCATCGGTCGCT-GGCCA--ACAGCAATG------------------------------------------------GGATCCAGC-GGTCGATGCAGTTGCTCCAGCGCCGGCAG-C-CCGGACGTTGAGTAAATTGTAATAAAAATGTAATTG---------------TGTTGGCTATTCTATC--------------------GGAAGA

droRho1 scf7180000779902:48404-
48611 +

AGTTCAAGTTAGTC-CCTAAGCGGTGTTGAGTTATATA----TATAT------------TTTTCAA--GC-TGAG--ACCGGTGC--TTCCCGGCCTGCTGGACCAGCTGCATCAGTCGCT-GGCCA--AACGCTATC------------------------------------------------GGATCCAGC-GAATGCTGCAGTTGCTCCAGCGCCGGCAG-T-CCGGTCGTTGAGTAAATTGTAATAGAAATTTAACAG---------------TGTTGGGTATTTAATT--------------------AGAAGG

droFic1 scf7180000454107:485605-
485796 -

AGTTCAAGTTAGTC-CCTAAGCGGTGTTGAGTTATATA----TATAT------------TTTTCAA--GCTGAAGAACCCGGTGC--CTCCGGTCCGGCCGGAGCAACTGCATCAGTCGGT-GGCCG--AACGGGCGC------------------------------------------------TGATCCACA-GGTTGCTGCAGTTGCTCCAGCGCCGGCGG-C-ACGGTCGTTGAGTAAATTGTAATAGAA-TTTAACTG---------------TGTT--------------------------------------

droKik1 scf7180000302486:860835-
861045 -

AAC-AAAGTTAGTC-CCTAAGCGGTGTTGCGTTATCTA----TATAT------------TTTCCAAAAAC-TGAG--ACCGGCTT--TTTC---CCTCCTGGAGCAGCTGCAGCAGACGGT-GGCGG--AAGGCTAT----------------------------------------------------GCCACC-GATTTCTGTAACTGCTCCAGTGTCGGAAG-A-GCGGGCGTTGAGTAAATTCTAATTGAAATGTAGTCA---------------AATTTAAGCTATTATT-------TG--GG-TCTTG-GGAAAC

droAna3 scaffold_13337:13605795-
13606026 +

AGTTCAAGTTAGTA-CCTAAGCGGTGTTGAGTTATATATATATATAT------------TTTTCAA--GC-AGAG--CCCGGTGC--TTCCGGTCCAGTTGGAGCAACTGCAGCAGCCACT-GGACA--AGCT--AT------------TGCAGGTATGG--------------------------TGCTCCGGT-GGTGGCTGCAGTTGCTCCCACGTCGGAACACGAAGGGCGTTGAGTAAATTTTAATTGAAAATAATCTGTTAGTGGCCTCCTCCTGTTTTGT----AATT---------------------TAAGA

droBip1 scf7180000395832:550930-
551169 +

AGTTCAAGTTAGTA-CCTAAGCGGTGTTGAGTTATATATATATATAT------------TTTTCAA--GC-AGAG--CCCGGTGC--TTCCGGTCCAGTTGGAGCAACTGCAGCAGCCGCT-GGGCA--GACTTA--------------TGCAGATTTGG--------------------------TGCTCCAG--GGAGGCTGCAGTTGCTCCAGCGTCGGAAGTC-AAGGGTGTTGAGTAAATTTTAATTGAAAATAATATC---------------TGAGGGGTTTTTAAAAATGGATTCGGAGGTTAATGTGGATAG

dp5 XR_group8:696604-696794 + AGTTCCAGTTAGTTACCCAAGCGGTGTTGAGTTACATG----TATATTTTTT-----------AGA--AT-AAA----TTTTTGCATTGCGCCTGCCGCTGGAGCAGCTGCAGCAGCCG-------A--CGCTGTACTAGACAGTCCTCTG--GGC------------------------------GTAGTCACC-AGTTGCTGCAGCTGCTCCAGT--CGGCC----------A--GTGTAAATTGTGAACCAAATGTCTGTG---------------TGTTT-------------------------------------
droPer2 scaffold_32:787505-787698

-
AGTTCCAGTTAGTTACCTAAGCGGTGTTGAGTTACATG----TATATTTTTT-----------AGA--AT-AAA----TTTTTGCATTGCGCCTGCCGCTGGAGCAGCTGCAGCAGCCG-------A--CGCTGTACTAAACAGTCCTCTG--GGC------------------------------GTAGTCACC-AGTTGCTGCAGCTGCTCCAGT--CGGCC----------A--GTGTAAATTGTGAACCAAATGTCTCTG---------------TGTTTCGT----------------------------------

droVir3 scaffold_13049:10145191-
10145369 +

TTTTCT----AGAC-TTTAAGCTGCGTTAAGTTATATTTTTTAATTG------------ATTCCAA--GT-AAAG--AGCTCCGT--AGGCGCGGCAGCCGTAGCATGTGCAGCAATTGCT-GGACA--AGTGCT--------------GGTCCATATGGATGGCTTGCCCATTTGTGCCAGGATTTGGTTCAGT-GCGTGTTGCACCTGCTCCAGCGCCG----------------------------------------------------------------------------------------------------

droMoj3 scaffold_6680:10650109-
10650313 -

T--T-----CAGAC-TATAAGC---GTTAAGTTATATTTTTTATTTG------------ATTCAAA--GT-AAAG--AGCTCTGA--TAAGCGGTCAGCTGAAGCATGTGCAGCACAAGCT-GCACA--AATTCCCTG------------GTACCCATGGATGACGTTCCCA--TGACCCAGCGTCTAGTGCAGCTTCTTGCTGCACATGCTCCAGCGCCG--------------TTGAGCAAGT------A-AAAACTATATG----------------------------TGT--------------------GGAACA

droGri2 scaffold_15110:20710579-
20710663 +

AGAC--------TA-CATAAGCTACGTTAAGTTATATTTTTTAATTG------------ATTGCAA--GT-AAAG--AGCTCG----ATGCGCGCCAGCCGAAGCAGGTGCAGCA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

Generated: 09/09/2015 at 01:26 AM
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Flybase annnotation

Antisense to rescue_fragment [Sos[+t15.1]]; Antisense to breakpoint [Df(2L)b84h1:bk1]; Antisense to rescue_fragment [Sos[+t10]]; Antisense to breakpoint [Df(2L)Sco7:bk1]; Antisense to intron [CG16865-in]; Antisense to intron [CG16865-in]; Antisense to CDS [CG16865-cds]; Antisense to CDS [CG16865-cds]; Antisense to CDS [CG16865-cds]
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TCTCGCGCTGTTTGAATGAACAAAAAAAATGGTTAGTTTGAAAGAGTTGTAGGTTTGTTCGTAGATGATGCAATGATAGATTGGATTTCCTGCACCATTTACAAACCAACTTTAGCTGACAAACTTACCGCCTCGATTTCATCCTCCTCCTCGTCGATGGTAGA
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..................................................AGGTTTGTTCGTAGATGATGCA............................................................................................ 22 0 1 68.00 68 15 7 9 7 3 5 7 0 1 0 0 0 0 0 3 1 3 0 0 0 0 0 0 1 2 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................AGGTTTGTTCGTAGATGATGC............................................................................................. 21 0 1 46.00 46 11 8 3 6 7 0 0 0 2 0 0 1 0 3 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................AGGTTTGTTCGTAGATGATG.............................................................................................. 20 0 1 18.00 18 2 7 1 2 0 0 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................AGGTTTGTTCGTAGATGAT............................................................................................... 19 0 1 2.00 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................ATGATAGATTGGATTTCCTG........................................................................ 20 0 1 2.00 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................AGGTTTGTTCGTAGATGATGCAT........................................................................................... 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................TGTTCGTAGATGATGCAATGA........................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TTTGTTCGTAGATGATGCAATGA........................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TTTGTTCGTAGATGATGCAATG......................................................................................... 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AGAGCGCGACAAACTTACTTGTTTTTTTTACCAATCAAACTTTCTCAACATCCAAACAAGCATCTACTACGTTACTATCTAACCTAAAGGACGTGGTAAATGTTTGGTTGAAATCGACTGTTTGAATGGCGGAGCTAAAGTAGGAGGAGGAGCAGCTACCATCT

***********************************(((((....(((((.(((((.(((.(((((((.((((..((...........)).)))).))))))).))).))))))))))..))))).....***********************************
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...........................................................................................................................................GTAGGAGGAGGAGCAGCTACCATC. 24 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................GGTTGAAATCGACTGTTTGAA...................................... 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................CTCAACATCCAAACAAGCATCTACT................................................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................GGAGCTAAAGTAGGAGGAGGAGC........... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................GAGCTAAAGTAGGAGGAGGAGCAGCT....... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................AAAGTAGGAGGAGGAGCAGCTACCATCT 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:13812321-13812485 - dme_323 TCTCGCGCTGTTTG-------AATGAACAAA----AA-AAA-TGGTTAGTT-------TGAAAGAGTT-----GTAGGT---------TTGT--------TCGTAGATGATGC----------------AATG----ATAG-----------------------------------------ATTGGATTTCC--T--GCACCATTTACAAA------C------------------CA---ACTTTAGCTGACAA----ACTTACCGCCTCGATTTCATCCTCCTCCTCGTCGATGGTAGAC
droSim2 2l:13397739-13397901 - TCTCGCGCTGTTTG-------AATGAACA----A-AA-AAA-TGGTTAGTT-------TGAAAGATTT-----GTAGAT---------TTGT--------TCGTAGATGGTAC----------------AATG----ATAG-----------------------------------------ATTGGATTTCC--T--GCACCATTTACAAG-------------------------CT---AATTTAGCTGACAA----ACTTACCGCCTCGATTTCGTCCTCCTCCTCGTCGATGGTGGAC
droSec2 scaffold_3:77826-77988 - TCTCGCGCTGTTTG-------AATGAACA----A-AA-AAA-TGGTTAGTT-------TGAAAGATTT-----GTAGAT---------TTGT--------TCGTAGATGGTAC----------------AATG----ATAG-----------------------------------------ATTGGATTTCC--T--GCACCATTTACAAG-------------------------CT---AATTTAGCTGACAA----ACTTACCGCCTCGATTTCGTCCTCCTCCTCGTCGATGGTGGAC
droYak3 2L:10224200-10224365 - TCTCGCGCTGTTTA-------A-TG----GA----CA-AAA-TGTTTAGTT-------TCAAGGAGCT-----GTAGAT---------ATCT--------TCGTAAATGG-GC----------------AGTG----ATAATGTT---------------------------------TTGAATCGGATTTCC--T--GCACCATTTATAAG-------------------------CA---GCTTTAAGTGACAA----ACTCACCGCCTCGATTTCGTCCTCCTCCTCGTCGATAGTGGAC
droEre2 scaffold_4929:11653524-

11653690 +
TCTCGCGCTGTTTA-------A-TG----GA----CA-AAA-TGGTTAGTT-------TCACAGTGCT-----GTAGGT---------CTCT--------TCGTAAATGGGGC----------------AGTG----ATAGTGTT---------------------------------TTGAATCGGATTTCC--T--GCACCATTTACAAG-------------------------CA---GCTTTAGGTAACAA----ACTCACCGCCTCGATTTCGTCCTCCTCCTCATCGATAGTGGAC

droEug1 scf7180000409452:382030-
382134 -

TCTCGCGCTGTTTA-------A-TG----GA----AAAAAA-TTATAAGTA-------TAAGAGGTAT----------------TTA--------------------------------------------------------------------------------------------------------------------------------TGGCCAAA--------------------------ATAGACA----ACCTACCGCTTCGATTTCATCCTCCTCCTCGTCTATAGTGGAC

droBia1 scf7180000302408:2513636-
2513799 +

TCTCGCGCTGAGA---------GTAAATAA-----AA-AAATAAATTAATA-------------------------------------ATGTTAGCCT-TTTGTAAATGATGA----------------AAAG----GTCC--TTTTAGAT---------------------------TCTAA--GGAAGGCCAGT--GCACCATTTACAAC-------------------------GA---AC-TTCGGTGATCA----GCTTACCGCCTCGATTTCGTCCTCCTCCTCGTCGATGGTGGAC

droTak1 scf7180000416008:97959-
98033 -

CT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACACCGCTTACAAC-------------------------AG---ACTTTGGTTGACCA----GCTTACCGCCTCGATTTCGTCTTCCTCCTCGTCAATGGTGGAC

droEle1 scf7180000491338:1426561-
1426678 -

TCTCGCGCTATTTA-------A-TG----AA----AA-AAA-TGTTTAATA-------TGGTGGGATTACATGGTAGAT---------TTAA---ACT----GTAAA--------------------------------------------------------------------------------------------------------------------------------------------CGGTGACCA----ACTTACCGCCTCGATTTCATCCTCCTCCTCGTCGATGGTGGAC

droRho1 scf7180000780107:264842-
265054 +

TCTCGCGCTGTTTC-------A-AT----GA----AA-AAA-TGGTTATTA-------TGGTAGGATTTCATGATGGTT---------TTAA---CCTGTATGTAAAAGATGCAGCGTCATCTAGACACATATCTTGACCC--ATTTATATTGGATGTTGGATCAAAACAATTAAGATATTGAGCTGAA-TGC--T--CCACCGTTT---------------------------------------TA---AGTCA----ACTTACCGCTTCGATTTCATCTTCCTCCTCGTCGATGGTGGAC

droFic1 scf7180000453925:179138-
179303 +

TCTCGCGCTGTTTA-------A-TA----GA----TA-AAA-TGGTAAATTAGAAGAATGATA----A-----ATGGAT---------AACT--------TGATCAATTC-AC----------------ATAT----ATAA---A---------------------------------TTTAAGCTGATTTTC--T--GCACTGGTTACTAA-------------------------CA---ATTTCGGCTCTCAA----ACTTACCGCCTCTATTTCGTCCTCCTCCTCATCAATAGTAGAC

droKik1 scf7180000302236:147808-
147913 +

TCTCACGCTGTTTGTA---GAA-TGA-------G-AC-GA--------GTA-------TGAGG--------------AT---------CATT--------TC----------------------------------------------------------------------------------------------AT--------------GGATTTCTAAG--------------------------GCTAAAA----ACTTACCGCTTCAATTTCGTCTTCCTCCTCGTCGATGGTGGAC

droAna3 scaffold_12916:11966984-
11967097 +

TTTCACGCTGTATA-------A-AA----AA----AAAGAA-T-------T-------AACCC----------------AATTTTAGC------------------------------------------------------------------------------------------------------------AT--------------GGT------------TCGAGTTAT-AA---CAATATAATAAAAA----ACATACCGCTTCGATTTCATCCTCTTCCTCGTCGATGGTGGAT

droBip1 scf7180000396769:320910-
321021 +

TTTCACGCTAAAAA-------A-TA----AA----AA-AAA-TTAT---------------CG----------------AGTTTTCAT------------------------------------------------------------------------------------------------------------AT--------------TGT------------CCCTATTAT-AAAAAGAT---ATCCAAAA----ATGTACCGCTTCGATTTCATCCTCTTCCTCGTCGATGGTGGAT

dp5 4_group4:5911887-5912011 + TCTCGCGCTGTTTAAAATATAA-T-----------GA-AA--------GTA-------TAGCG----------------AATATTTGT------------------------------------------------------------------------------------------------------------AT--------------GTATGTCGAAGGTAATCGA-----GAA---CATTTAGTTGGTTG----GCTTACCGCTTCAATTTCGTCCTCCTCTTCGTCTATGGTGGAC
droPer2 scaffold_16:993219-993343 - TCTCGCGCTGTTTAAAATAGAA-TG-----------A-AA--------GTA-------TAGCG----------------AATATTTGT------------------------------------------------------------------------------------------------------------AT--------------GTATGTCGAAGGTAATCGA-----GAA---CATTTAGTTGGTTG----GCTTACCGCTTCAATTTCGTCCTCCTCTTCATCTATGGTGGAC
droWil2 scf2_1100000004585:7127546-

7127653 -
TCTCCCGCTAAAAA-------AGTA----CA----CA-AAA-TGATTAATA-------------------------------------ATCT--------TCGTAGATTA--------------------AGG----ATAA-----------------------------------------AACGATT----------------------------------------------------------------TTC----ACTTACCGCTTCAATTTCATCTTCTTCCTCATCAATGGTGGAA

droVir3 scaffold_12723:757533-
757640 -

TCTCTCGCTGTAGA-------A-TG----GAGAAACA-AAA-ATT---------------------------------------------------------------------------------------------------------------------------------------------------------GTATTATTCAAAAT-----------------AAAAG-----------GTTTGTGACCAGTTTTTATACCGCCTCAATTTCATCCTCCTCTTCGTCTATGGTGGAT

droMoj3 scaffold_6500:29287269-
29287372 -

TCTCACGCTGCAAT-------AAATATCA----G-TT-AAA-TATTTTGTA-------CAACAAATTC----------------TTAT------------------------------------------------------------------------------------------------------------A--------------------------------------------------TATTATTTG----GCTCACCGCCTCAATTTCATCCTCTTCCTCGTCTATTGTGGAT

droGri2 scaffold_15252:4288984-
4289099 -

TTTCGCGCTGTGGG-------A-AT----AA----CA-ACA-TTTATGGTT-------GTAA----------------------------------------------------------------------------------------------------------------------------------------------TTTACTACAGA------------CAATGATGT-ATGTAAT---TATTTTTAA----GCTTACCGCTTCAATTTCGTCCTCCTCTTCATCGATGGTGGAT
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AACGCTGCCGCCGCGTATTACCAGCCGGAATACATTCCCCTGGAGATCGGGTAGGTTGAATCGGTGGGGAACTGTGCGCACTTACCGCTAACGTAGCTATCAATGATTTCCCACCAACCGCCTTCCAGCTATGCCACTCATCCGTTGGAGCCCGTTGATGTTTCAAAGACACTGGACG

**************************************************..((((......(((((((((...((.(((((((....))).)).))...))....)))))))))....))))....***************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM609229

embryo 2-
6hr

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

GSM286605

2-6h #1
(8)

GSM609222

ML-DmBG1-
C1

GSM609224

female,
one day

V086

female
body,
aged

GSM286611

6-10h #2
(11)

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM286607

6-10h #1
(10)

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR031692

Total
small
RNAs from
Oregon R

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V091

fGS/OSS
total
Â 

GSM399107

male body
#2

S6

0-1,2-
6,6-
10h
embryo

GSM609234

CS Â male
total RNA
Â 

V079

Oxidation,
female
head

GSM609223

male, one
day

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1
V073

mbn2

SRR001347

ago2_untreated

V031

GM2
cell

SRR032092

mock
oxidized

V136

Male
aged
body

GSM180332

mid
embryo
(6-10)

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM467731

Dmel_loq_sRNAseq
GSM385744

OSS_s2

GSM322338

2-4day
pupae#2

GSM361908

s2-48
Biological
Replicate
#2

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

GSM343832

S2R+ cell

GSM609220

ML-DmD21
cell

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR001348

ago2_oxidized

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM609225

ML-DmBG3-
C2

V074

S3

SRR010953

Aub
heterozygotes,
oxidized

SRR010959

Ago3 IP in
heterozygotes

AGO3
GSM609219

GM2 cell

V077

cold,
female
head

GSM609242

s2+48 #2

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

V022

ML-
DmD32
cell

V037

Felix
sample
+mirtrons

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V078

Desiccation,
female head

V092

dcr-
2[G31R]
male
total
RNA Â 

V131

ML-
DmD16-
c3

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR029633

total
small RNAs
from hen1
homozygous
flies

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1
V144

OSC

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

V085

CME
W2
wing
disc

GSM609227

CMEW1
Cl.8+
cell

V015

DreRFHV148h

SRR001339

WT_females_non-
beta-eliminated

V006

r2d2 female:
possibly
heterozygous

V003

dsDcr-1
(katsutomo
RNA)

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM628272

ago2[414]
ovary
total RNA

GSM385822

OSS_s8

SRR001664

homozygous_dcr-
2_untreated

GSE24545

CS ovary
total
RNA

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

V012

Dcr2 male
(Katsutomo,
whole fly?)

V139

Cold_female_body

GSM609230

CS,ovary,AGO1IP

AGO1

SRR001346

ago2_beta-
eliminated

V096

loqsKO/f00791
ovary

V128

S3

V146

S1
cell

GSM609237

ago2[414]
ovary
total RNA

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V129

ML-
DmBG1-
c1

SRR001349

heterozygous_dcr-
2_untreated

GSM399106

female
body #2

GSM609239

IR- 2-
18hr

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1
GSM371638

S2-NP

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

..........................................................................................................TTTCCCACCAACCGCCTTCCA................................................... 21 0 1 8.00 8 0 0 0 0 0 0 0 3 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAGGTTGAATCGGTGGGGAA........................................................................................................... 21 0 1 5.00 5 0 3 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................TCCCACCAACCGCCTTCCAG.................................................. 20 0 1 3.00 3 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAGGTTGAATCGGTGGGGAACTG........................................................................................................ 24 0 1 3.00 3 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................TCCCACCAACCGCCTTCCAGT................................................. 21 1 1 3.00 3 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAGGTTGAATCGGTGGGGA............................................................................................................ 20 0 1 2.00 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................ATTTCCCACCAACCGCCTTCCA................................................... 22 0 1 2.00 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................GTTGGAGCCCGTTGATGTTT............... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................CATTCCCCTGGAGATCGG................................................................................................................................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................TTACCGCTAACGTAGCTG............................................................................... 18 1 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................TGGAGATCGGGTAGGTTGAAT..................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................ATTTCCCACCAACCGCCTTCCAG.................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................CATTCCCCTGGAGATCGA................................................................................................................................ 18 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................TTACCGCTAACGTAGCTGG.............................................................................. 19 2 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............GTATTACCAGCCGGAATAGCA............................................................................................................................................... 21 3 3 0.33 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................TTACCGCTAACGTAGCTTC.............................................................................. 19 2 4 0.25 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................TTACCGCTAACGTAGCTGA.............................................................................. 19 2 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TTGCGACGGCGGCGCATAATGGTCGGCCTTATGTAAGGGGACCTCTAGCCCATCCAACTTAGCCACCCCTTGACACGCGTGAATGGCGATTGCATCGATAGTTACTAAAGGGTGGTTGGCGGAAGGTCGATACGGTGAGTAGGCAACCTCGGGCAACTACAAAGTTTCTGTGACCTGC

***************************************************..((((......(((((((((...((.(((((((....))).)).))...))....)))))))))....))))....**************************************************
Read
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#
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Norm Total

GSM609222

ML-DmBG1-
C1

GSM609217

MLDmD20c5

V092

dcr-
2[G31R]
male
total
RNA Â 

V034

ML-
DmD16c3
cell

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V036

ML-
DmD20c5
cell

SRR031692

Total
small
RNAs from
Oregon R

GSM609225

ML-DmBG3-
C2

V077

cold,
female
head

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

V086

female
body,
aged

GSM609234

CS Â male
total RNA
Â 

V096

loqsKO/f00791
ovary

GSM371638

S2-NP

V008

S2-
DRSC

V091

fGS/OSS
total
Â 

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V073

mbn2

V139

Cold_female_body

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

V079

Oxidation,
female
head

GSM609248

ML-DmD9
cell

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM628272

ago2[414]
ovary
total RNA

GSM609219

GM2 cell

GSM399110

KC-48 #2

SRR001339

WT_females_non-
beta-eliminated

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V085

CME
W2
wing
disc

GSM379057

Krimp
Mutant

GSM467729

Dmel_wt_sRNAseq

GSM467730

Dmel_r2d2_sRNAseq

GSM399107

male body
#2

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V129

ML-
DmBG1-
c1

V131

ML-
DmD16-
c3

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

V015

DreRFHV148h

SRR010953

Aub
heterozygotes,
oxidized

V136

Male
aged
body

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR001344

dcr-
2_beta-
eliminated

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR001341

WT_males_non-
beta-
eliminated

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM399106

female
body #2

V032

S1
cell

V074

S3

SRR001345

ago2_non-
beta-
eliminated

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

V148

mbn2

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

GSM609224
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...............................................................................................................GTGGTTGGCGGAAGGTCGAT............................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................TGACACGCGTGAATGGCGATT....................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TGCATCGATAGTTACTAAA..................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................CTACTAAAGGGTGGTTGGC.......................................................... 19 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:11928400-11928577 + byn_in6 AACGCTGCCG---CCGCGTATTACCAGCCGGAATACATTCCCCTGGAGATCGGGTAGGTTGAATCGG----------------TG-GGGAA-----------CTGTGCGCACTTAC-CGCTAACGTAGCTATCAATGATTTCCCACC--AA-------CC-----GCCTTCCAGCTATGCC---ACTCATCCGTTGGAGCCCGTTGATGTTTCAAAGACACTGGACG
droSim2 3l:11632161-11632338 + dsi_548 AACGCTGCCG---CCGCGTACTACCAGCCGGAGTACATTCCCCTGGAAATCGGGTAGGTTGAATCGG----------------TG-GGGAA-----------CTGTGCTCACTTAC-CGCTAACGTAGCTATCAATGATTTCCCGCC--AC-------CC-----GCCTTCCAGCTATGCC---ACTCATCCGTTGGAGCCCGTTGATGTATCAAAGACATTGGACG
droSec2 scaffold_0:4117027-4117204 + AACGCTGCCG---CCGCGTACTACCAGCCGGAGTACATTCCCCTGGAAATCGGGTAGGTTGAATCGG----------------TG-GGGAA-----------CTGTGCTCACTTAC-CGCTAACGTAGCTATCAATGATTTCCCGCC--AC-------CC-----GCCTTCCAGTTATGCC---ACTCATCCGTTGGAGCCCGTTGATGTATCAAAGACACTGGACG
droYak3 3L:11973525-11973702 + AACGCTGCCG---CCGCATACTATCAGCCGGAGTACATTCCTTTGGAGATCGGGTAGGTTGAATCGG----------------TG-GGGAA-----------CTGTGCGCACTTAC-CGCTAACGTAGCTATCAATGATTTCCCGCC--AC-------CC-----GCCTTCCAGCTATGCC---ACTCATCCGTTGGAGCCCGTTGATGTTTCAAAGACACTGGACG
droEre2 scaffold_4784:11918220-

11918397 +
AACGCTGCCG---CGGCGTACTATCAGCCGGAGTACATTCCCCTGGAGATCGGGTAGGTTGAATCGG----------------TG-GGGAA-----------CTGTGCGCACTTAC-CGCTAACGTAGCTATCAATGATTTCCCGCC--AC-------CC-----GCCTTCCAGCTATGCC---ACTCATCCGTTGGAGCCCGTTGATGTTTCAAAGACACTGGACG

droEug1 scf7180000409711:3810865-
3811042 +

AACGCGGCCG---CTGCTTACTATCAGCCGGAGTACATTCCACTGGAGATCGGGTAGGTTGAATCGG----------------TG-GGGAA-----------CTGTGCGCTCTTAC-CGCTAACGTAGCTATCAATGATTTCCCGCC--AC-------CC-----GCCTTGCAGCTATACC---ACTCATCCGTTGGAACCTGTGGAAGTATCGAAGTCGCTGGACG

droBia1 scf7180000302428:4171584-
4171762 +

AACGCCGCCG---CCGCGTACTACCAGCCGGAGTACATTCCTCTGGAGATCGGGTAGGTTGAATCGG----------------TG-GGGAA-----------CTGTGCGCTCTTACCCGCTAACGTAGCTATCAATGATTCCCCGCC--AC-------CC-----GCCTTGCAGCTATGCC---ACCCATCCGCTGGAGCCCGTGGAGGTATCGAAGACGCTGGACG

droTak1 scf7180000415392:354815-
354997 +

AATGCCGCCG---CCGCGTATTACCAGCCGGAGTACATTCCCCTGGAGATCGGGTAGGTTGAATCGG----------------TGTGGGAA-----------CTGTGCGCTCTTAC-CGCTAACGTAGCTATCAATGATTCCCCGCCC-ACCCGC----C-----ACCTTGCAGCTATGCC---ACCCATCCGCTGGAGCCCGTGGAGGTATCGAAGACGCTGGACG

droEle1 scf7180000491193:3835632-
3835810 +

AACGCCGCGG---CCGCCTACTACCAGCCGGAGTACATTCCCCTGGAGATCGGGTAGGTTGAATCGT----------------TG-GGGAA-----------CTGTGCGCTCTTAC-CGCTAACGTAGCTATCAATGATTCCCCGCCA-AC-------CC-----GCCTTGCAGCTACGCC---GCCCATCCGCTGGAGCCCGTGGAGGTATCGAAGACGCTGGACG

droRho1 scf7180000780179:48512-48693
-

AACGCCGCGG---CCGCCTACTACCAGCCGGAGTACATTCCCCTGGAGATCGGGTAGGTTAAATCGG------------TCGGTG-GGGAA-----------CTGTGCGCTCTTAC-CGCTAACGTAGCTATCAATGATTCCCCGCC--AC-------CC-----GCCTTGCAGCTACGCC---ACCCATCCGCTGGAGCCCGTGGAGGTATCGAAGACGCTGGACG

droFic1 scf7180000454113:2729031-
2729226 -

AACGCCGCCGCCGCTGCGTACTACCAACCGGAGTATATACCCCTGGAAATCGGGTAGGTTGAATCGG--GG----GAGTTCGGGG-GGGAA-----------CTGTGCGATCTTAC-CGCTAACGTAGCTATCAATGATTCCCGCGCCCAAACCCGA---------AATTGCAGCTATGCC---AGCCATCCGTTGGAGCCCGTGGAGGTATCGAAGTCGCTGGACG

droKik1 scf7180000302391:894426-
894602 -

AATGCAGCGG---CCGCTTACTACCAGCCGGAGTACATTCCCCTGGAGATCGGGTAGGTTACTTTGG----------------TG-GGGAA-----------CTGTGCGCTCTTAC-CGCTAACGTAGCTATCAATGAATCC-CGCC--AC-------CC-----GCCTTACAGTTACGCC---GCCCACCCCCTGGAGCCTGTAGACGTTTCGAAGACACTGGACG

droAna3 scaffold_13337:6179002-
6179181 +

AATGCCGCTG---CGGCATACTACCAGCCGGAGTACATTCCACTGGAAATCGGGTAGGTTATATCGG---------------CCG-GGGAA-----------CTGTGCACACTTAC-CGCTAACGTAGCTATCAATGATTCTTCACCC-GC-------CC-----ACCTTACAGTTACGCC---GCCCATCCGCTGGAGCCCGTGGACGTGTCCAAGACGCTGGACG

droBip1 scf7180000396419:121902-
122081 +

AATGCAGCCG---CGGCATACTACCAACCGGAGTACATTCCACTAGAAATTGGGTAGGTTATATCGG----------------CCGGTGAA-----------CTGTGCACACTTAC-CGCTAACGTAGCTATCAATGATTCTCCCCCC-GC-------CC-----GCCTTGCAGTTACGCC---GCCCACCCGCTGGAGCCCGTGGATGTGTCCAAGACGCTGGACG

dp5 XR_group6:1915621-1915817 + AATGCAGCAGCAGCCGCCTACTACCAGCCGGAGTACATACCGCTGGAAATCGGGTAGGTGTT-----GGGTGTGCCAG---GAT-CGGGAA-----------CTTTATCCACTTAT-CGCTAAAGTAGTTATCAATGATTCCCCTCTCGAATCGCGT-TC-----TGCTTACAGCTACGCC---TCCCATCCTCTGGAGCCCGTGGACGTTTCGAAGGCGCTGGACG
droPer2 scaffold_9:211448-211644 + AATGCAGCAGCAGCCGCCTACTACCAGCCGGAGTACATACCGCTGGAAATCGGGTAGGTGTT-----GGGAGTGCCAG---GAT-CGGGAA-----------CTTTATCCACTTAT-CGCTAAAGTAGTTATCAATGATTCCCCTCTCGAATCGCGT-TC-----TGCTTACAGCTACGCC---TCCCATCCTCTGGAGCCCGTGGACGTTTCGAAGGCGCTGGACG
droWil2 scf2_1100000004762:5784691-

5784883 -
AATCCTGCTG---CAGCCTACTATCAGCCGGAGTATATACCCCTAGAAATTGGGTAAGTTGCAACGA----------------AG-AGGAAGGCATAAATATCTATATATTTCTAACTCCAAAATCAGTTATCAATGAATTCGCACC--CT-------AA-----ATTTCACAGTTATGCCACCACTCATCCCCTGGAGCCGGTGGATGTAACGAAATCGCTTGAAG

droVir3 scaffold_13049:16976775-
16976972 +

AACGCGGCTG---CGGCCTATTACCAGCCGGAGTATATACCACTAGAGATAGGGTAAGTGAT-----TGGGCAGCCAGTTGAAC-CGCGAA-----------CTCTACACCTATAT-CGCTAAAGTAGCTATCAATGATTCCACTCTCGAATCGCGATAC-----ATGTTACAGCTATGCC---ACCCATCCGCTGGAGCCCGTAGACGTTACGAAGACGCTTGATG

droMoj3 scaffold_6680:19707237-
19707434 -

AACGCGGCCG---CAGCCTATTATCAGCCGGAGTATATACCGCTCGAGATAGGGTAAGTGAT--TGG---GGAGCCAGTTGCGC-CGCGAA-----------CTCTACACTTATAT-CGCTAAAGTAGCTATCAATGATTCCACTCTCGAATCGCGAAAT-----ACGTTACAGCTATGCC---ACCCATCCGCTGGAGCCCGTGGACGTAACGAAGACGCTCGATG

droGri2 scaffold_15110:15191291-
15191495 -

AATTCGGCTC---CTGCGTACTACCAGCCCGAGTATATACCACTTGAGATTGGGTAAGTGAT-----GGGGCGACCAGTTGAAA-CGCGAA-----------CTCTGCACTCATAT-CGCTAAAGTAGCTATCAATGATTCCACTCTCGAATCGCGA-ACTATGTATTTTACAGCTATGCCACCACCCACCCGCTGGAGCCAGTGGACGTCACAAAGACACTCGATG
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TTATATCGGGCTGCGTCATTCTGCCGCTGTCTCTGCCGCTGCTACTGCCTCTGCCACCGCGATATCAGGCTTCTAGTATCAGCCTCTGTCGCTGTCGCCGACGCAGTGGGCGCTCATTTCGCTTAGCTGCTAAGCGATTTCCTTGGAGAAATTC
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.................................................TCTGCCACCGCGATATCAGGCTT.................................................................................. 23 0 1 34.00 34 19 0 0 0 4 0 0 2 1 1 0 0 1 0 0 0 0 0 0 0 0 1 1 0 1 0 1 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TCTGCCACCGCGATATCAGGCT................................................................................... 22 0 1 31.00 31 22 0 0 0 0 0 1 0 0 0 1 1 0 1 0 0 0 1 0 0 0 0 0 1 0 0 0 1 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.TATATCGGGCTGCGTCATTCTGCCGC............................................................................................................................... 26 0 1 4.00 4 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TCTGCCACCGCGATATCAGGC.................................................................................... 21 0 1 3.00 3 2 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TCTGCCACCGCGATATCAGGCTTCT................................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................TCTCTGCCGCTGCTACTGCCTCTGC.................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................GCTGTCGCCGACGCAGTGGGCG.......................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TCTGCCACCGCGATATCAGGCTTT................................................................................. 24 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................GCGATATCAGGCTTCTAGTATCAGCCTCTG.................................................................. 30 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TCTGCCACCGCGATATCAGGCC................................................................................... 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................CTAGTATCAGCCTCTGTCGCATG........................................................... 23 3 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTATATCGGGCTGCGTCATTCTGCC................................................................................................................................. 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................TCTGCCACCGCGATATCAGGCTTC................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AATATAGCCCGACGCAGTAAGACGGCGACAGAGACGGCGACGATGACGGAGACGGTGGCGCTATAGTCCGAAGATCATAGTCGGAGACAGCGACAGCGGCTGCGTCACCCGCGAGTAAAGCGAATCGACGATTCGCTAAAGGAACCTCTTTAAG

***********************************..((..(((((((.((.((.((.((((((..(((((.........))))).)))))).)).)).)).)))))))..))......***********************************
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0-1d
Pupae (w)

SRR010953

Aub
heterozygotes,
oxidized

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]
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............................................GACGGAGACGGTGGCGCTATAG........................................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................ACAGCGACAGCGGCTGCGTCAC.............................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................ATGACGGAGACGGTGGCGCTATAGTCC..................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................GATGACGGAGACGGTGGCGCT............................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................GTAAGACGGCGACAGAGA........................................................................................................................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:1657210-1657364 + dme_280 ATT--ATATCGGG--CTGCGTCATTC----------TGCCGCTGTCTCTGCCGCTGCTACTGCCTCT------------GCCACCGCGATATCAG---GCT---------TCTAGTATCAGCCTCTGTCGC---------------------------TGTCGCCGACG------------------CAGTGGGC----------------------------GCTCA-------TTTCGCTTAGCTGCTAAGCGA-TTTCC-TTGGAGAAATTC
droSim2 3r:1541898-1542052 + ATT--ATATCGGA--CTGCGCCATTC----------TGCCGCTGTCTCTGCCGCTGCCACTGCCTCT------------GCCACCGCGATATCAG---GCT---------TCTAGTATCAGCCTCTGTCGC---------------------------AGTCGCCGACG------------------CAGTGGGC----------------------------GCTTA-------TTTCGCTTAGCTGCTAAGCGA-TTTCC-TTAGAGAAATTC
droSec2 scaffold_6:1761014-1761168 + ATT--ATATCGGA--CTGCGCCATTC----------TGCCGCTGTCTCTGCCGCAGCCACTGCCTCT------------GCCACCGCGATATCAG---GCT---------TCTAGTATCAGCCTCTGTCGC---------------------------AGTCGCCGACG------------------CAGTGGGC----------------------------GCTTA-------TTTCGCTTAGCTGCTAAGCGA-TTTCC-TTGGAGAAATTC
droYak3 3R:17604718-17604860 + ATT--ATATCGGG--CGGCGCACTT----------------------CTGCCGCGGACGCTGCCTCT------------GCCACCGCGATATCAG---GCT---------TCTAGTATCAGCCTCTGTCGC---------------------------AGTCGCCGACG------------------CAGTTGCC----------------------------GCTTA-------TTTTGCTTAGCTGCTAAGCGA-TTTCC-TTGGAGAAATTC
droEre2 scaffold_4770:1921806-1921948

+
ATT--ATATCGGG--CTACGTAACT----------------------CAGCCGCGGACGCTGTCTCT------------GCCACCGCGATATCAG---GCT---------TCTAGTATCAGCCTCTGTCGC---------------------------CGTCGCCGACG------------------CAGCTGCC----------------------------GCTTA-------TTTCGCTTAGCTGCTAAGCGA-TTTCC-TTGGAGAAATTC

droEug1 scf7180000409766:626364-
626514 +

ATT--GTATCGAG--CTGC----TGC----------TGCCAGCGTTTCAGCTGCGGCCGCTGCCTCT------------GCCACCGCGATATCAG---GCT---------CCCAGTATCAGCCTCTGTCGC---------------------------GGTCGCCGTCG------------------CAGTCGCC----------------------------GCCCA-------TTTCGCTTAGCTGCTAAGCGA-TTTCC-TTGGAGAAATTC

droBia1 scf7180000302155:3095152-
3095298 -

ATT--ATAACGGC--CCGC-----------------TGCCG-GGTCGCTGCTGCGGCCGCTGCCTCT------------GCCACCGCGGTATCAG---GCT---------TTCAGTATCAGCCTCTGTCGC---------------------------GGTCGCCGTCG------------------CAGTCGCC----------------------------GCTTA-------TTTCGCTTAGCTGCTAAGCGA-TTTCC-TTGGAGAAATTC

droTak1 scf7180000415754:93221-93371
-

ATT--TTATCGGG--CTGC----TGC----------TGCCGACGGCGCTGCTGCTGTCGCTGCCTCT------------GTCAACGCGCTATCAG---GCC---------TTCAATATCAGCCTCTGTCGC---------------------------AGTCGCCGTCG------------------CAGTCGCC----------------------------GCTTA-------TTTCGCTTAGCTGCTAAGCGA-TTTCC-TTGGAGAAATTC

droEle1 scf7180000491278:332706-
332867 +

CTT--ATATCGGG--CTGC----TGC----------TGCCGACGTCGCTGCCGCGGCCACTGCCTCT------------GCCACTGCGATATCAG---GCT----------CTAGTATCAGCCTCTGTCGC---------------------------AGTCGCCGTCG------CAGTCGCCGTCGCAGTCGCC----------------------------GCCAA-------TTTCGCTTAGCTGCTAAGCGA-TTCCC-TTGGAGAAATTC

droRho1 scf7180000780263:23722-23829
-

CTT--ATATCGGG--CTGC--------------------------------------------CTCT----------------------------------------------------------------NNNNNNNNNNNNNNNNNNNNNNNNNNNAGTCGCCGTCG------------------CAGTCGCC----------------------------GCTAA-------TTTCGCTTAGCTGCTAAGCGA-TTCCC-TTGGAGAAATTC

droFic1 scf7180000453850:1075811-
1075943 +

GCT--AATTCGGA--C--------------------------------TGCCGCGGCCACTGCCTCT------------GCCACTGCGATATCTG---GCT---------TTTAGTATCAGCCTCTGCCGC---------------------------AGTCGCCGTCG------------------CAGTCGCC----------------------------GCTTA-------TTTCGCTTAGCTGCTAAGCGA-TTTCC-TTGGAGAAATTC

droKik1 scf7180000302276:347200-
347361 -

ATT--ATATCGGC--C--------T----------------------CTGCTGCTGCCACTGCCTCTGCCACT------GTCACTGCGATATCAGG--GCT---------CTTTGTATCAGCCTCTGTCGC---------------------------AGTCGCAGTTG------CCGTCGCAGTCGCAGTCGCC----------------------------GCTGATGGCGATTTTCGTTTAGCTGCTAAGCGCCTTTCC-TTGGAGAATTTC

droAna3 scaffold_13340:18448293-
18448488 -

ATT--ATGTCGGT----G----GTTC----------GTGAG------CTGCCTCGGCCATTGCCTCGGCCTCT------GCCACTGCTATGTAGT---GCTCTCGTCTGATATGGGGTTAG-CTCTGTCGC---------------------------AGTCGCAGTCGTCGTGGACGTGGACGTCGCCCTCG------TA-GCTCTGCCGCTATT-AGTACCGCCGA-------TTTCGTTTATTTGCTAAGCGCGTTTCC-TTGGAGAAATTC

droBip1 scf7180000396708:4918459-
4918630 +

GA--------------------------------------G------CTGCCTCGGCCACTGCCTCGGCCTCT------GCCACTGCCATATAGT---GCTCTCGTTTGATATGGGGTTAG-CTCTGTCGC---------------------------AGTCGCAGTCG------TCGTGGACGTCGCCCTCG------TA-GCTCTGCCGCCATT-AGTACCGCCGA-------TTTCGTTTATTTGCTAAGCGAGTTTCC-TTGGAGAAATTC

dp5 2:16117731-16117861 - ATA--ATATCGTA--TACCGT-ATAC----------GGCTG-------CGCTGCTGCCACTGTCACT------------GCTGCC-----------------------------GTCACAGTCGCCGTTGC---------------------------TGCTGGCGTCG------------------CTGTGGCC----------------------------ATCGA-------TTTCGTTTCGATGTTAAGCGCGTTTCC-TTTGAGAAATTC
droPer2 scaffold_0:4287817-4287947 + ATT--ATATCGTA--TACCGT-ATAC----------GGCTG-------CGCTGCTGCCACTGTCACT------------GCTGCC-----------------------------GTCACAGTCGCCGTTGC---------------------------TGCTGGCGTCG------------------CTGTGGCC----------------------------ATCGA-------TTTCGTTTCGATGTTAAGCGCGTTTCC-TTTGAGAAATTC
droWil2 scf2_1100000004943:15324692-

15324835 +
--T--ATATCGCG--TTG-----------------------------------CTGCCAACGTCGGC------------GTCGCTGCGACTTC-A---ACT---------GTTCATATCAGTTGGCGTTG-----------------------------GTCGCCGACG------------------TCGCAA------TA-ACTATGT----ATATACAAACGTTGA-------TTTTGTTTAGCTGCTCAACGTTTTTCCTTCGGAGACATTC

droVir3 scaffold_13047:13194460-
13194638 -

AATGCAAATCGAA----GCGTCAGTGCGCAGTCGACGCTGG-------CGTCGCTG---------CT------------GCTGTCGCGCTATGCGTACGCA--CATAT--GTACATATCAAT---TGACGA---------------------------CGCCG-CGTCG------------------CAGTCGACGCGCTGCGCTGGGT----CTT-GGCAGCGTTGG-----CTTTTAGCTGTGCTGTTAAGCGCGTTTCC-TTAGAGAAATTC

droGri2 scaffold_15110:16820638-
16820742 +

GCG--CT-TAGGGGGTT--GCCTCT----------------------CTGCCACTGCCACTGCCTCTGCCACTGCCACTGCCA-----------------------------------CTGCCCCTGCCAC---------------------------AATCGCTGTCG------------------CTGCCGCT-------------------------------------------------GCCGCCATGCGA-GTGCA-------------
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Flybase annnotation

transposable_element_insertion_site [P{GawB}NP4245]; five_prime_UTR [CG31814-u5]; breakpoint [Df(2L)ED8181:bk2]; Antisense to transposable_element_insertion_site [P{RS3}CB-0522-3]; transposable_element_insertion_site [P{GSV6}GS10962]; transposable_element_insertion_site [P{wHy}CG31814[DG09401]]; breakpoint [Df(2L)ED790:bk2]; Antisense to transposable_element_insertion_site [P{GawB}NP1132]; breakpoint [Df(2L)ED8183:bk2]; transposable_element_insertion_site [P{GSV6}GS12950]; breakpoint [Df(2L)ED789:bk2]; transposable_element_insertion_site [P{GSV6}GS10783]
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GCATCGTCGTTTGGGGCCATTATTGCAGTGGCTTTTCCACCAATGAAGTCGTCCGACCGTTCAGTCGTGAATCGGGCTTTCAACTGAACGGACGGACTGTGCCCACAGCGAGGGTCGCCACGAAACTATCTGACGTGCGAGTTGCGATT
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.................................................................................AACTGAACGGACGGACTG.................................................. 18 0 1 61.00 61 15 10 15 0 1 3 2 0 0 1 0 1 2 1 0 0 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................CAACTGAACGGACGGACTGTGC............................................... 22 0 1 35.00 35 13 4 0 0 2 0 0 2 0 2 1 0 0 0 1 1 0 0 0 0 0 0 1 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................CAACTGAACGGACGGACTGTG................................................ 21 0 1 7.00 7 3 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................CAACTGAACGGACGGACTGTGT............................................... 22 1 1 6.00 6 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................ACTGAACGGACGGACTGT................................................. 18 0 1 6.00 6 5 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................AACTGAACGGACGGACTGT................................................. 19 0 1 5.00 5 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................CAACTGAACGGACGGACTGTT................................................ 21 1 1 4.00 4 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................CAACTGAACGGACGGACTGTA................................................ 21 1 1 4.00 4 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................TTTCAACTGAACGGACGGACT................................................... 21 0 1 4.00 4 0 0 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................ACTGAACGGACGGACTGTGCCCA............................................ 23 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................CAACTGAACGGACGGACTGTGCATC............................................ 25 3 1 3.00 3 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................TTTCAACTGAACGGACGGACTG.................................................. 22 0 1 3.00 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................AACTGAACGGACGGACTGTGC............................................... 21 0 1 3.00 3 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................AACTGAACGGACGGACTGTGCCCACAGC........................................ 28 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................CAACTGAACGGACGGACTGTAA............................................... 22 2 1 2.00 2 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................ACTGAACGGACGGACTG.................................................. 17 0 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................CAACTGAACGGACGGACTGT................................................. 20 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................AACTGAACGGACGGACTGTGCC.............................................. 22 0 1 2.00 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................AACTGAACGGACGGACTGTG................................................ 20 0 1 2.00 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................TCAACTGAACGGACGGACTG.................................................. 20 0 1 2.00 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................CAACTGAACGGACGGACTGTTT............................................... 22 2 1 2.00 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................GGGCTTTCAACTGAACGGACGGACT................................................... 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................CAACTGAACGGACGGACTG.................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................GGGCTTTCAACTGAACGGA......................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................ACCAATGAAGTCGTCCGACCGT......................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................GAACGGACGGACTGTGCC.............................................. 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................TCAACTGAACGGACGGAC.................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................GGCTTTCAACTGAACGGACGGAC.................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................ACTGAACGGACGGACTGTGC............................................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................ACTGAACGGACGGACTGTGCCCACAGC........................................ 27 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................GTCGTCCGACCGTTCAGTCGT................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................AACTGAACGGACGGACTGTGCCCA............................................ 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................CTTTCAACTGAACGGACGGACTG.................................................. 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................ATCTGACGTGCGAGTTGC.... 18 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................CAACTGAACGGACGGACTGTGCCTC............................................ 25 2 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................GGCTTTCAACTGAACGGACGGACTG.................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................ACTGAACGGACGGACTGTGCC.............................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................ACAGCGAGGGTCGCCACG........................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................AACTGAACGGACGGACTGTGCCC............................................. 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................TTCAACTGAACGGACGGACTG.................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................GCTTTCAACTGAACGGACGGACTG.................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................CAACTGAACGGACGGACTGTGA............................................... 22 1 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................AACTGAACGGACGGACTGTGCCCAATC......................................... 27 3 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................TTCAACTGAACGGACGGACATC................................................. 22 3 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................AACTGAACGGACGGACTGAT................................................ 20 2 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CGTAGCAGCAAACCCCGGTAATAACGTCACCGAAAAGGTGGTTACTTCAGCAGGCTGGCAAGTCAGCACTTAGCCCGAAAGTTGACTTGCCTGCCTGACACGGGTGTCGCTCCCAGCGGTGCTTTGATAGACTGCACGCTCAACGCTAA

***********************************((.............(((((.((((((((...((((.......)))).)))))))).)))))...............))***********************************
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............................................CTTCAGCAGGCTGGCAAG....................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................GTGTGCTTTGATAGACTG............... 18 2 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:13717223-13717372 - dme_282 GCATCGTCGTTT----GGGGCCATTATTGCAGTGGCTTTTCCACCAAT-GAAGTCGTCCGAC-----CGTTCAGTCGTGAATCGGGCTTTCAACTGAACGGACGGACTGTGC--------C--CACAGCGA--GGGTC-------------------GCCACGAAACTATC-----TGACGTG---------------------CGA---GTTGCGATTC
droSim2 2l:13303721-13303869 - GCATCGTCGTTT-----GGGCCATTATTGCAGTGCCTTTTCCACCAAT-GAAGTCGTCCGCC-----CGTTCAGTCGTGAATCGGGCTTTCAACTGAACGGACGGACTGTGC--------C--CGCAGCGA--GGGTC-------------------GCTACGAAACTAAC-----TGACGTG---------------------CGA---GTTGCGATTC
droSec2 scaffold_16:1844565-1844713

-
GCATCGTCGTTT-----GGGCCATTATTGCAGTGCCTTTTCCACCAAT-GAAGTCGTCCGCC-----CGTTCAGTCGTGAATCGGGCTTTCAACTGAACGGACGGACTGTGC--------C--CGCAGCGA--GGGTC-------------------GCTACGAAACTAAC-----TGACGTG---------------------CGA---GTTGCGATTT

droYak3 2L:10127943-10128096 - GCATCGTCGTTT-----GGGCCATTGTTGCAGTGACTTTTCCACCAAT-GAAGTCGTCCGCT-----CGTTCAGTCGTGAATCGGGCTTTCAACTGAACGGACGGTCTGTGCGAGG-GTCC----CAGCGA--GGGTC-------------------GCCACGAAACTATC-----TGACGTG---------------------CGA---GTTGCGATTC
droEre2 scaffold_4929:11749141-

11749289 +
GCATCGTCGTTT-----GGGCCATTATTGCAGTGCCTTTTCCACCAAT-GAAGTCGTCCGCC-----CGTTCAGTCGCGAATCGGGCTTTCAACTGAACGGACGGTCTGTGC--------C--CCCAGCGA--GGGTC-------------------GCCACGAAACTATC-----TGACGTG---------------------CGA---GTTGCGATTC

droEug1 scf7180000409452:288623-
288774 -

CCATCGTCGT-GGGTTTGGGCCATTATGGCAAGGGCTTTTCCACCAATTGAAGTCGTCCGCA-----AGTTTAGTCGTGAATCGGGCTTTCAACTGAACGGACGGTCTGTGC--------T----CAGCGA--GGGTC-------------------GCCACGAAACTATC-----TAACGCG---------------------CTA---CTTGCGATCC

droBia1 scf7180000302408:2627985-
2628131 +

GCATCGTCGTTT-----GGGCCATTATGGCAGGGGCTTTTCCACCAAT-GAAGTCGTCCGCC-----CGTTCAGTCGTGAATCGGGCTTTCAACTGAACGGACGGTCCGCGG--------C----CAGCGA--GGGTC-------------------GCCACGAAACTATC-----TGAAGTG---------------------CGA---GTTGCGAAAC

droTak1 scf7180000410668:24921-
25080 +

GCATCGTCGCTTCGTTTGGACCATTAAAGCCAGGGCATTTCCACCAATTGAAGTCGTCCGCC-----CGTTCAGTCGTGAATCGGGCTTTCAACTGAACGGACGGTCTGCGC--------C----CAGCGA--GGGTC-------------------GCCACGAAACTATC-----TGACGCGCGAC--------------GCGAGA---CTTGCGATCG

droEle1 scf7180000491338:1323484-
1323641 -

GCATCGTCGTTT-----GGGCCAT---GACTGGGGCTTTTTAACCAAT-GAAGTCCTCCGCC-----CGTTCAGTCGTGAATCGGGCTTTCAACTGAACGGACGGTCTGCGC--------C----CAGCGA--GGGTC-------------------GATACGAAACTATC-----TGACGTGCGTTTGGCTAT-------TTGCGA---TTTGCGATCA

droRho1 scf7180000780107:366813-
366955 +

GCATCGTCGTTT-----GGGCCAT---GACTCGGGCTTTTCCACCAAT-GAAGTCCTCCGCC-----CGTTCAGTCGTGAATCGGACTTTCAACTGAACGGACGGTCTGTGC-------------CAACGA--GGGTC-------------------GCCACAAAACTATC-----TGACGTG---------------------CGA---TTTGCGATCC

droFic1 scf7180000453925:281148-
281291 +

GCATCGTCGTTT-----GGGCCAC---GGCAGGGGTCGTTCCACCAAT-GAAGTCGTCCGCT-----CGTTTAGTCGTGAATCGGGCTTTCAAGCAAACGGACGGTCTGCGC--------C----CAGCGA--GGGTC-------------------GCCACGAAACTATC-----TGAGGCG---------------------CGA---CTTGCGATCC

droKik1 scf7180000302236:267096-
267261 +

GGTGCGTCGTTT-----GGGCCAC---GGCTAAGGATTTTCCACCAATGAAGGTCGGCCGTC-----CGCTCAGTTGTATTTCGGGCTTTCAACTGAACGGACGGCCTGCGC--------C----CAACGA--GGGTC-------------------GCCACGGAACTATC-----TGACGTGCGTTTAGCGAACTCCGAACTGCGA---ACAGCGATCC

droAna3 scaffold_12943:1775100-
1775251 -

GCATCGTCTTTT-----TGGCCGT---GGCAAGGGAATTTCCACCAAT-AGAGTCGGCCGCC-----CTGTCAGTCGTGCTACGGGCTTTCATCTGAACGGACGGACAGCGC--------C----CAGCGA--GGGTC-------------------GCCACGAAACTATT-----TGACGTGTGATT-------------TAGCGA---TTTGCGATCC

droBip1 scf7180000396728:1461094-
1461246 +

GCATCGTCGTTT-----TGGCCGT---GGCAAGGGAATTTCCACCAAT-GGAGTCGGCCGCCC----CTGTCAGTCGTGCAACGGGCTTTCATCTGAACGGACGGACTGCGC--------C----CAGCGA--GGGTC-------------------GCCACGAAACTATT-----TGACGTGCGATT-------------TAGCGA---TTTGCGATCC

dp5 4_group1:1756925-1757073 + --AGCGTCGTTC-----GGCCCAT---GCGAAAGCCTTTTCCACCAAT-GAAGTCGGCCGCC-----AGCTCACTCGTGCATCGGGTTTCCAAGTGAACGGACGCGCTACGAGAGCCGGAA----CAACGC--GGAAC-------------------AAAACTAAACTATC-----TGCCGTT---------------------CGA---ATTGCGATC-
droPer2 scaffold_5:3449271-3449419

-
--AGCGTCGTTC-----GGCCCAT---GCGAAAGCCATTTCCACCAAT-GAAGTCGGCCGCC-----AGCTCACTCGTGCATCGGGTTTCCAAGTGAACGGACGCGCTACGAGAGCCGGAA----CAACGC--GGAAC-------------------AAAACTAAACTATC-----TGCCGTT---------------------CGA---ATTGCGATC-

droWil2 scf2_1100000004585:592851-
593014 +

TCGTCGTCGGCT-----TGGACTA---GTC-GCCGCCTTTCCACCAAT-GGAGACGAGCGCC-----ATTTCAGTAGTGAATCGGTTTTTCATCTGCACGGACGGAACAGTG--------C-GTTGCGTTTGATTGTAGTTTGACGTAAACG---TTGATTCTTTTCCATC-----TAACAGG---------------------CGA---TTTGCGATTT

droVir3 scaffold_12723:5096314-
5096478 +

GA-GCGAAGTGC-----ACGACTC---GGCGCT-GTCTTTCCACCAAT-CGAGTCAAC-GCCATTGGCATTTAGTCGTGCATCGGTTGTCCTTCTGTGCGGATGGTTAAG-A--------GTTCGCTGTGC--GCGCCGTCTAACCAAAATA---CATCTGTGTGACTGTG-----TAACGTG---------------------CGT---TTGCCGTTAT

droGri2 scaffold_15126:8121020-
8121185 +

AGTTCGTCC----------------------GCCGCCTTTCCACCAAT-CGAGTCAACG-CCATTGGCATTTAGTCCTGCATCGGTTATCGCTCTGTGCGGACGGCT-ATGC--------G--TTCGGTGTGCTCATAGTTCAACCAACATAGTCCATTTGTGTAACTGTTACGCTTGTAGCG-------------------CGAGTGTTTCCGTGTTTC
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..................................................GAATCGGTGCACTGAAAGA............................................................................................................... 19 0 1 87.00 87 13 17 11 4 5 4 3 1 3 0 0 0 0 2 0 0 2 2 3 2 1 2 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 1 1 0 1 0 0 0 0 0 0 1 0 0 0 0 0 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TGAATCGGTGCACTGAAAGA............................................................................................................... 20 0 1 16.00 16 4 1 2 3 1 1 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................AATCGGTGCACTGAAAGA............................................................................................................... 18 0 1 15.00 15 7 1 1 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................GTGAATCGGTGCACTGAAAGA............................................................................................................... 21 0 1 11.00 11 1 0 0 1 1 1 0 0 0 0 0 0 0 1 0 1 0 0 0 1 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................TTTGCATACTTAGAAGATTGTA.......... 22 0 1 8.00 8 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................TTTGCATACTTAGAAGATTGT........... 21 0 1 5.00 5 0 0 0 0 0 0 0 0 0 0 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................TACTTAGAAGATTGTATATTTTT... 23 0 1 2.00 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................ACTTAGAAGATTGTATATTTTT... 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................ATTTCAGATCATAGATGGTCCT.................................................. 22 0 1 2.00 2 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................GGGTGAATCGGTGCACTGAAAGA............................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................AAATGGGTGAATCGGTGCACTGAAAGA............................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GAATCGGTGCACTGAAAGAAAAA........................................................................................................... 23 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................AATGGGTGAATCGGTGCA....................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................ATGGGTGAATCGGTGCACTGAAAGA............................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................CATGTTACTCATTTTGCATACTTAGAAGAT.............. 30 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................ATAGATGGTCCTTATAAACATGTTAC.................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GAATCGGTGCACTGAAAGAC.............................................................................................................. 20 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TCGGTGCACTGAAAGAAAATG.......................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................AACGTGCTATTTCAGATCATAGATGG...................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................TGTTACTCATTTTGCATACTTAGAAGA............... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................TTTGCATACTTAGAAGATT............. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................TGGGTGAATCGGTGCACTGAAAGA............................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............TATGTTTGCAAAGTGCGTGTG................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................TATATCTTCAAGTTATGTCTGA.................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................GGTGAATCGGTGCACTGAAAGA............................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................ATCGGTGCACTGAAAGA............................................................................................................... 17 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................TGCGTGTGTCCATATACAAATGGG................................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................AAACATGTTACTCATTTTGCATACTTAGA.................. 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CATTTATGAAATATACAAACGTTTCACGCACACAGGTATATGTTTACCCACTTAGCCACGTGACTTTCTTTTACATATAGAAGTTCAATACAGACTTTAATTGCACGATAAAGTCTAGTATCTACCAGGAATATTTGTACAATGAGTAAAACGTATGAATCTTCTAACATATAAAAAACA

***********************************...........(((...(((.(((..((((((....((((.((..(((.((......)))))..))))))....))))))..))).)))...)))...............***********************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609222

ML-DmBG1-
C1

V086

female
body,
aged

V073

mbn2

V091

fGS/OSS
total
Â 

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR001349

heterozygous_dcr-
2_untreated

V036

ML-
DmD20c5
cell

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM361908

s2-48
Biological
Replicate
#2

GSM467730

Dmel_r2d2_sRNAseq

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609217

MLDmD20c5

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM399100

Kc167
cell

GSM609229

embryo 2-
6hr

V085

CME
W2
wing
disc

V145

S2-
DRSC

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

GSM609225

ML-DmBG3-
C2

GSM609230

CS,ovary,AGO1IP

AGO1

V032

S1
cell

GSM628272

ago2[414]
ovary
total RNA

SRR031692

Total
small
RNAs from
Oregon R

GSM343833

S2R+ cell

SRR010954

Aub trans-
heterozygotes,
oxidized

V074

S3

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

V034

ML-
DmD16c3
cell

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR001347

ago2_untreated

GSM609224

female,
one day

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

V008

S2-
DRSC

GSM609238

embryo
14-24hr

GSM609223

male, one
day

GSM609227

CMEW1
Cl.8+
cell

GSM280085

WT testes
(18-24nt)

GSM609241

s2+48 #1

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

GSM609221

1182-4H
cell

V136

Male
aged
body

..........................................TTTACCCACTTAGCCACG........................................................................................................................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:20890002-20890182 - dme_246 GTAAATACTTTATATGTTTGCAAAGTGCGTGTGTCCATATACA---------------------------------------------------------------------------------------------------AATGGGTGAATCGGT-GCACTGAAAGAAAATGTA--TA--TCTTCAAGTTATG-------------------------------------------------TCTGAAATTAACGTGCTAT--------------TTC-AGATCATAGA---TGGTCCTTATAAAC--------ATG---------------------------------------------------------------------TTA-----------------------------------------------------------------------------------------------CTCAT-----------------TTT--GCATACT--TAGAAGATTGTATATTTTTTGTC
droSim2 2l:20343001-20343192 - dsi_13018 GTAAATACTTTATATGTTTGCAAAGTGCGTGTGTCAATAAACA---------------------------------------------------------------------------------------------------AATGGGTGAATAGGT-GCACTGAAAGAAAATGTA--TG--TCTTCACGCTATGCATGGGTTTTTA------------------------------------ATCTGAAATTTAA--ACAAT--------------TTC-GAAACATTGT---TGGTCCTTATAAAC--------ATG---------------------------------------------------------------------TTA-----------------------------------------------------------------------------------------------CTCAT-----------------TTT--GCATACT--TAGAAGATTGTATATTTTTTGTC
droSec2 scaffold_18:817562-817753

-
GTAAATACTTTATATGTTTGCAAAGTGCGTGTGTCAATAAACA---------------------------------------------------------------------------------------------------AATGGGTGAATAGGT-GCACTGAAAGAAAATGTA--TG--TCTTCAGGCTATGCATGGGTTTTTA------------------------------------ATCTGAAATTTAA--ACCAT--------------TTC-GAAACATTGT---TGGTCCTTTTAAAC--------ATG---------------------------------------------------------------------TTA-----------------------------------------------------------------------------------------------CTCAT-----------------TTT--GCATACT--TAGAAGATTGCATATTTTTTGTC

droYak3 2R:1855718-1855911 + TTAAATACTTTGTATGTTTGCAAAGTGCGTGTGTCAATATACA---------------------------------------------------------------------------------------------------AATGGGTAAATAGGT-GCACAGAAAGAAAATATA--TT--TCTTCAGGCTAAGCAT-------------------------------------------------AAAATGAGCGTACTTT--------------ATC-TGATCACAGA---TGGGATTTATGAAC--------ATA--------------------------------------------------------------AGCAGTGTT-CTT--------CAAGCT------------------------------------------------------------------------------CTTAT-----------------TAT--GCAAACC--TAGAAGATGG--TGTTTGTTGTC
droEre2 scaffold_4845:3570898-

3571105 +
GAAAATACTTTGTATGTTTGCAAAGTGCGTGTGTCGCTATACA---------------------------------------------------------------------------------------------------AATGGGCAACTAGCT-GCACAGAAAGAAAATGTG--TC--TCTTCAGGCTAAGCATGGGCTTTAA-----------------------A------------ATACGAAATGATCGCACATT---------------TCTAGATCACAGA---TGGTCTTTGTGAAC--GG-----TA--------------------------------------------------------------ATGAGTGTTTCTA--------CAAG----------------------------------------------------------------------------------CCC-----------------TTT--GCATACT--TGGAAGATTGCATATTTTTTGTC

droEug1 scf7180000409767:407882-
408110 +

GTAATTACTTTATATGTTTGCAAAGTGCGTGTGTAAATATGTG-----------------------------------------------------------------------------------------TATA------TATGGGTAAATGGGT-GCACAGAAAGAAAATTAGAGTGATTCTTAATAA--------------------------------TTTTA-AAAAATATTTTAATATCTTAAAATCAA--ACTA-----------------------CACTGA---TGAAAAT--------------------------------------TAA--CTTAAATCTTATAATAACCTTGAAATTTGTTACCAAAAACAACTT--------------------------------------------------------------------------------------------------------------------TAAGGCAAGCAATCA--TAAAGTAATGAAAA-TTTCTTCC

droBia1 scf7180000302422:7201076-
7201284 +

GTAATTACTTTATATGTTTGCAGAGTGCGTGTGTAAATATACA---------------------------------------------------------------------------------------------------TGGGGGTAAATGGGT-GCACAGAAAAAAATTATC--AC--TCTTTATTCTAACCACCTTATTTTTAAAGA-----------TTTTGAAA----------------AAAAAGAAGATACAT-------------------------------------TTTATTAACACGTTATT-------------------------------------------------------TGTT------------GGATTTAAAAGTCCTTAAAAA---------------------------------------------------------------------------------------------TGAATATAGCAAATATTCA--AATAA---T---GATTTTTTTTC

droTak1 scf7180000415708:577986-
578202 +

GTAATTACTTTATATGTTTGCAAAGTGCGTGTGTAAATGTATA---------------------------------------------------------------------------------------------------TATGGGTAAATAGGT-GCACAGAAAAAAATATAA--TA--ATCTAAAATTGAAGATTTGTTGT-------CCTTAATTTAT-----A-A------------ATTAATAAAGATCGTAAATC---------------GTAAGACTATTTAGTTTGATTGTTTTAGTC--------ATA-----------------------------------------------------------------TTTAT-------------------------------------------------------------------------------------------------------TTTTATAAGTAAATATTGTAAATAATCA--TAAAATAT------TATTTTTTC

droEle1 scf7180000491186:915034-
915284 -

GTAATTACTTTATATGTTTGCAAAGTGCGTGTGTAAATAAATA---------------------------------------------------------------------------------------------------TATGGTTAAATGGGT-GCACAGAAAACAAAATTTA-TGATTATTTAAGATAA-----------------------------TT---------------------------------TCAAT--------------TAC-AATTTATGAT---TCTACCTTTTAAAT--------TTAATACCAACTTTAAAGATAAATAAATTTTTAATTTT----------------------------------------------------------------------------------------------ATATTATTTGATTAATGTTTACTAATAAATCAAAGAAACTATATCTTTGAAAGTAAATATATATAATGATCT--CAAAAC---------TAAATTTC

droRho1 scf7180000777263:42984-
43231 -

GTAATTACTTTATATGTTTGCAAAGTGCGTGTGTAAATA--CA---------------------------------------------------------------------------------------------------TATGGGTAAATGGGT-GCACAGAAAATAAATTTTAG-GATTATTG----CAACA-----------------------------------------------------------------AT--------------TAT-A------------------------------TATT-------------------------------------------------------TGGT------------GAATT-----GGCCTTTACAATGAATTCAACAGATTTTAAAATCCAAATTTAATTTATTTCATATTATATGATTAATATTAACTGATAACATA---AACCTAAATTTGT-AAAGTAAATATTGTAAATGATCT--TAAAAGAT-AAATA-TTTTTTTC

droFic1 scf7180000453842:388392-
388562 -

GTAATTACTTTATATGTTTGCAAAGTGCGTGTGTAAATATA-----------------------------------------------------------------------------------------------------TAGGAGCGTATAGGT-ACACTGAAAAAAATCTAGAGAA-------------------------------------------TTTTA-AA---------------------AATCGTTAAGAGTTTAATCGATCACTTC-----GACTCA---AAAGATTTAT-------------------------------------------------------AACTTTAACCGTTGTTA-----------------------------------------------------------------------------------------------------------------------------------------GTAAAAA--TGAAAT-----AAGATTTTTTTC

droKik1 scf7180000302412:324549-
324729 +

GTAATTACTTTAAATGTTTGTAAAGTGCGTGTATATAAA--CC---------------------------------------------------------------------------------------------------TATACATATATAATTGGCACAGCAAAAAATTAAGATTG--TTTTTA-ACCAAG-------------------------------------------------ATCAATAATA-----------------------------ACTATTTA---A---------------GTGATT---------------------------------------TAATATGTTTGACAAT----------------------------TTTTAAAAA------------------------------------------------------------------------------TTGAT-----------------TCA--ATTGATCTGGAAAATATCACAAATTTGGTTTC

droAna3 scaffold_12943:3834444-
3834539 +

GTAATTACTTGATATGTTTACAAAGTGCGTGAGTCAACATACA--CT--------------CAT-----------------------------ATATCTCTATACTATAGTATAGAGGTA------------TATA------TGTTAGTG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CCTGTGTGT

droBip1 scf7180000395973:53844-
53886 +

GTAATTACTTGATATGTTTACAAAGTGCGTGAGTCAACATACA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

dp5 4_group3:7381752-7381863
+

GTAATTACCTTAAATGTTTATATAGTGCGTGTGCCTATACAAA--TACAATCCACAGTGTGT----------GTGTCCGAGTGTAT-------GTAA--------ACTTGTGCGTGCCAGTGTGCGAGTG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGTGTGTGT

droPer2 scaffold_1:8827228-

8827339 +

GTAATTACCTTAAATGTTTATATAGTGCGTGTGCCTATACAAA--TACAATCCACAGTGTGT----------GTGTTCGAGTGTAT-------GTAA--------ACTTGTGCGTGCCAGTGTGCGAGTG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGTGTGTGT

droMoj3 scaffold_6500:19460378-
19460524 +

CGATTGCCGTTGAAAATTTGCTTTATGTTTGTATTGCTATACGCACT-------GAGCGCTTATCTGTGTGTGTGTT--------------ATGTAAATAGATGCATTTATGCGTGCGAGAGTGAATGTGTGTGTGTGTGCGTGTGAGTCTTTGTGT-GCGTA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGCG--T---------------------A

droGri2 scaffold_15252:4938975-
4939095 +

CGA-TTACTGTAGAAAATTGCTTTATGTTTGTATTGCAATACGCATT-------TAATGTAT----------GTGTGCGTGTGTATTAATTATGTAAATACAAGCAATTGTGCGTGTGAATGTGTG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------T--GCG--------------------TGCGTGTAT
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crit.star
crit.loop
crit.mor
crit.half

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
0
0
0
0
1
1
1
1
0
1
1
1
0
0
1
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No Repeatable elements found

mature

1. sblock180544  chrX:8914213-8914235 -
2. sblock180544  chrX:8914374-8914396 -

star

1. sblock180544  chrX:8914213-8914235 -
2. sblock180544  chrX:8914374-8914396 -

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TAGGCGTCACTTTATATTACTCAAGAATTTACGCTTTCACGCTTTCAGTTGTTGTGGCCAACGCGGCGTATGAGTAATTTTTACGATTCGAAATAATATTGCTCATACGCACGGTTGGCAGAAACAATAACATTTCGTTGCCATTATTTTACTTAGACTTCACTTCATATTACTCTTCTTGCTGACTCGATAGTTTAGGCTTTCAGTAGATTATGTGGCTAACGCGGCGTATGAGTAATTTTTACGATTCGCAATAATATTGCTCATACGCACGGTTGGCAAAACCAAAATGTAAAATTTAAAGCTAACTAGTTTTTTTAATATTTCAAATTTAAT

********************************************************************************...(((.(((.((....(((((((((((((.((((((.......)))).......(((((((((...((((((((((((((...(((...............)))...)).)))))).......))))))....))))).)))))))))))))))))))..)).))).))).........(((......))).((((.....))))........******************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSE24545

CS ovary
total
RNA

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM609229

embryo 2-
6hr

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

SRR032094

ago2
knockdown

V074

S3

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609222

ML-DmBG1-
C1

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR014273

Ovary_rep1_Har_P

GSM379065

Zuc
Heterozygote

SRR014277

Ovary_rep1_NA_P

GSM628272

ago2[414]
ovary
total RNA

V144

OSC

GSM399110

KC-48 #2

GSM379057

Krimp
Mutant

GSM379060

SpnE
Heterozygote

SRR014275

Ovary_rep1_LK_P

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR060653

hs-Penelope_
ovaries_total

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609223

male, one
day

SRR032092

mock
oxidized

V148

mbn2

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609217

MLDmD20c5

V091

fGS/OSS
total
Â 

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V145

S2-
DRSC

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

SRR029028

untreated
(mock)

GSM379054

Flam
Heterozygote

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

GSM609227

CMEW1
Cl.8+
cell

GSM609225

ML-DmBG3-
C2

SRR029032

r2d2
knockdown

GSM280083

dcr-2-/-
ovaries
(18-29nt)

GSM379055

Flam
Mutant

GSM379058

Piwi
Heterozygote

GSM286605

2-6h #1
(8)

GSM286607

6-10h #1
(10)

GSM272653

KC -48 #1

SRR001345

ago2_non-
beta-
eliminated

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR032093

ago1
knockdown

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

V006

r2d2 female:
possibly
heterozygous

GSM399101

kc167
cell

V079

Oxidation,
female
head

GSM609237

ago2[414]
ovary
total RNA

V146

S1
cell

V073

mbn2

SRR010954

Aub trans-
heterozygotes,
oxidized

V136

Male
aged
body

V086

female
body,
aged

GSM399100

Kc167
cell

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

V077

cold,
female
head

V078

Desiccation,
female head

SRR010953

Aub
heterozygotes,
oxidized

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR031692

Total
small
RNAs from
Oregon R

V034

ML-
DmD16c3
cell

V008

S2-
DRSC

V126

CME
L1

GSM371638

S2-NP

SRR001349

heterozygous_dcr-
2_untreated

GSM609234

CS Â male
total RNA
Â 

GSM609224

female,
one day

GSM609220

ML-DmD21
cell

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

V085

CME
W2
wing
disc

SRR097867

Drosophila
S2-NP
cells

GSM399107

male body
#2

GSM609243

KC+48 #1

SRR060643

A2_testes_total

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR029031

loqs-ORF
knockdown

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

GSM360260

0-1d
Pupae (w)

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

GSM272651

S2-
48,+48,
KC-48,
+48 mix

V031

GM2
cell

V003

dsDcr-1
(katsutomo
RNA)

GSM609238

embryo
14-24hr

V141

Heat_female_body

GSM379051

Armi
Mutant

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRR060651

A2_ovaries_Ago3

AGO3

GSM609250

ML-DmD32
cell

V137

Male
aged
head

V138

Male
cold
body

V142

Oxidation_female_body

V015

DreRFHV148h
GSM343833

S2R+ cell

GSM240749

female
head

SRR060650

A1_testes_total

SRR065801

zuc_het(H-
Y)_ovaries

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

GSM609248

ML-DmD9
cell

................................................................................................................................................................................................................................................................ATATTGCTCATACGCACGGTTGG......................................................... 23 0 2 39.00 78 15 4 4 4 4 3 1 0 3 3 2 0 0 2 0 0 2 5 2 2 0 0 0 2 0 0 2 2 2 2 1 1 1 0 0 1 2 1 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 1 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................ATATTGCTCATACGCACGGTTGG.......................................................................................................................................................................................................................... 23 0 2 39.00 78 15 4 4 4 4 3 1 0 3 3 2 0 0 2 0 0 2 5 2 2 0 0 0 2 0 0 2 2 2 2 1 1 1 0 0 1 2 1 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 1 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................................................................................................TATTGCTCATACGCACGGTTGG......................................................... 22 0 2 16.00 32 4 1 1 1 3 1 1 0 1 1 0 0 4 3 0 0 1 0 1 0 0 2 1 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................TATTGCTCATACGCACGGTTGG.......................................................................................................................................................................................................................... 22 0 2 16.00 32 4 1 1 1 3 1 1 0 1 1 0 0 4 3 0 0 1 0 1 0 0 2 1 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................................................................ATATTGCTCATACGCACGGTTG.......................................................... 22 0 2 6.00 12 1 0 1 2 0 1 1 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................ATATTGCTCATACGCACGGTTG........................................................................................................................................................................................................................... 22 0 2 6.00 12 1 0 1 2 0 1 1 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................................................................ATATTGCTCATACGCACGGTT........................................................... 21 0 2 4.00 8 2 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................ATATTGCTCATACGCACGGTT............................................................................................................................................................................................................................ 21 0 2 4.00 8 2 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................ATACGCACGGTTGGCAGAA..................................................................................................................................................................................................................... 19 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................TATTGCTCATACGCACGGTTGGT......................................................................................................................................................................................................................... 23 1 2 2.00 4 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................................................................................................TATTGCTCATACGCACGGTTGGT........................................................ 23 1 2 2.00 4 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................................................AACGCGGCGTATGAGTAATTTTT............................................................................................. 23 0 2 1.50 3 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................AACGCGGCGTATGAGTAATTTTT.............................................................................................................................................................................................................................................................. 23 0 2 1.50 3 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................AACGCGGCGTATGAGTAATTTTTA............................................................................................................................................................................................................................................................. 24 0 2 1.50 3 0 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................................................AACGCGGCGTATGAGTAATTTTTA............................................................................................ 24 0 2 1.50 3 0 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................................................................................................TATTGCTCATACGCACGGTTG.......................................................... 21 0 2 1.50 3 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................TATTGCTCATACGCACGGTTG........................................................................................................................................................................................................................... 21 0 2 1.50 3 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................TTACTTAGACTTCACTTCATATTACTCT................................................................................................................................................................ 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................ATACGCACGGTTGGCAGAAACAATC............................................................................................................................................................................................................... 25 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................................................................ATATTGCTCATACGCACGGTTGT......................................................... 23 1 2 1.00 2 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................ATATTGCTCATACGCACGGTTGGT......................................................................................................................................................................................................................... 24 1 2 1.00 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................ATATTGCTCATACGCACGGTTGT.......................................................................................................................................................................................................................... 23 1 2 1.00 2 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................................................................ATATTGCTCATACGCACGGTTGGT........................................................ 24 1 2 1.00 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................TTGCTCATACGCACGGTTGGC......................................................................................................................................................................................................................... 21 0 2 1.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................................................................................................................TTGCTCATACGCACGGTTGGC........................................................ 21 0 2 1.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TAATATTGCTCATACGCACGG.............................................................................................................................................................................................................................. 21 0 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................................................................................................ATTGCTCATACGCACGGTTG.......................................................... 20 0 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................ATTGCTCATACGCACGGTTG........................................................................................................................................................................................................................... 20 0 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................................................................TAATATTGCTCATACGCACGG............................................................. 21 0 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................ATATTGCTCATACGCACGGTTGGA......................................................................................................................................................................................................................... 24 1 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................TGGCCAACGCGGCGTATGAGT..................................................................................................................................................................................................................................................................... 21 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................................................................ATATTGCTCATACGCACGGTTGGA........................................................ 24 1 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................................................AACGCGGCGTATGAGTAATTT............................................................................................... 21 0 4 0.50 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................AACGCGGCGTATGAGTAATTT................................................................................................................................................................................................................................................................ 21 0 4 0.50 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................................................AACGCGGCGTATGAGTAATTTT.............................................................................................. 22 0 3 0.33 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................AACGCGGCGTATGAGTAATTTT............................................................................................................................................................................................................................................................... 22 0 3 0.33 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ATCCGCAGTGAAATATAATGAGTTCTTAAATGCGAAAGTGCGAAAGTCAACAACACCGGTTGCGCCGCATACTCATTAAAAATGCTAAGCTTTATTATAACGAGTATGCGTGCCAACCGTCTTTGTTATTGTAAAGCAACGGTAATAAAATGAATCTGAAGTGAAGTATAATGAGAAGAACGACTGAGCTATCAAATCCGAAAGTCATCTAATACACCGATTGCGCCGCATACTCATTAAAAATGCTAAGCGTTATTATAACGAGTATGCGTGCCAACCGTTTTGGTTTTACATTTTAAATTTCGATTGATCAAAAAAATTATAAAGTTTAAATTA

******************************************...(((.(((.((....(((((((((((((.((((((.......)))).......(((((((((...((((((((((((((...(((...............)))...)).)))))).......))))))....))))).)))))))))))))))))))..)).))).))).........(((......))).((((.....))))........********************************************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

SRR097866

Drosophila
S2-NP
cells

SRR097867

Drosophila
S2-NP
cells

V074

S3

SRR097865

Drosophila
S2-NP
cells

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR029031

loqs-ORF
knockdown

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

V145

S2-
DRSC

V128

S3

SRR032094

ago2
knockdown

V148

mbn2

SRR029029

dcr-1
knockdown

V073

mbn2

SRR032093

ago1
knockdown

V133

Sg4

GSM609222

ML-DmBG1-
C1

SRR029028

untreated
(mock)

SRR029032

r2d2
knockdown

V091

fGS/OSS
total
Â 

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM609217

MLDmD20c5

V086

female
body,
aged

V008

S2-
DRSC

GSM609224

female,
one day

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR029030

dcr-2
knockdown

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM609234

CS Â male
total RNA
Â 

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

GSM628272

ago2[414]
ovary
total RNA

GSM371638

S2-NP

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM280088

S2cell
(AGO1IP)

AGO1

GSM280087

S2cell
(AGO2IP)

AGO2

GSM609218

Sg4

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM467729

Dmel_wt_sRNAseq

SRR014280

Ovary_rep1_w1118_P

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

GSM343833

S2R+ cell

GSM609237

ago2[414]
ovary
total RNA

V146

S1
cell

SRR010960

wt,
oxidized

SRR065802

Piwi-
IP_zuc_mut_ovaries

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR029633

total
small RNAs
from hen1
homozygous
flies

V078

Desiccation,
female head

SRR001339

WT_females_non-
beta-eliminated

SRR060645

yw67c23(2)_testes_total

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

V034

ML-
DmD16c3
cell

GSM609225

ML-DmBG3-
C2

V085

CME
W2
wing
disc

V135

CME
W2
(wing
disc
line)

GSM609223

male, one
day

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V138

Male
cold
body

V031

GM2
cell

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V077

cold,
female
head

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

GSM609226

CMEW1
Cl.8+
cell

V036

ML-
DmD20c5
cell

V132

ML-
DmD32

V136

Male
aged
body

SRR031692

Total
small
RNAs from
Oregon R

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM609241

s2+48 #1

GSM361908

s2-48
Biological
Replicate
#2

V079

Oxidation,
female
head

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM609227

CMEW1
Cl.8+
cell

GSM609229

embryo 2-
6hr

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V003

dsDcr-1
(katsutomo
RNA)

V131

ML-
DmD16-
c3

V140

Dessication_female_body

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

SRR001341

WT_males_non-
beta-
eliminated

SRR032092

mock
oxidized

V015

DreRFHV148h

GSM609220

ML-DmD21
cell

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM272653

KC -48 #1

GSM286603

female
body

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

GSE24545

CS ovary
total
RNA

................................................................................................................................................................................................................................................................................................TTACATTTTAAATTTCGATTGATCAA...................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................................................................................................................................TTTGGTTTTACATTTTAAATT.................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................................................................................................................GAGTATGCGTGCCAACCGTTTTGGTT................................................ 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................ATAAAGCAACGGTAATAAA........................................................................................................................................................................................... 19 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................CGAGTATGCGTGCCAACCGTCT...................................................................................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................CATTTGTTATTGTAAAGCAAC.................................................................................................................................................................................................... 21 2 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................................................................................................................................................................AAAAAAAATTATAAAGTTTAAA... 22 1 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................................................................................................................................................TATTTTAAATTTCGATTG........................... 18 1 6 0.17 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chrX:8914156-8914491 - sblock180544 TAGGCGTCA-------------------------------------------------------------------------------------------------------C-------------------TTTA----------TATT-ACTCAAGAATTTACGCTTTCACGCTTTCAGTTGTT--GTGGCCAACGCGGCGTATGAGTAATTTTTACGATTCGAAATAATATTGCTCATACGCACGGTTGGCAGAAAC---------------------------------------------------------------------------A--------------------------------------ATAACATTTCGTTGCCATTATTTTACTTAGACTTCACTTCAT-ATTACTCTTCTTGC--TGA--CTCGA--TAGTTTAGGCTTTCAGTAGATTATGTGGCTAACGCGGCGTATGAGTAATTTTTACGATTCGCA-AT-AATATTGCTCATACGCACGGTTGGCAAA--------------------------------------------------------------------------ACCAAAA-TGTAAA------------------------------------------------------ATTTAAAGCTAACTAGTTTTTTT---AATATTTCAAATTTA-AT--------------------------------------------------------------------------------------------------------------------
droSim2 x:8462813-8462997 - CAGTAT----------------------------------------------GTTTTTATTGTTTTACC----------------------------------------------------------ATTATTTTA----------TTCT-ACTCAAGAATTTAGG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTTTCACGAG---TTGTGGCCAACGCGGCGTATGAGTATTTTTTACGATTCGAA-AT-AATATTGCTCATACGCACGGTTGGCAGA--------------------------------------------------------------------------ACCAAAAATGTAAA------------------------------------------------------ATTTACAACTAACTAGTTTC-TT---AATATTTCAAATTCA-AT--------------------------------------------------------------------------------------------------------------------
droSec2 scaffold_34:276880-277031

-
A-------------------------------------------------------------------------------------------------------------------------------------------------------CTCAAGAATTTAGG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CATTCACGAGTTGTTGTGGCCAACGCGGCGTATGAGTATTTTTTACGATTCGAA-AT-AATATTGCTCATACGCACAGTTGGCAGA--------------------------------------------------------------------------ACCAAAAATTTAAA------------------------------------------------------ATTTACAACTAACTAGTTTC-TT---AATATTTCAAATTCA-AT--------------------------------------------------------------------------------------------------------------------

droYak3 X:12398475-12398680 + ATTTTTTT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTGGTTACTTTACTTAGACTTTACTTTATTAAGGCTGGACTTGC--GGA--CTCAA--GAATTGAAGCTTTCAGTAGTTGTTGTGGCCAACGAGGCGTATGCGTATTTTTTGCAATTCGAA-AT-AATATTGCTCATACGCATGGTTGGCAGA--------------------------------------------------------------------------ACCGAAATTG-TAA------------------------------------------------------ATTTATAACTAACTAGTTTC-TT---AAGAGTTAAACTTAAAAT--------------------------------------------------------------------------------------------------------------------
droEre2 scaffold_4690:6199320-

6199624 +
TAGGCCGCA-------------------------------------------------------------------------------------------------------CTGC------------------------------------------------------------------------------------------------------------------ATATTAC-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCTACTTGCATTGAGTCTGCATTGACTTTAAGCTTTCAGTAGTTGTTGTGGCTAACAGGGCGTATGAGTATT-TTTACGATTCGTA-AT-AATATTGCTCATACGCACGGTTGGCAGA--------------------------------------------------------------------------ACCAAAAA--TCAA------------------------------------------------------ATTTATAGCTAACTAGTTTT-TTTTGAGTATTTCAAATTTA-ATTAGACTGTTGGTACTTTCTTCTCAAGTATTAAACAGTTTGTACTTTCTTCTCAAGTATTAAACTGTTGGTACTTTCTTCTCAAGTATTAAACTGTTAGTACTTTCTTCTGAAGTAT

droEug1 scf7180000408176:352279-
352559 -

TTG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGGCCACCTAGCCGTATGAGCAATCTTTAAGGCCTCAATCCATATTACTCATACGCACTGTAAGCA---------------------------------------------------------------------------------CTTTAAAT-GTATT------ATTAAATTCAATATTACTATAACATT------------------------------------------AAACCTC--AGA--CTCAA--ATGATTA--ATTTAAAGACTTCTTGTGGCCAACTAGTCGTATGAGCAATTTTGGAAATTACAA-TC-CATATTACTCATACGCACTATAGGCACACT---------------------------------------------GTCAAGA-----CTAGACTGCTGTTAAATCATAA-TA-TAA------------------------------------------------------ACTTATAGCTATCTAAAG------------TTTTCAACTCA-AA--------------------------------------------------------------------------------------------------------------------

droBia1 scf7180000301760:2642974-
2643204 -

AAACTTTA-TTAT--------------------------------------------------------------------------------------------------------------------------------AACTT------------------------------TTCAATTTTTGTGTGACTAACAGGTCGTATGGGTAATTTTAC-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGTTGCGGCTAACTAGTCGTATGGGTTATTTTAACAGCTTAAA-AC-CAAATTGCTCATACGTTCCGTTGCCCTC--------------------------------------------------------------------------ACGAAAA-TGTTAAATTTTCAAAACAATGTTTTTTTTGCGCGCTCATTCTGAATAATTTTCTTTCATAATTTATAACTAACTAATGC-----------GCTTAAGTTCT-AT--------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000415169:1006899-
1007118 +

TAAATATTA-------------------------------------------------------------------------------------------------------TTGC-------------------------AATTATAAA-ACCCCAAAGGTTATG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTGGTGGCAACAGGTCGTATGCGCAATTTTCATGTTTATGA-AA-AAAATTGCTCATACGTAACGTTGCCAATTTTTTCTTGTATATTTTAAGCCAATGGAAGCTATATTTTGAATGGCTCTCATGTTTATAA---AAAAATGCATATTTAT--ATTTATA------------------------------------------------------ATTTAGGGCTAACTAAC---------------TTAAATTTA-AT--------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000491006:2420564-

2420893 -

TAAATATT--------TTCTTTGCCAAATATAATATTGTTTGTGTATAATATTTTTTTATTTTTATACTCGCAATTATGTATTGTAATGAGAAACAAAATTCCAAAACAGCACAAAATGCTGTTAAAATTGTTTTATCCTAACTGGAAAAAAACAA---------------------------------------------------AAAAATCCTCAAGGTTTCTAAAAATATTACCTATACGAACTGTTGTCAGAATTTAAAT----------------------------------------------------------ATTAATTTAGACAAATCAAAT-ATGTT------GCTGAACTA------------------------------------------------------------------------------------------------TATATAGCCTGGCTAACATATCGTATGAGTAATTTTTACGGTTTTAAAAA-CACATTACTCATACGTACGAATGCCAGG--------------------------------------------------------------------------ACGAAAA-TATA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droRho1 scf7180000779841:432509-
432836 -

TAAGCCTT-TCATATTTTCCTTGTCATATTAAA-AC--------------------------TGATGCTCACAATTCA-TTTCGTTATAATT--AAAAATTGCAAAACTTCATTGA-------------------------AATTGAAAGAACTCA---------------------------------------------------AAATGTCATCAAGCATTCTCAAAATATTACTCATACGCACCGTAGCCAGGGTTAAAATATATATTTTGCAAAAGTATTATTAGTCCCTTAATTATTTATTTAGGTTAAAGTTAATTATTTATTTAGGTTAACTAAAG-AAGTT------CCGAAAAAA------------------------------------------------------------------------------------------------TACTGAATCTGGCTAACATGTCGTATGGTTAATTTAAGCGTGTTCAAATATAATATTACTCATACGTACGACTGCCA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000453829:885175-
885391 -

G----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCTAACAGGTCGTATGCTTAATTTAAATGGCTACACCAAATATTACTCATACGCGCGGTTGCCATAAGC---------------------------------------------------------------------------ATTTTTAAAAAGGCTTTTAAACTAAAGTTAAGAGGTATTATATTA--------------------------------------------TTGTTCC--AAA--TTTGA--AGGCATTGATTTTTTGT----AAGTCGGCTAACAGGTCGTATGCTTAATTTAAATGGCTACGC-AA-TATATTACTCATACGCGCGGTTGCCA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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TCCATGTAGAAGTGACCCCGCTAAAGTCCTCGCCGCTTTACAAACGCCGCAGCATCCTCAAGACAGTTCTTGGACCAAGTGGAACGAATCCAAAGATACACATAACACTTGTGGAACGCCCACACTTGTCGAAAGAAGAATTGTAGATTGCAGCGAAGACGTGTATCTAAGATAAGTGTTAGGACGAGGTTGGGAAAGC
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Y)_ovaries

GSM609239

IR- 2-
18hr
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......................................................................TGGACCAAGTGGAACGAATCCAAAG........................................................................................................ 25 0 1 5.00 5 3 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................TGGACCAAGTGGAACGAATCCAAAGAT...................................................................................................... 27 0 1 4.00 4 1 1 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................GAATTGTAGATTGCAGCGAAGA........................................ 22 0 1 3.00 3 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................ACAGTTCTTGGACCAAGTGGAACGA................................................................................................................ 25 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................TGGACCAAGTGGAACGAATCCAA.......................................................................................................... 23 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................TTGCAGCGAAGACGTGTATCTAAG............................ 24 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................GCCCACACTTGTCGAAAGAAGAATTG........................................................ 26 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................TGGACCAAGTGGAACGAATCCA........................................................................................................... 22 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................TGGACCAAGTGGAACGAATCCAAAGA....................................................................................................... 26 0 1 2.00 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................AGAATTGTAGATTGCAGCGA........................................... 20 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TCCATGTAGAAGTGACCCCGCT................................................................................................................................................................................. 22 0 1 2.00 2 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................ACGCCCACACTTGTCGAAAGAAGAAT.......................................................... 26 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................GAAAGAAGAATTGTAGATTGC................................................ 21 0 1 2.00 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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..............................................................................................................................TGTCGAAAGAAGAATTGTAGATTGCAGC............................................. 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................GAAGAATTGTAGATTGCA............................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................TTGTCGAAAGAAGAATTGT....................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................TCAAGACAGTTCTTGGACCAAGTGGA.................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AGGTACATCTTCACTGGGGCGATTTCAGGAGCGGCGAAATGTTTGCGGCGTCGTAGGAGTTCTGTCAAGAACCTGGTTCACCTTGCTTAGGTTTCTATGTGTATTGTGAACACCTTGCGGGTGTGAACAGCTTTCTTCTTAACATCTAACGTCGCTTCTGCACATAGATTCTATTCACAATCCTGCTCCAACCCTTTCG

*****************************************.(((((.(((((((((.(((.(((((...((..(((((((............))).)))).))....)))))))).))....)))))))...))).)).....*******************************************************
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.............................................................................TCACCTTGCTTAGGTTTCTAT..................................................................................................... 21 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................ATGTGTATTGTGAACACCTTG.................................................................................. 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............ACTGGGGCGATTTCAGGAGCG...................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TAGGAGTTCTGTCAAGAACCTGGTTCA....................................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................CCTTGCGGGTGTGAACAGCTT.................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................AACACCTTGCGGGTGTGAACAGCT................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................GTTTGCGGCGTCGTAGGAGTT.......................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................CGAAATGTTTGCGGCGTCGTA................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................GGCGATTTCAGGAGCGGCGAA................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................CGGCGAAATGTTTGCGGCGTC................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................CGGGTGTGAACAGCTTTCTT.............................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................CGATTTCAGGAGCGGCGAAAT............................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................GCGTCGTAGGAGTTCTGTC..................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:5852231-5852429 - dme_380 TCCATGTAGAAGTGACCCCGC-TAAAGTCCTCG-CCGCTT---TACAAA-CGCCGCAGCATCCT-------CAAGACAGTTCTTGG-ACCAAGTGGAACGAA--TCCAAAGATACACATA--------ACACTTGTGGAACGCCCACAC------TTGTCGAAAGAAGAATTGTAGATTGCAGCGAAGACGTGTATCTAAGATAAGTGTTAGGACGAGGTTGG-GAAAGC
droSim2 2r:6628755-6628951 - TCCATGTAGAAGTGACCCCGC-TAAAGTCCTCG-TCGCTT---TACAAA-CGCCGCAGCATCCT-------CAAGACAGTTCTCGG-GCCAAGTGGGCCTAC--TGCAAAGATACACATA--------ACACTTGTGGAACGCCCACAC------TTGCCGAAAGAAGAATCGTATATTGCAGCGAAGACGTGTCTCTAAGATAAGCGTTAGGACGAGGTTGG-GAAA--
droSec2 scaffold_1:3462041-3462237

-
TCCATGTAGAAGTGACCCCGC-TAAAGTCCTCG-TCGCTT---TACAAA-CGCCGCAGCATCCT-------CAAGACAGTTCTCGG-GCCAAGTGGGCCTAC--TGCAAAGATACACATA--------ACACTTGTGGAACGCCCACAC------TTGCCGAAAGAAGAATCGTATATTGCAGCGAAGACGTGTCTCTAAGATAAGCGTTAGGACGAGGTTGG-GAAA--

droYak3 2L:18479604-18479804 - TGCATGTAGAAGTGATCCCGG-GAGAGTCCTCG-TTGCTT---CACAAA-CGTCGCAGCATCCG-------AAAAACTCTTCTCGG-ACCAAGTGGGACGAC--TGCAAAGATACAGATT-----TACACACTTGTAGAACGCCCACAC------TTG-TGAAAGAAGAATCGTAGATTGGAGCGAAGACGTGTCTCTAAGATAAGGGTTAGGACGAGTCCAA-GAAAGC
droEre2 scaffold_4929:8515705-

8515900 +
der_79 TGCATGTAGAAGTGGCCCCGG-GAAAGACCTCG-TCGCTT---CACAAA-CGCCGCAGCATCCG-------AAAAACTGTTCTCGA-ACCAAGTGTGACGAC--TGCAAAGATACATATA--------ACACTTGTAGAACGCCCACAC------TTG-TGAAAGAAGAATAGTAGATTGCAGCGAAGACGTGTCTTTTAGATAAGAGTTAAGACGAGGTCAA-GAAA--

droEug1 scf7180000409209:322995-
323148 +

CCCATGTAGAAGTAACTCCAAAGTAACTCCTCG-CCGTCG---CTTAAA-CGCTACAGCATCCA-------AAAAATAGTTCTCGA-ACGAAGGGGAACGAA--TGCGAAGATATACATA--------ACACTAGTAGTACGCCCACGT------C----------------------------------------------TTAGTATTAGGAAGAGGTTAA-AAAACT

droBia1 scf7180000301506:849632-
849818 +

TCCATGTAGCATTGGCCCCGG-AAAAGTCCTCG-TCGCTT---CCCAAC-CACCGCAGCATCCG-------A--AACCATTCCTGG-ACCAAGTG-------------AAGATACACCTA--------ATACTTGTAGAACGCCCTTGC------GGGGTTAAAGAAGAGTTGCAGATTGCAGCGAAGACGTGTCACTAGGAAAAGAGTTCAGCTGAGGTAAGAGGAGGC

droTak1 scf7180000415870:410178-
410375 +

TCCATGTAGCATTGGCTCCGG-GAAAGTCCTCAATCACTC---CTTAAC-CGCCGCAGCATCCG-------AAAAACAAATCTCGA-ACCA---GGAACGAG--TGCGAAGATACACATA--------ACACTTGTAGAACGCCCACGC------GGAGTAGAAGAAGAGTCGCAGATTTCCGCCAAGACGTGTCACTAGCAAAAGAATTGAGCAGGGGTACGAGAATAC

droEle1 scf7180000491107:1237572-
1237770 +

TCCATGTAGCATTGGGTCCGG-GAAAGTGCCCG-TTGCTC---CCCAAA-CGCCGCAGCATCCG-------AAAAACAATTCTCGA-ACCAAGTGGAACGAA--ATCGAAGATACACACA--------ACACTTGTAGAACGCCCACAC------TTGGTAGAAGAATAGTCGCAAATTGCAGCGAAGACGTGTCACTGGGGAAAGAGCTAACGAAAGGTTGA-AAAAGC

droRho1 scf7180000777200:38699-
38896 -

TCCATGTAAAAGTGGGTCCGG-GAAAGTCCCCG-TTGCTC---CCCAAA-CGCTGCAGCATCCG-------AA-AACCATTCTCGA-AACAAGTGGAACGAA--TGCGGAGAAACACACA--------ACACTTGTAGAGCGTCCACAC------ATGGTAAAAGAAGAGCCGCAGATTGCAGCGAAGACGTGTCACTAGGGAAAGAGTTAACGAAAGGCTAA-AAAAGC

droFic1 scf7180000453858:891703-
891895 +

TCCTTGTAGAAGTGGCTCCGG-GTAAGCCCTCA-CAGCTC---CCCAAACCGCCGCAGCATCCG-------AA-AACGAATCTCGA-ATCAAGTGGAACGAA--TGCGAAGACACATATACCATATA-CCACTTGTAGATCGAACACAA------AGGGAAAACGAAGAGTCGCAGATTACATCTGTGAAGCGTCACTCGGGAAAGAGG--------------CGTTAAC

droKik1 scf7180000302476:2829914-
2830105 -

TTCATGTAGAGGACGTCCGCTTCTA--------------A---CCCTTC-CGCCACAGCATCCGATCGCCGCCAAACTAATCTCGAGAGCCAGCGAAACGAA--TGCGAAGATACAACGG--------CAACTTGTAGGACGCCGGCAGCGAGTAATGGTAAAAGAAGATACGCAGATTGAAGCGACGACGTGTCACTGAGAAACGAACGAAA---------C-AATAGC

droAna3 scaffold_13266:15350692-
15350815 -

ACCATATCGGC--CAC-----------CCCGCG-TCGTTC----GCACA-AGCCGTTGCTGCTT-------CTAAACAGTATTCGAAACCTAACAGAACGCTCATCCAA---------------------------------------------------------AGAGTTGG----------GGATACGTGTCGTTGA------------TTGGAGACTAA-AAGAAG

droBip1 scf7180000396547:1700838-
1700956 +

AGCATATCGGC--CACCC-----------AGCC-TCGTTGCCAG---CA-AGCCTTAGCTCCGT-------CCAAACATTTCAAAC-ACCGAC-----CGCTCATCCAA---------------------------------------------------------GGAGTTG-----------GGATACGTGTCGTTG------------ATCGGAGGTTGATACGAGC

dp5 3:10917281-10917286 + GAAACC--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droPer2 scaffold_4:6240857-6240862

+
GAAACC--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6496:8768884-
8768906 -

TAT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTGACGAAACCAA-GCGAGC

Generated: 09/09/2015 at 01:31 AM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777200:38699-38896
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453858:891703-891895
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302476:2829914-2830105
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:15350692-15350815
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:8768884-8768906
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Flybase annnotation

intron [CG30222-in]; intron [CG30222-in]; CDS [CG30222-cds]; CDS [CG30222-cds]; three_prime_UTR [CG30222-u3]; three_prime_UTR [CG30222-u3]; CDS [CG30222-cds]; CDS [CG30222-cds]
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ACTGAAGGTCCGCGCTTCGCAGCAGTTTCAACTTGCGCTGAATTTGATTGGTAAGAATATCAATAGTTAGTTGAATCCTTTCAAAACTATCGCTTTTCTTCAGATGATCACTACTTTTATAGTTTGCTAATTTTTATGGCCACCTTGGCGTAC
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ovary,
AGO1-
IP,
reseq

AGO1

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

GSM609225

ML-DmBG3-
C2

V086

female
body,
aged

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V030

ML-
DmD8
cell

GSM609230

CS,ovary,AGO1IP

AGO1

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V074

S3

GSM609234

CS Â male
total RNA
Â 

GSM609227

CMEW1
Cl.8+
cell

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

GSM371638

S2-NP

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM379059

Piwi
Mutant

GSM360257

1st
instar #2

GSM343832

S2R+ cell

V036

ML-
DmD20c5
cell

V077

cold,
female
head

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

GSM272653

KC -48 #1

GSM399110

KC-48 #2

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

GSM628272

ago2[414]
ovary
total RNA

SRR001347

ago2_untreated

GSM360262

0-2d
pupae

GSM609229

embryo 2-
6hr

SRR001349

heterozygous_dcr-
2_untreated

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

GSM609240

IR+ 2-
18hr

V006

r2d2 female:
possibly
heterozygous

GSM609221

1182-4H
cell

GSM609223

male, one
day

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

GSM609237

ago2[414]
ovary
total RNA

GSM399101

kc167
cell

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

V136

Male
aged
body

V034

ML-
DmD16c3
cell

SRR001338

IR_non-
beta-
eliminated

SRR001664

homozygous_dcr-
2_untreated

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR065800

zuc_H-
Y_ovaries

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM379064

Vasa
Mutant

GSM385748

OSS_s6

SRR001341

WT_males_non-
beta-
eliminated

SRR001344

dcr-
2_beta-
eliminated

SRR010960

wt,
oxidized

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

V080

Starvation,
female head

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V141

Heat_female_body

V142

Oxidation_female_body

..................................................................................AAAACTATCGCTTTTCTTCAGT................................................. 22 1 1 6.00 6 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................AAAACTATCGCTTTTCTTCAG.................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGAATATCAATAGTTAGTTGAA.............................................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TGACTTCCAGGCGCGAAGCGTCGTCAAAGTTGAACGCGACTTAAACTAACCATTCTTATAGTTATCAATCAACTTAGGAAAGTTTTGATAGCGAAAAGAAGTCTACTAGTGATGAAAATATCAAACGATTAAAAATACCGGTGGAACCGCATG

**************************************************..(((((.....((((((..(((((....))))))))))).....)))))...**************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V073

mbn2

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM371638

S2-NP

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM609222

ML-DmBG1-
C1

V032

S1
cell

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR029633

total
small RNAs
from hen1
homozygous
flies

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609225

ML-DmBG3-
C2

V079

Oxidation,
female
head

V074

S3

GSM467730

Dmel_r2d2_sRNAseq

GSM286613

0-1hr #1
(A)

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

GSM609220

ML-DmD21
cell

V022

ML-
DmD32
cell

V037

Felix
sample
+mirtrons

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V146

S1
cell

V086

female
body,
aged

GSM609217

MLDmD20c5

GSM609234

CS Â male
total RNA
Â 

SRR032092

mock
oxidized

GSM609223

male, one
day

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM239041

fly heads,
non beta-
eliminated

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609237

ago2[414]
ovary
total RNA

GSM609243

KC+48 #1

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

GSM609221

1182-4H
cell

V077

cold,
female
head

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V091

fGS/OSS
total
Â 

SRR031692

Total
small
RNAs from
Oregon R

GSM609244

KC+48 #2

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR010953

Aub
heterozygotes,
oxidized

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

V036

ML-
DmD20c5
cell

GSM609224

female,
one day

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V008

S2-
DRSC

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

GSM399100

Kc167
cell

V015

DreRFHV148h

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM609241

s2+48 #1
GSM609219

GM2 cell

SRR001340

IR_beta-
eliminated

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

GSM609227

CMEW1
Cl.8+
cell

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

................................................................................................AGAAGTCTACTAGTGATGA...................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................TCGCCGGTGGAACCGCATG 19 3 20 0.55 11 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................AGCATCAACTTAGGAAAGT...................................................................... 19 3 20 0.05 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:17472206-17472358 + CG30222_in4 ACTGAAGGTCCGCGCTTCGCAGCAGTTTCAACTTGCGCTGAATTTGATTGGTAAGAATAT---CAATAGTTAGTTGA-ATCCT---------TTCAAAACTATCG-----------------CTTTTCTTCAGATGATCACTAC------TTTTATAGTTTGCTAATTTTTATGGCCACCTTGGCGTAC
droSim2 2r:18026690-18026842 + GCTTGAGGATCGCGCTTCGCAGCAGGTTCAACTTGCGCTGCATGTGATTGGTAAGAATAT---CAATAGTAAGTCGA-ATCGA---------TTCAGAACTATCG-----------------CCTTTCTTCAGATGATCACTAC------TTTTATAGTTTGCTTATTTTTGTGGCCACCCTGGCGTAC
droSec2 scaffold_9:799631-799783 + GCTTGAGGACCGCGCTTCGCTGCAGGTTCAACTTGCGCTGCATGTGATTGGTAAGAATAT---CAATAGTAAGTCGA-ATCGA---------TTCAGAACTATCG-----------------CCTTTCTTCAGATGATCACTAC------TGTTATAGTTTGCTTATTTTTGTGGCCACCCTGGCGTAC
droYak3 2R:11703276-11703428 - ACTTAGAATCCGGGCTGCGCAGCAGTTTCATCGTATGCTGGATCTGATTGGTAAGAAAAC---TAATGGTAGAGCGA-ATCAA---------TTCAGCACTATCC-----------------TTCTTCTTCAGATGATCACTAC------ATCTATAGTTTGCTGCTTCTGCTGGCCACCTTGGCGTAC
droEre2 scaffold_4845:11617552-

11617704 +
ACTAAGGGTCAGGGCTTCGCAGCAGTTTCATCATTTGCTGAACCTGATTGGTAAGAATAC---TCATGGTAAATCGA-ATAGA---------TTCACAACTATCG-----------------TTCTTCCACAGATGATCACTAC------AATTATAGCTTGCTCTTGCTGCTGGCCACCTTGGCTTAC

droEug1 scf7180000409474:450921-
451071 -

TCTCAAGGTCTGGGCTTCACAGCAGATACGTTTGGTACTGAAATTGATTGGTGAGAATCG---TTAATGAAAACCGA-ACTGG---------CTAAAC--CCTTT-----------------TCAATTTCCAGATAAAAATCAC------ATTTACAGCTTAGCCTTTGTACTGATCACCTTAGGCTAC

droBia1 scf7180000302143:897554-
897707 -

TCTTAAGGCCTGGGCTCTACAGAAGATGCAATTTATACTGGAATTAGTTGGTAAGAAGAACTCTAATAGTAGAGAAC-AATTA---------TTA--AAAAAGCC-----------------ACAACCTCCAGATGCAAACCAC------ACTTACAGCCTAATCTTTCTACTGGTCACCGTGCTCTAC

droTak1 scf7180000415722:421132-
421285 +

CCTAAGGGCCTGGGCTTTAAAGAAGATCAAATTTATACTGCAATTAATCGGTAAGAACTC---TAAAGGTAAATTGG-ATTTT---------TTAAAAACC--TCTTA--------------ACTATTTTCAGATGCCAACCAC------ACTTATAGCTTAATCTTTCTTCTGATCACCGTGGTTTAC

droEle1 scf7180000491201:1631908-
1632056 -

ACTAAGTGACTGGCCCTCCGATCAGATACATATTGTATTAAAATTCATCGGTAAGAGTGG---CA----TATACCGA-ATCAA---------TTTACAACTCACC-----------------GACTTTTTCAGATGATCACCAC------ACTTATAGCCTACTCTTGCTGCTGGCCACCTTAGTTTAC

droRho1 scf7180000780066:462543-
462695 +

TTTAAAAGCCTGGGCCTTAGACCATATACAATTTGTACTGAAATTAATTGGTAAGAATGT---AAAGGTCAAATCGA-ATCAA---------TCAAAAACAAAAC-----------------CACTTTTTCAGATGACAACCAT------ATTTATAGCTTGCTATTCCTATTGGCCACCATAGTTTAC

droFic1 scf7180000453201:74997-75160
-

TCTTAAATCCTGGGCATCAGAGCAGCTAGATTTTATATTGCATGTAATTGGTAAGAATTA---TATA----T----------ATGAAAATATGTATAAACC--TAATAAGTTTTGAGTTCCCTGCGTTTCCAGACGAGAATCAC------CTTTATACCTTAATTTTTCTACTGGCCACCTTAGTTTAC

droBip1 scf7180000395751:1091887-
1091998 +

TG--------------------------------------AATGCAATAGGTAAGCTTAG---CGATAACTATTCTATAGTGA---------TACAA----AATT-----------------TTCCCTTGCAGATTATTATTCT------GCCTATAAATTTATAATTTTGTTTGGCATATCTTTCTAC

droWil2 scf2_1100000004558:2805679-
2805746 -

GTTTA-------------------------------------------------------------------------------------------------------------------------TTTTTAGATATTTATTATTACATCTTATATACTCTGATTTTACATGTGGTAATTTTTGGATAT

droVir3 scaffold_12875:17711546-
17711603 -

TT-----------------------------------------------------------------------------------------------------------------------------TTGTAGATGACTGGAAT------ACCTATACAATTCTCTTGCTTCTGTGCACTTTAGCCTAT

droMoj3 scaffold_6496:11339153-
11339186 -

ATAACTGGCCA----------------------------------------------------------------------------------------------------------------------------------------------------------GTTTATATAGTGATCAT-GTGTCT

droGri2 scaffold_15245:13974133-
13974169 +

T--------------------------------------------------------------------------------------------------------------------------------------------------------TATCATTTGGTGTTTTGCCTGTGCACATTTGCATTT
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hide 3p reads  show mid mismatch reads

TAGGACTTCCTCGGGCAGCTTTTGAGCCCAGACACTCTGCTCGACTGGATCGCCAGCCGCCTCCGCAGCATCCGGACTCGTTGAAACCTTCTTTTCGCCGCCACTACCACCTCCTCCGCCTTTTTTCTTGCGCGGCTCATACTCGGCCTCATCGCTGTCCTGTTGCTTTGGTTTACGGACGCGCTTGCGCACAGTTTTTGTTGCTGCGGGAACTGCAACTGGCGGAGATGTGA

***********************************************...(((...(((...(((.((((...((((.((.(((..((........(((((((.........................)).)))))........))..))).))..))))...)))).)))....)))..)))...***********************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V133

Sg4

V129

ML-
DmBG1-
c1

V145

S2-
DRSC

V008

S2-
DRSC

V091

fGS/OSS
total
Â 

GSM609222

ML-DmBG1-
C1

GSM609218

Sg4

SRR032092

mock
oxidized

V141

Heat_female_body

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2
GSM371638

S2-NP

SRR029032

r2d2
knockdown

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V003

dsDcr-1
(katsutomo
RNA)

SRR097865

Drosophila
S2-NP
cells

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

SRR097866

Drosophila
S2-NP
cells

SRR029028

untreated
(mock)

GSM361908

s2-48
Biological
Replicate
#2

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

V073

mbn2

V127

G2

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM343833

S2R+ cell

GSM399101

kc167
cell

V132

ML-
DmD32

SRR029633

total
small RNAs
from hen1
homozygous
flies

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V130

ML-
DmBG3-
c2

GSM280087

S2cell
(AGO2IP)

AGO2

GSE24545

CS ovary
total
RNA

GSM385822

OSS_s8

V074

S3

V142

Oxidation_female_body

SRR023402

total RNA
extracted
from NLS-
P19 cells

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM609250

ML-DmD32
cell

GSM343832

S2R+ cell

GSM609217

MLDmD20c5

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR032094

ago2
knockdown

V138

Male
cold
body

SRR097867

Drosophila
S2-NP
cells

GSM609242

s2+48 #2

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

V086

female
body,
aged

V146

S1
cell

V131

ML-
DmD16-
c3

V128

S3

GSM609237

ago2[414]
ovary
total RNA

GSM609247

heat
female
head

V136

Male
aged
body

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

GSM609220

ML-DmD21
cell

V077

cold,
female
head

GSM609223

male, one
day

V037

Felix
sample
+mirtrons

GSM467731

Dmel_loq_sRNAseq

GSM272652

S2 -48
Biological
Replicate
#1

SRR001339

WT_females_non-
beta-eliminated

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

GSM399100

Kc167
cell

GSM609234

CS Â male
total RNA
Â 

V092

dcr-
2[G31R]
male
total
RNA Â 

V137

Male
aged
head

V139

Cold_female_body

GSM609224

female,
one day

V012

Dcr2 male
(Katsutomo,
whole fly?)

V096

loqsKO/f00791
ovary

GSM609225

ML-DmBG3-
C2

SRR029031

loqs-ORF
knockdown

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR029033

lacZ
knockdown

GSM628272

ago2[414]
ovary
total RNA

GSM609248

ML-DmD9
cell

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR032093

ago1
knockdown

GSM385744

OSS_s2

SRR029029

dcr-1
knockdown

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

SRR001349

heterozygous_dcr-
2_untreated

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR031692

Total
small
RNAs from
Oregon R

V079

Oxidation,
female
head

GSM385821

OSS_s7

SRR001348

ago2_oxidized

SRR029030

dcr-2
knockdown

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR065802

Piwi-
IP_zuc_mut_ovaries

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR001338

IR_non-
beta-
eliminated

V078

Desiccation,
female head

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM286605

2-6h #1
(8)

GSM399106

female
body #2

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

GSM609251

aged
female
head

V036

ML-
DmD20c5
cell

GSM609238

embryo
14-24hr

SRR060650

A1_testes_total

SRR001347

ago2_untreated

V085

CME
W2
wing
disc

SRR001664

homozygous_dcr-
2_untreated

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

GSM609219

GM2 cell

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1
GSM385748

OSS_s6

GSM322219

2-4day
pupae #1

SRR001341

WT_males_non-
beta-
eliminated

GSM609229

embryo 2-
6hr

SRR014277

Ovary_rep1_NA_P

SRR060645

yw67c23(2)_testes_total

V080

Starvation,
female head

......................................................................................................................................................ATCGCTGTCCTGTTGCTTTGG.............................................................. 21 0 1 17.00 17 0 0 0 0 0 0 0 17 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................CCGCAGCATCCGGACTCGTTG...................................................................................................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................TGAGCCCAGACACTCTGCTCG.............................................................................................................................................................................................. 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................................TGCGGGAACTGCAACTGGCGG........ 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................ACAGTTTTTGTTGCTGCGGGA...................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................GCCTTTTTTCTTGCGCGGC................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................TGTTGCTTTGGTTTACGGACGC................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................ATCGCCAGCCGCCTCCGCACA.................................................................................................................................................................... 21 2 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................CTTTTCGCCGCCACTACCAC........................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................GCTCATACTCGGCCTCATCGC.............................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................GTTGCTTTGGTTTACGGACGC................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................................................................TGCAACTGGCGGAGATGTG. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................TCGCTGTCCTGTTGCTTTGGTT............................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................................TTGCTGCGGGAACTGCAACTG............ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................CGCTGTCCTGTTGCTTTGGTT............................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................................................AACTGCAACTGGCGGAGATG... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................GCTCGACTGGATCGCCAGCCG.............................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................ACGGACGCGCTTGCGCACAG....................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................TTTTGAGCCCAGACACTCTGC................................................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................................................GCTGCGGGAACTGCAACTGGC.......... 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................CCAGACACTCTGCTCGACTGG......................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................TGCGCGGCTCATACTCGGCCTCA.................................................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................................GCGGGAACTGCAACTGGCGGA....... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................................................TGTTGCTGCGGGAACTGCAAC.............. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................CTGTTGCTTTGGTTTACGGAT..................................................... 21 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................TTGCTTTGGTTTACGGACGC................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................CACTCTGCTCGACTGGATCGC.................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................ATCCGGACTCGTTGAAACCTTT.............................................................................................................................................. 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TCGCCAGCCGCCTCCGCACA.................................................................................................................................................................... 20 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................CTCCGCAGCATCCGGACTCGT........................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................CTCATACTCGGCCTCATCGCT............................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................ACACTCTGCTCGACTGGATCG..................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................TTCTTGCGCGGCTCATACTCG........................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ATCCTGAAGGAGCCCGTCGAAAACTCGGGTCTGTGAGACGAGCTGACCTAGCGGTCGGCGGAGGCGTCGTAGGCCTGAGCAACTTTGGAAGAAAAGCGGCGGTGATGGTGGAGGAGGCGGAAAAAAGAACGCGCCGAGTATGAGCCGGAGTAGCGACAGGACAACGAAACCAAATGCCTGCGCGAACGCGTGTCAAAAACAACGACGCCCTTGACGTTGACCGCCTCTACACT

***********************************************...(((...(((...(((.((((...((((.((.(((..((........(((((((.........................)).)))))........))..))).))..))))...)))).)))....)))..)))...***********************************************
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HA-AGO2

AGO2

V132

ML-
DmD32

V144

OSC

SRR029032

r2d2
knockdown

SRR060651

A2_ovaries_Ago3

AGO3

GSM371638

S2-NP
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#2
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KC-48 #2

GSM609243

KC+48 #1
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SRR023402

total RNA
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P19 cells

SRR029029
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knockdown
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RNAs from
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heterozygous
flies

SRR031704

2'-O-
methylated
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from r2d2
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flies

SRR060652
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Penelope_testes_total

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM609220

ML-DmD21
cell

GSM399101

kc167
cell

GSM609248

ML-DmD9
cell

V034

ML-
DmD16c3
cell

GSM609230

CS,ovary,AGO1IP

AGO1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V079

Oxidation,
female
head

GSM609229

embryo 2-
6hr

GSM609223

male, one
day

GSM609237

ago2[414]
ovary
total RNA

V137

Male
aged
head

V139

Cold_female_body

V036

ML-
DmD20c5
cell

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609240

IR+ 2-
18hr

GSM609238

embryo
14-24hr

V126

CME
L1

SRR029033

lacZ
knockdown

V015

DreRFHV148h

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

SRR097867

Drosophila
S2-NP
cells

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V086

female
body,
aged

SRR029031

loqs-ORF
knockdown

SRR097865

Drosophila
S2-NP
cells

SRR032093

ago1
knockdown

GSM609227

CMEW1
Cl.8+
cell

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

SRR031692

Total
small
RNAs from
Oregon R

GSM280087

S2cell
(AGO2IP)

AGO2

V030

ML-
DmD8
cell

............................................................................................................................................TGAGCCGGAGTAGCGACAGGA........................................................................ 21 0 1 9.00 9 0 0 0 0 0 0 0 0 0 0 1 1 0 0 1 0 0 0 0 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............GTCGAAAACTCGGGTCTGTGA..................................................................................................................................................................................................... 21 0 1 8.00 8 0 0 0 0 0 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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.....................................................GTCGGCGGAGGCGTCGTAGGC............................................................................................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................................................................................................GCCCTTGACGTTGACCGC......... 18 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................CGAGCTGACCTAGCGGTCGGCGGA........................................................................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................CGGGTCTGTGAGACGAGCTG............................................................................................................................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................CGGTGATGGTGGAGGAGGCGGAAAAAA........................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........AGCCCGTCGAAAACTCGGGTC.......................................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................CGGCGGAGGCGTCGTAGGCCT............................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................................GAGCCGGAGTAGCGACAGGAC....................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................CGGGTCTGTGAGACGAGCTGAC.......................................................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................................................AGGACAACGAAACCAAATGCCTGCGC.................................................. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................................................ACGAAACCAAATGCCTGCGCGAACGCGT.......................................... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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Species Coordinate ID Alignment
dm3 chr2R:7175156-7175388 + sblock60249 TAGGACTTCCTCGGGCAGCTTTTGAGCCCAGACACTCTGCTCGACTGGATCGCCAGCCGCCTCCGCAG---CATCC------------GGACTCGTTGAAACCTTCTTTTCGC---------------------CGCCACTACCACCTC---------CTCCG---CCTTTTTTCTTGCGCGGCTCATACTCGGCCTCATCGCTGTCCTGT---TGCTTTGGTTTACGGACGCGCTTGCGCACAGTTTTTGTTGCTGC---G---------GG---AACTGCAACTGGCGGAGATGTGA
droSim2 2r:7895344-7895576 + CAGGACTTCCTCGGGCAGCTTTTGAGCCCAGACACTCTGCTCGATTGGTTCGCCAGCCGCCTCCGCAG---CATCC------------GGACTCGTTGAAACCTTCTTTTCGC---------------------CGCCACTACCACCTC---------CACCG---CCTTTTTTCTTGCGCGGCTCATACTCGGCCTCATCGCTGTCCTGT---TGCTTTGGTTTACGGACGCGCTTGCGCACAGTTTTTGTTGCTGC---G---------GG---AACTGTAACTGGGGGAGATGTGA
droSec2 scaffold_1:4743531-4743763

+
TAGGACTTCCTCGGGCAGCTTTTGAGCCCAGACACTCTGCTCGATTGGCTCGCCAGCCGCCTCCGCAG---CATCC------------GGACTCGTTGAAACCTTCTTTTCAC---------------------CGCCACTACCACCTC---------CTCCG---CCTTTTTTCTTGCGCGGCTCATACTCGGCCTCATCGCTGTCCTGT---TGCTTTGGTTTACGGACGCGCTTGCGCACAGTTTTTGTTGCTGC---G---------GG---AACTGTAACTGGCGGAGATGTGA

droYak3 2R:1964692-1964921 - GAGCACTTCCTCGGGTAGCTTTTGAGCCCAGACACTCTGCTCCACTGGCTCGCCAGCCGCCT------CTGCTGCC------------GGACTCGTTGAAACCTTCTTATCTC---------------------CGCCACTACCACCTC---------CTCCG---CCTTTTTTCTTGCGTGGCTCATACTCGGCCTCATCGCTGTCCTGT---TGCTTTGGTTTACGGACCCGCTTGCGCACCGTTTTTAAAGGTGC---G---------GG---AACTGCAACTGGCGGGGATGTGA
droEre2 scaffold_4845:18613373-

18613605 -
GAGGACTTCCTCGGGCAGCTTTTGAGCCCAAATACTCTGCTCGACTGGCTCGCCAGCCGCCTCCGCAG---CATCC------------GGGCTCGTTGAAACCTTCTTCTCTC---------------------CGCCACTACCACCTC---------CTCCG---CCTTTTTTCTTCCGTGGCTCATACTCGGCCTCATCGCTGTCCTGT---TGCTTTGGTTTACGGACGCGCTTGCGCACCGTTTTTAAAGCTGT---G---------GG---AACTGCAACTGGCGGAGATGTGA

droEug1 scf7180000409462:1323442-
1323665 -

GAGAACTTCCTCTGGCAACTTTTGGGCCCAGACACTCTGCCCGATAGGCTCGGCAGCCGCAT------CGGCATCC------------GAACACGTTGAAACCTTCTTTTCTC---------------------CACCGCT------TC---------CTCCA---CCTTTTTTCTTTCGCGGCTCATATTCCGCCTCATCGCTGTCCTGT---TGCTTTGGTTTGCGGACGCGCTTGCGCACCGGTTTTGAGACTGC---G---------GG---AACTGCAACAGGCGGAGATGTGG

droBia1 scf7180000301754:1114841-
1115070 -

AAGGACTTCCTCTGGCAACTTTTGGGCCCAGACACTCTGCTCGATTGGTTCGCCAGCTGCCT------CCGCATCC------------GAACTCGTTGAAGCCTTCTTTTCCG---------------------C---ACCACCACCTC---------CTCCA---CCTTTTTTCTTTCGCGGTTCGTACTCGGCCTCATCGCTATCTTGT---TGCTTTGGTTTGCGGACGCGCTTGCGCGCCGGTTTTGAGGCCGT---G---------GCAGGAACGGCAACGGGCGGAGACGTAG

droTak1 scf7180000415313:76736-
76965 -

AAGGACTTCCTCTGGCAGCTTTTGTGCCCAGACACTCTGTTCGATGGGCTCGCCAGTTGCCT------CCGCATCC------------GAGCTCGTTGAAACCTTCTTCTCCC---------------------CGCCACTTCCTCCTC---------CTCCA---CCCTTTTTCTTTCGCGGCTCGTACTCAGCTTCATCGCTATCCTGT---TGCTTTGTTTTGCGGACGCGCTTGCGCACCGGTTTCGAGGCCGC---G---------GG---AACAGCAACCGGCGGAGATGTGG

droEle1 scf7180000491214:2620817-
2621043 +

AAGGACTTCTTCTGGCAGCTTTTGGGCCCAGACACTCTGCTCGATCGGCTCACCGGCTGCCT------CCGGATCC------------GAACTCGTTGAAACCTTCTTTTCGC---------------------CACCGCT---ACCTC---------CTCCA---CCTTTTTTCTTGCGCGGCTCATACTCGGCCTCATCGCTGTCCTGT---TGCTTTGGTTTGCGGACGCGCTTGCGCACCGGTTTGGAGGCAGC---G---------GG---AACAGCGACTGGGGGAGATGTGG

droRho1 scf7180000779263:383155-
383381 -

AAGGACTTCCTCTGGCAGCTTTTGGGCCCAGACACTCTGCTCGATTGGCTCTACGCCCGCCT------CCGGATCC------------GAGCTAGTTGAAACCTTCTTTTCCC---------------------CGCCACTA---CCTC---------CTCCA---CCTTTTTTCTTGCGCGGCTCATACTCGGCCTCATCGCTGTCCTGT---TGCTTGGGTTTGCGCACGCGCTTGCGCGCCGGCTTGGAAGCAGC---G---------GG---AACAGTGACTGGGGGAGATGAGG

droFic1 scf7180000453773:117622-
117851 +

GAGGACTTCCTCAGGCAGCTTTTGCGCCCAGACACTCTGCTCGATCGGTTCGCTGGCAGCTT------CCGCGTCA------------GAGCTCGCTGAAACCTTTTTCTCTG---------------------CTCCGCTACTACCTC---------CCCCA---CCCTTTTTCTTGCGGGGTTCATACTCGGCCTCATCACTGTCTTGT---TGCTTTGGTTTGCGTACGCGCTTGCGCACCGGTTTCGAGGGCAC---A---------GG---AACAACGACTGGTGGAGATGTGG

droKik1 scf7180000302476:14488-
14720 +

GAGGACCTCCTCAGGCAGCTTTTGGGCCCATACACTCTGCTCGATGGGCTCGTCTGCAGCCG------CCGCATCC------------GCACTCGTCGAAACCTTCTTTTGGC---------------------TATCTCCACCTCCTC---------CTCCGCCACCCTTCTTCTTGCGCGGCTCATACTCCGCCTCGTCGCTGTCCGGT---TGCTTTGGTTTGCGGATGCGCTTGCGCACAGGCTTAGAGGCCGC---T---------GG---AACGAGTACAGGGGGAGAGGTGG

droAna3 scaffold_13266:883337-
883590 +

GAGGACATCCTCGGGAAGCTTTTGGGCCCAAACACTTTGTTCGATCGGTTCGGCTGCTGCCA------CCGCTTCT------------G------TCGCCGCTTTCTTCTGACTATTGCCACTGTCACCACCACCGCCACCACCTCCTCCACCTCCACCTCCG---CCCTTCTTCTTGCGCGGCTCATATTCGCTCTCGTCGCTGTCCGCT---TGCTTCGGTTTGCGGACGCGCTTTCGTGCCGGCTTGGAGGCTGC---A---------GGTGGGACGGGAAC---GGGAGGCGTCG

droBip1 scf7180000396730:1890785-
1891032 +

GAGGACATCCTCGGGCAGTTTTTGGGCCCAAACACTTTGTTCGATGGGCTCGGCAGCTGCTG------CCGCTTCT------------G---TCGACGAT---TTTTTCTGACTATTGCCACTGTCACC---ACCGCCAGCACCTCCTC------CACCGCCG---CCCTTCTTCTTGCGCGGCTCGTACTCACTCTCGTCGCTGTCCGCT---TGCTTTGGTTTGCGGACTCGTTTACGTGCCGGCTTGGAGGCTGC---A---------GGTGAAACGGGAACGGGTGGCGTCGCGG

dp5 3:11064433-11064632 + GAGGACTTCCGCAGGAAGCCTCTCAGCCCAGGCACTCTGTTCGACTGCTTCTCCTTCTACCGCCT---CTGCTGCA------------CTGCTCGTCGAGACCTTC------------------------------------------------------------------TTCTTTCGTGGCTCACATTCACTCTCGTCGCTGTCCGGC---TGCTTTGGCTTGCGAACGCGCTTGCGTGCCGGCTTGGTAGCAGC---A---------GG---GACGGGGACGGGAGGTGATGTTA
droPer2 scaffold_4:6383385-6383584

+
GAGGACTTCCGCAGGAAGCCTCTCAGCCCAGGCACTCTGTTCGACTGCTTCTCCTTCTACCGCCT---CTGCTGCA------------CTGCTCGTCGAGACCTTC------------------------------------------------------------------TTCTTTCGTGGCTCACATTCACTCTCGTCGCTGTCCGGC---TGCTTTGGTTTGCGAACGCGCTTGCGTGCCGGCTTGGTAGCAGC---A---------GG---GACGGGGACGGGAGGTGATGTTA

droWil2 scf2_1100000004513:487650-
487879 +

TAGCACATCTTCTGGTAATCTTTGGGCCCATTCACTTTGTTGTATGGGCTCGGTTTTGACTT------CTGTTGAC------------TCGCCAG---------------CTG---------------------TGCCACCACCACCTCCTCCTCCTCCTTGA---CCTTTCTTTTTACGTGGCTCGTAATCGGTCGCATCGCCATCCTGA---GGCTTGACTTTGCGTGATCGCTTCCTTGCTGGTTTCGAAGCACT---TGGCGATTGTTG---GACAGCAATT---GGAGGTGTTA

droVir3 scaffold_10324:375411-
375662 +

GAGCACTTCTTCAGGTAACTTATGGCCCCAGGCACTCTGCTCAACCGGCTCGCTGTCCGCTT------CTGCCGCCTGCTGAGCAGAGGCGTTTGTTGATGTCCTTTTCTGGCGCTCGC---------------CGTTGTTGCTGCCCC---------CACCA---CCCTTCTTCTTGCGCGGCTCATACTCACTCTCGTCGCTGTCCTGTTGTTGTTTTGGTTTGCGAACGCGCTTGCGTGCCGGCTTCGCTGGCGC---TGGT------GG---CCTTGGGGCCGGCGCAGAGAC--

droMoj3 scaffold_6496:2186286-
2186539 +

GAGCACATCTTCGGGCAAGTCATGACCCCAGGGACTCTGCTCAACTGGCTCGGCATCTGCTTCTGTAG---CTGCC------------GCATTTGCT---ATTCGCTTTTGACGCTCAC---TGTTAT------T---GCTACTGCCAC---------CGCCG---GCCTTCTTTTTACGTGGCTCGTATTCGCTCTCGTCGCTATCCTGT---TGCTTCGGTTTACGTACCCGTTTGCGTGCAGTTTTGGCCGTTGACGTTGCGGATTTCGGTGAAGGTGCTACTGGAGTTGCGATTG

droGri2 scaffold_15245:15250549-
15250796 -

GAGTACTTCTTCAGGTAACTTTTCAGCCCACACACTCTGCTCGCCTGGCTCGTCATCGTCCTCTGCCT---GAACT---------GAGGTGCTCGTCGATGACTTCTTCTGGC---------------------CGTTATTGCTGCTTC---------CGCCGCCCGCTTTTTTCTTCCGCGGTTCGTACTCGCCCTCATCGCTATCCTGG---GGCTTTGGTTTCCGAACGCGTTTACGTGCTGGCTTCGATGCAGC---TACTGATCTTGG---AGCTGGCAGCGCTGGGGATGCGA
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TCGCCTACTTTGTATTTCATATCTACTAATTGTGTGTTATTTACTAATATGAGAGAGTAATTGTTGATATCAAACGTTTGCTAGTTCCATTATTAACTAGCTCGATTCGTATCATCAATGGCTGTCAACTTACTACAAGCAAAAAGTGCTTGTAGTGTGTGTTAATAAGTATTATTTGTAG
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.............................................................TGTTGATATCAAACGTTTGCTAG................................................................................................. 23 0 1 4.00 4 0 0 0 1 0 0 0 0 0 1 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................TAGCTCGATTCGTATCATCA................................................................ 20 0 1 4.00 4 1 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................TGTTGATATCAAACGTTTGCT................................................................................................... 21 0 1 3.00 3 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................TGTTGATATCAAACGTTTGCTAGT................................................................................................ 24 0 1 3.00 3 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................TGTTGATATCAAACGTTTGCTAGTT............................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................TGTTGATATCAAACGTTTGCG................................................................................................... 21 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................TTCCATTATTAACTAGCTCGATTCG........................................................................ 25 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................TGTTGATATCAAACGTTTGCTA.................................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................TAGCTCGATTCGTATCATCAAT.............................................................. 22 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................GCAAAAAGTGCTTGTAGTGGAC..................... 22 3 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AGCGGATGAAACATAAAGTATAGATGATTAACACACAATAAATGATTATACTCTCTCATTAACAACTATAGTTTGCAAACGATCAAGGTAATAATTGATCGAGCTAAGCATAGTAGTTACCGACAGTTGAATGATGTTCGTTTTTCACGAACATCACACACAATTATTCATAATAAACATC

*************************************************......((.(((.((((.((((((.((.((...(((((((........))))))).)).)).)))))).)))).))).))......**********************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V074

S3

V073

mbn2

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V131

ML-
DmD16-
c3

GSM609237

ago2[414]
ovary
total RNA

SRR031692

Total
small
RNAs from
Oregon R

V138

Male
cold
body

GSM609222

ML-DmBG1-
C1

V128

S3

GSM609225

ML-DmBG3-
C2

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609224

female,
one day

SRR097865

Drosophila
S2-NP
cells

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM467731

Dmel_loq_sRNAseq

GSM322245

3rd
instar #1

V136

Male
aged
body

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V008

S2-
DRSC

GSM371638

S2-NP

SRR032092

mock
oxidized

V037

Felix
sample
+mirtrons

V086

female
body,
aged

V091

fGS/OSS
total
Â 

V034

ML-
DmD16c3
cell

SRR010953

Aub
heterozygotes,
oxidized

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

V079

Oxidation,
female
head

GSM609229

embryo 2-
6hr

SRR029633

total
small RNAs
from hen1
homozygous
flies

V078

Desiccation,
female head

GSM609217

MLDmD20c5

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM609234

CS Â male
total RNA
Â 

V146

S1
cell

GSM609227

CMEW1
Cl.8+
cell

V038

Felix
sample
S2
only

GSM609248

ML-DmD9
cell

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

V036

ML-
DmD20c5
cell

SRR001348

ago2_oxidized

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609251

aged
female
head

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM399110

KC-48 #2

V032

S1
cell

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

GSM399101

kc167
cell

GSM360257

1st
instar #2

V015

DreRFHV148h

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

V022

ML-
DmD32
cell

GSM385744

OSS_s2

GSM385821

OSS_s7

GSM385822

OSS_s8

GSM609243

KC+48 #1

V003

dsDcr-1
(katsutomo
RNA)

V144

OSC

SRR001347

ago2_untreated

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR029033

lacZ
knockdown

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609223

male, one
day

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:4974136-4974316 - sblock79863 TCGCCTAC------TTTGTATTT-----------------------CATATCTACTAATTGTGT----------GTTATTTACTAATATGAGAGAG---------------------TAATTGTTGATATCAAACGTTTGCTAGTTCCATTATTAACTA------------------------------------------------GCTCGAT------TCGTATC-ATCAATGGCTGTCAACTTACTACAAGCAAAAAGTGCTTGTAG--------TGTGTGTTAATAAGTATTATTTGTAG
droSim2 3l:4913676-4913897 - TTGCCTAA------TGTGTTTTTTATACCATCAAGCAAAAAATGCTCATATTTACTAATTGTGT----------GTTAT-----------AGATAGATTATAGATTAATTAAGTATTTAATTGTTGATATCAAAGGCTTGCTAGTTCCATTATTAACAA------------------------------------------------GCTCTAT------TTTTACC-ATCAATGACTTGCAACATACTGCAAGCAAAAAGTGCTTGTATTTACTAATTGTGGGTTAATAACTATTATTTCCAG
droSec2 scaffold_2:4954296-

4954495 -
TTGCCTAA------TGTGTTTTTTATACCATCAAGCAAAATATGCTCATATTTACTAATTGTGT----------GTTAT-----------AGATAGATTATAGATTAATTAAGTATTTAATTGTTGATATCAAAGGCTTGCTAGTTCCATTATTAAAAA------------------------------------------------GCTCTAT------TTTTATC-ATCAATGACTTGCAACGTACTGCAAGAAAAAAGTGCTTGTATTTACTAATTGTG----------------------

droYak3 3L:5557101-5557199 - TTATCTAC------TGTGTTTTGTAAGCC-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AACAATGACTTTTGACACACTACAAACAACAAGTGCTTGTATTTACTAATTATGTGTTTATAACTATTATTTATAG
droEre2 scaffold_4784:7685672-

7685770 -
TTACACAG------TGTGTTTTGTATGCC-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATCACCGACTTTCGACACACTTCAATCGAAAAGTGCTTGTGTTGTGTGGTTGTGTGTTAATTTCTGTTATTTATGG

droTak1 scf7180000415157:109659-
109746 -

TCGTTTAA------------------ACAATTTAACACAGTAT--------------------------------------------------------------------------------------------------------ATTTCTT--AAA------------------------------------------------AATCTATTTTTACATAAATCAGTTAATG------ATTTTAGTATAATTTGAAAGTGTTT--------------------------------------

droEle1 scf7180000491249:5947966-
5948142 -

CCTTTTTA------TATTTTATGT-------AAAAGAAAACGTATGCGTGTTTAAGAAGTCTTGATGAATTGAAATTGT-----------GGACATGCAATAA----------AACTT-----------------------------ATTTGTT--AAAAATAGCT--------TAAGTGCTTCGAAAA-----CCGCCAAGTGTTCGCTTTAT------ATAAACC-CTCAATCATT------CTAAAAAAAGCTAAAAATAAG------------------------------------AAA

droRho1 scf7180000780004:41294-
41422 -

CCAACATTTTAAATTGGGATAATTGTGGCATCA--CTTCATAAGCTCATTTAATTTAA------------------------------------------------------------------------------------------------------AATGTTATTAAGAGTTGGTACTACATTATATTTTCTGT-TTAAGTTTGC---AT------TTAAGCC-CT------------------------------------------------------------ATTATATTTTATAC

Generated: 09/09/2015 at 01:36 AM
crit.star
crit.loop
crit.mor
crit.half

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
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rescue.total
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rescue.known
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PASS/FAIL
1
0
0
0
0
1
1
1
0
1
1
1
0
0
1
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491249:5947966-5948142
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780004:41294-41422


ID:

sblock82878

Coordinate:

chr3L:9420980-9421185 -

Confidence:

Known Ortholog

Class:

antisense_to_CDS

Genomic Locale:

antisense_to_CDS
[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

Antisense to rescue_fragment [MTF-1[+tEa]]; Antisense to CDS [Shc-cds]; Antisense to point_mutation [Shc[BG]-2]; Antisense to insertion_site [Shc[BG]-3]; Antisense to point_mutation [Shc[BG]-1]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ATATTGGTCTGGATATGCCCGCATGGAACCACACCTCCGCTGTGAGCGGGCATTGCGGTCCGTCGAACACATCGCGAACAGAGGGCAAAACAGAATTGGCAGCTGTGGTCGCTTGGAGGGGATCAAAGTGGCCTAACTTATTGGTCGTCTGATCGGGAGGCGGGGAGTTGAGGTCGATGAGGTTGCTGCTCAGGCGATCGCGAGGCTTCTTCAGATTCAGTTGTGCCACACGAGGCGCATGCGGATGGAGAGGTTGCTGCACCTGCTGTTGTTGTGGTTCCGGCACTTCTGGTGGCAGCTTGTTTG

****************************************************************************************........((.(((((....((((((......((((..(((((((.........))))).))))))...))))))..)))))....))**********************************************************************************************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V126

CME
L1

GSM609235

CMEL1

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V148

mbn2

SRR029029

dcr-1
knockdown

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

SRR029032

r2d2
knockdown

V073

mbn2

V145

S2-
DRSC

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR060653

hs-Penelope_
ovaries_total

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR097866

Drosophila
S2-NP
cells

GSM609222

ML-DmBG1-
C1

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

V131

ML-
DmD16-
c3

GSM609242

s2+48 #2
GSM609217

MLDmD20c5

GSM280087

S2cell
(AGO2IP)

AGO2

GSM322543

male head
#1

SRR031692

Total
small
RNAs from
Oregon R

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

V014

DTT
8h

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V127

G2

V128

S3

V130

ML-
DmBG3-
c2

V133

Sg4

V085

CME
W2
wing
disc

V136

Male
aged
body

SRR097867

Drosophila
S2-NP
cells

V003

dsDcr-1
(katsutomo
RNA)

SRR029028

untreated
(mock)

SRR032092

mock
oxidized

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V008

S2-
DRSC

GSM609229

embryo 2-
6hr

GSM609237

ago2[414]
ovary
total RNA

GSM628272

ago2[414]
ovary
total RNA

V129

ML-
DmBG1-
c1

V146

S1
cell

GSM609241

s2+48 #1

SRR029031

loqs-ORF
knockdown

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM361908

s2-48
Biological
Replicate
#2

GSM343832

S2R+ cell

V140

Dessication_female_body

GSM272652

S2 -48
Biological
Replicate
#1

GSM379050

Armi
Heterozygote

GSM379051

Armi
Mutant

GSM379059

Piwi
Mutant

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR014273

Ovary_rep1_Har_P

SRR014277

Ovary_rep1_NA_P

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

GSM609251

aged
female
head

V022

ML-
DmD32
cell

GSM609221

1182-4H
cell

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1
V074

S3

V079

Oxidation,
female
head

GSM609238

embryo
14-24hr

V086

female
body,
aged

V141

Heat_female_body

V142

Oxidation_female_body
V144

OSC

GSM286607

6-10h #1
(10)

GSM399106

female
body #2

V137

Male
aged
head

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM379057

Krimp
Mutant

GSM379058

Piwi
Heterozygote

GSM379064

Vasa
Mutant

GSM360256

1st
instar #1

SRR001347

ago2_untreated

SRR001349

heterozygous_dcr-
2_untreated

SRR010956

Piwi IP in
Ago3
heterozygotes

SRR023402

total RNA
extracted
from NLS-
P19 cells

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR060643

A2_testes_total

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

GSM609239

IR- 2-
18hr

GSM609240

IR+ 2-
18hr

V015

DreRFHV148h

GSM399100

Kc167
cell

GSM609249

ML-DmD21
cell

GSM609230

CS,ovary,AGO1IP

AGO1

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V077

cold,
female
head

V096

loqsKO/f00791
ovary

GSE24545

CS ovary
total
RNA

V132

ML-
DmD32

V134

ML-
DmD8

V135

CME
W2
(wing
disc
line)

V147

1182-
4H
cell

GSM343833

S2R+ cell

V034

ML-
DmD16c3
cell

V036

ML-
DmD20c5
cell

SRR001339

WT_females_non-
beta-eliminated

GSM286605

2-6h #1
(8)

GSM286606

2-6h #2
(9)

GSM399110

KC-48 #2

GSM609243

KC+48 #1

GSM286611

6-10h #2
(11)

GSM286613

0-1hr #1
(A)

GSM1528798

follicle
cells

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM272653

KC -48 #1

GSM360260

0-1d
Pupae (w)

.......................................................................................................TGTGGTCGCTTGGAGGGGATC...................................................................................................................................................................................... 21 0 1 15.00 15 0 0 0 0 0 0 2 0 6 0 1 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................TGAGGTCGATGAGGTTGCTGC..................................................................................................................... 21 0 1 7.00 7 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................................................................GCATGCGGATGGAGAGGC.................................................... 18 1 1 6.00 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................CTGTGGTCGCTTGGAGGGGATCC..................................................................................................................................................................................... 23 1 1 6.00 6 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................TGTGAGCGGGCATTGCGGTCC..................................................................................................................................................................................................................................................... 21 0 1 6.00 6 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................TTGGAGGGGATCAAAGTGGCC............................................................................................................................................................................. 21 0 1 5.00 5 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................CAGCTGTGGTCGCTTGGAGGG.......................................................................................................................................................................................... 21 0 1 5.00 5 0 0 0 0 0 0 1 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................TTGGTCGTCTGATCGGGAGGC................................................................................................................................................. 21 0 1 4.00 4 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................GTTGAGGTCGATGAGGTTGCT....................................................................................................................... 21 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................AACACATCGCGAACAGAGGGC............................................................................................................................................................................................................................ 21 0 1 4.00 4 0 0 0 0 1 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................ATGAGGTTGCTGCTCAGGCGA............................................................................................................. 21 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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.....................................................................................................................................................................................................................................................................CCTGCTGTTGTTGTGGTTCCGGC...................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................................................................................GCGCATGCGGATGGAGAGG..................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................TCGATGAGGTTGCTGCTCAG................................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....GGTCTGGATATGCCCGCATGG........................................................................................................................................................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................GATGAGGTTGCTGCTCAGGCGA............................................................................................................. 22 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................................................................................................TTGTTGTGGTTCCGGCACTT.................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................CTGTGGTCGCTTGGAGGGGAT....................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................GGGAGTTGAGGTCGATGAGGT........................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................................................CGCGAGGCTTCTTCAGATTC........................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................GGAGGGGATCAAAGTGGCCT............................................................................................................................................................................ 20 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................GTCGATGAGGTTGCTGCTCAGA................................................................................................................ 22 1 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............ATGCCCGCATGGAACCAC.................................................................................................................................................................................................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................GGGCAAAACAGAATTGGCAGCTG......................................................................................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................................................................................................TTCTGGTGGCAGCTTGTT.. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................................GTGCCACACGAGGCGCATGCGGATGGA......................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................ATTGGTCGTCTGATCGGGAGGT................................................................................................................................................. 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................GGAGGGGATCAAAGTGGCCTA........................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................CGTCTGATCGGGAGGCGGGGA............................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................ATTGGCAGCTGTGGTCGCTTGT.............................................................................................................................................................................................. 22 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................AGAATTGGCAGCTGTGGTCGC.................................................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................TGGTCGTCTGATCGGGAGGCG................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................................................................CTGCACCTGCTGTTGTTGTGG............................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................TGGTCGTCTGATCGGGAGG.................................................................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................................................................................................TTGTTGTGGTTCCGGCACTTCTGGTGGC.......... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................................................................................................................................CACTTCTGGTGGCAGCTTGTT.. 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................................................................................................................................TCCGGCACTTCTGGTGGCAGC....... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................GTTGAGGTCGATGAGGTTGCTGC..................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................................................................................................................GTTCCGGCACTTCTGGTGGCA......... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................GAACCACACCTCCGCTGTGAG.................................................................................................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TATAACCAGACCTATACGGGCGTACCTTGGTGTGGAGGCGACACTCGCCCGTAACGCCAGGCAGCTTGTGTAGCGCTTGTCTCCCGTTTTGTCTTAACCGTCGACACCAGCGAACCTCCCCTAGTTTCACCGGATTGAATAACCAGCAGACTAGCCCTCCGCCCCTCAACTCCAGCTACTCCAACGACGAGTCCGCTAGCGCTCCGAAGAAGTCTAAGTCAACACGGTGTGCTCCGCGTACGCCTACCTCTCCAACGACGTGGACGACAACAACACCAAGGCCGTGAAGACCACCGTCGAACAAAC

**********************************************************************************************************************************........((.(((((....((((((......((((..(((((((.........))))).))))))...))))))..)))))....))****************************************************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V126

CME
L1

GSM609235

CMEL1

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

SRR065807

Piwi-
IP_squ_het_ovaries

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR010955

Aub IP in
Ago3
heterozygotes

SRR065806

Piwi-
IP_squ_mut_ovaries

V073

mbn2

GSM280087

S2cell
(AGO2IP)

AGO2

GSM609242

s2+48 #2

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

V145

S2-
DRSC

GSM609241

s2+48 #1

SRR029028

untreated
(mock)

SRR060649

A2_ovaries_FLAG-
Piwi

GSM628272

ago2[414]
ovary
total RNA

V136

Male
aged
body

V148

mbn2

GSM609227

CMEW1
Cl.8+
cell

GSM360257

1st
instar #2

GSM609243

KC+48 #1

SRR023402

total RNA
extracted
from NLS-
P19 cells

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR060648

A2_ovaries_FLAG-
Aub

SRR060653

hs-Penelope_
ovaries_total

V144

OSC

GSM609225

ML-DmBG3-
C2

V034

ML-
DmD16c3
cell

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR014280

Ovary_rep1_w1118_P

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRR060651

A2_ovaries_Ago3

AGO3

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR097866

Drosophila
S2-NP
cells

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM371638

S2-NP

V074

S3

V129

ML-
DmBG1-
c1

V130

ML-
DmBG3-
c2

V140

Dessication_female_body

GSM609226

CMEW1
Cl.8+
cell

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609222

ML-DmBG1-
C1

GSM609237

ago2[414]
ovary
total RNA

V127

G2

GSM379064

Vasa
Mutant

GSM385748

OSS_s6

GSM385822

OSS_s8

GSM286613

0-1hr #1
(A)

GSM272652

S2 -48
Biological
Replicate
#1

GSM399106

female
body #2

GSM360260

0-1d
Pupae (w)

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR014275

Ovary_rep1_LK_P

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM609251

aged
female
head

V014

DTT
8h

V086

female
body,
aged

V096

loqsKO/f00791
ovary

GSE24545

CS ovary
total
RNA

V142

Oxidation_female_body

GSM609223

male, one
day

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V091

fGS/OSS
total
Â 

GSM609217

MLDmD20c5

GSM1528798

follicle
cells

GSM280085

WT testes
(18-24nt)

GSM313160

dcr-2
homozygous,
oxidized

GSM379050

Armi
Heterozygote

GSM379055

Flam
Mutant

GSM379057

Krimp
Mutant

GSM379060

SpnE
Heterozygote

GSM379063

Vasa
Heterozygote

GSM379065

Zuc
Heterozygote

GSM467730

Dmel_r2d2_sRNAseq

GSM322338

2-4day
pupae#2

GSM399105

disk #2

GSM360262

0-2d
pupae

GSM275691

imaginal
disc

GSM272651

S2-
48,+48,
KC-48,
+48 mix

SRR001349

heterozygous_dcr-
2_untreated

SRR010953

Aub
heterozygotes,
oxidized

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR010956

Piwi IP in
Ago3
heterozygotes

SRR014273

Ovary_rep1_Har_P

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR031692

Total
small
RNAs from
Oregon R

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR060644

A2_ovaries_total

SRR060645

yw67c23(2)_testes_total

SRR060652

hs-
Penelope_testes_total

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

SRR097865

Drosophila
S2-NP
cells

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

V015

DreRFHV148h
GSM343832

S2R+ cell

V022

ML-
DmD32
cell

V037

Felix
sample
+mirtrons

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609229

embryo 2-
6hr

GSM609238

embryo
14-24hr

V125

ML-
DmD9

V128

S3

V132

ML-
DmD32

V137

Male
aged
head

V138

Male
cold
body

V139

Cold_female_body

V085

CME
W2
wing
disc

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

GSM379052

Aub
Heterozygote

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

GSM609239

IR- 2-
18hr

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V092

dcr-
2[G31R]
male
total
RNA Â 

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V146

S1
cell

V036

ML-
DmD20c5
cell

V131

ML-
DmD16-
c3

.......................................................................................................................................................................................................................................................................................GGCCGTGAAGACCACCGTC........ 19 0 1 5.00 5 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................................GCTAGCGCTCCGAAGAAGTCTAAG........................................................................................ 24 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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.............................................................................................................................................................................................................................................................................CCAACACCAAGGCCGTGAAGAC............... 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................AACGCCAGGCAGCTTGTGTAGCGCT..................................................................................................................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................CAGCGAACCTCCCCTAGTT.................................................................................................................................................................................... 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................CCCGTAACGCCAGGCAGCTTGTGTAG......................................................................................................................................................................................................................................... 26 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................GGGCGTACCTTGGTGTGGAGGCG.......................................................................................................................................................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................AGCTTGTGTAGCGCTTGTCTC............................................................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................................................................ACGAGTCCGCTAGCGCTCCGA................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................................................................ACGACGAGTCCGCTAGCGCTCCGA................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................................................................ACGACGAGTCCGCTAGCGCTC...................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................AGCTTGTGTAGCGCTTGTCTCCCGTTT......................................................................................................................................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....ACCAGACCTATACGGGCGTACCTTGG.................................................................................................................................................................................................................................................................................... 26 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:9420930-9421235 - sblock82878 ATATTGGTCTGGATATGCCCGCATGGAACCACACCTCCGCTGTGAGCGGGCATTGCGGTCCGTCGAACACATCGCGAACAGAG---------------------------------GGCAAAACAG---------------------------AATT---G------GCAGCTGTG------------GT------------C----------------------------------------------------------------------GCTTGGAGGGGATCAAAGTGGCC------TAACTTATTGGTCGTCTGATCGGGAGGCGGGGAGTTGAGGTCGATGAGGTTGCTGCTCAGGCGATCGCGAGGCTTCTTCAGATTCAGTTGTGCCACACGAGGCGCATGCGGATGGAGAGGTTGCTGCA------CCT------GCTGTTGTT---------------GTGGTTC------------------CGGCACTTCTGGTGGCAGCTTGTTTG
droSim2 3l:9191793-9192098 - ATATTGGTCTGGATATGCCCGCATGGAACCACACCTCCGCTGTGAGCGGGCATTGCGGTCCGTCGAACACATCGCGAACAGAG---------------------------------GGCAAAACAG---------------------------AATT---G------GCAGCTGTG------------GT------------C----------------------------------------------------------------------GCTTGGAGAGGATCAAAGTGACC------TAACTTATTGGTCGTCTGATCGGGAGGCGGGGAGTTGAGGTCGATGAGGTTGCTGCTCAGGCGATCGCGTGGCTTCTTCAGATTCAGTTGTGCCACACGAGGCGCATGCGGATGGAGAGGCTGCTGCA------CCT------GCTGTTGTT---------------GTGGTTC------------------CGGCACTTCTGGTGGCAGCTTGTTTG
droSec2 scaffold_0:1665952-1666257

-
ATATTGGTCTGGATATGCCCGCATGGAACCACACCTCCGCTGTGAGCGGGCATTGCGGTCCGTCGAATACATCGCGAACAGAG---------------------------------GGCAAAACAG---------------------------AATT---G------GCAGCTGTG------------GT------------C----------------------------------------------------------------------GCTTGGAGAGGATCAAAGTGACC------TAACTTATTGGTCGTTTGATCGGGAGGCGGGGAGTTGAGGTCGATGAGGTTGCTGCTCAGGCGATCGCGTGACTTCTTCAGATTCAGTTGTGCCACACGAGGCGCATGCGGATGGAGAGGCTGCTGCA------CCT------GCTGTTGTT---------------GTGGTTC------------------CGGCACTTCTGGTGGCAGCTTGTTTG

droYak3 3L:2499197-2499499 + ATATTGGTCTGGATATGCCCGCATGGAACCACACCTCCGCTGTGAGTGGACACTGCGGTCCATCGAACACATCGCGCACAGTG---------------------------------GCCAAAACAG---------------------------AATT---G------GCTGCTGTG------------GT------------C----------------------------------------------------------------------GCTTGGAGGGGATCAAAGTGACC------CAACTTATTGGTCGTCTGATCGGGAGGCGGGGAGTTGAGGTCGATGAGGTTGCTGCTCAGGCGATCGCGAGGCTTCTTCAGATTCAGTTGTGCCACACGTGGCGCATGCGGATGGAGAGGCTGCTGCA------CCT------GC---TGTT---------------GTTGTTC------------------CGGCACTTCGGGGGGCAGCTTGTTTG
droEre2 scaffold_4784:9416754-

9417056 -
ATATTGGTCTGGATATACCCGCATGGAACCACACCTCCGCCGTGAGTGGACATTGCGGTCCATCGAACACATCGCGCACAGAG---------------------------------GCCAAAACAG---------------------------AATT---G------GCTACTGTG------------GT------------C----------------------------------------------------------------------GCTTGGAGGGGATCAAAGTGACC------CAACTTATTGGTCGTCTGATCGGGAGGCGGGGAGTTGAGGTCGATGAGGTTGCTGCTAAGGCGATCGCGAGGTTTCTTTAGGTTCAGTTGTGCCACACGTGGCGCATGCGGATGGAGAGGCTGCTGCA------CCT------GT---TGTT---------------GTTGTTC------------------CGGCACTTCGGGAGGCAGCTTGTTTG

droEug1 scf7180000409824:113914-
114201 +

AAATCGGTCTTGATATACCGGCATGGAACCACACTTCCGCCGTAAGTGGACACTGCGGCCCATCAAACACATCGCGTACTGTG---------------------------------GCTAAAACGG---------------------------AACT---G------GCAGCCGTA------------GT------------C----------------------------------------------------------------------GCT---------TCAAAGTGACC------CAGCTTATTGGTCGTCTGATCAGGAGGCGGGGAGTTGAGGTCGATGAGGTTGCTGCTCAGACGATCGCGTGGCTTCTTCAGATTCAGTTGTGCCACACGTGGTGTATGCGGATGCAGTGGAATCT------------------GC---TGTT---------------GTTGTTC------------------AGGCAGTTCTGGCGGCAATTTGTTTG

droBia1 scf7180000300910:1789173-
1789478 +

AAATTGGTCTCGATATGCCCGCATGGAACCACACCTCCGCCGTGAGTGGACACTGCGGTCCATCGAACACATCGCGCACAGAG---------------------------------GGCAAAACAG---------------------------TGTT---G------GCCGCCGCG------------TT------------C----------------------------------------------------------------------GCTTGTAGGGGATCAAAGTGACC------CAGCTTGTTGGTCGTTTGATCGGGAGGCGGGGAATTGAGGTCGATGAGGTTGCTGCTCAGTCGATCGCGTGGCTTTTTCAGATTCAACTGTGCCACACGCGGCGCATGCGGATGCAGTGGCTGCTGCA------CTT------GCTGCTGTT---------------GTTGTTC------------------CGGCAACTCCGGTGGCAACTTGTTGG

droTak1 scf7180000415664:208600-
208899 +

AAATTGGCCTTGAAATGCCCGCATGGAACCACACCTCCGCCGTCAGTGGGCACTGCGGTCCATCGAAGACATCGCGCACAGTG---------------------------------GCCAAAACCG---------------------------AGTT---G------GTTGCCGTG------------CT------------T----------------------------------------------------------------------GCGTGCAGGGGATCGAAGTGGCC------CAGCTTATTGGTCGTTTGATCGGGTGGCGGGGAGTTGAGGTCGATGAGGTTGCTGCTCAGACGATCGCGGGGCTTCTTCAGATTCAGCTGGGCCACACGCGGCGCATGCGGATGCAATGGCTGTTGT------------------TGTTGTT---------------GTTGCTC------------------TGGCAATTCCGGCGGCAGCTTGTTTG

droEle1 scf7180000491193:3675574-
3675855 -

AAATTGGTCTGGATATGCCCGCATGGAACCACACCTCCGCCGTTAGTGGACACTGTGGTCCATCGAACACATCGCGTACTGTG---------------------------------GCCAAAACGG---------------------------AGCT---G------GCAGCCGGA------------GT------------C----------------------------------------------------------------------GCTTGAAGGGGATCAAAGTGGCC------CAGCTTATTGGTCGTCTGATCGGGAGGCGGGGAATTGAGGTCGATGAGGTTGCTGCTCAAGCGATCGCGTGGCTTCTTAAGGTTTAGCTGTGCAACACGA------TGC------------TGATGCA------CCT------G------CT---------------GTTGTTC------------------CGGCAGTTCTGGCGGCAACTTGTTGG

droRho1 scf7180000777725:43217-
43498 -

AAATTGGTCTGGAAATGCCCGCATGGAACCACACCTCAGCCGTGAGAGGGCACTGCGGACCATCAAACACATCGCGCACTGAT---------------------------------GCCAAAACGG---------------------------AGCT---G------GCAGTCGAA------------GA------------A----------------------------------------------------------------------ACTTGGAGTGGATCAAAGTGTCC------TAGCTTATTGGTCGTCTGATCGGGAGGCGGGGAGTTGAGGTCGATGAGGTTGCTGCTCAGGCGATCTCGTGGCTTCTTAAGGTTCAGCTGTGCCACACGCTG------------------CTGCTGTA------CCT------G------CT---------------GTTGTTC------------------CGGAAGTTCTGGCGGCAACTTGTTGG

droFic1 scf7180000454065:2222715-
2223020 +

AAATTGGTCTAGATATACCCGCATGGAACCACACCTCCGCGGTGAGAGGACACTGCGGTCCATCGAACACATCGCGCACTGTG---------------------------------GCCAAAACTG---------------------------AGTT---G------GCAGCCGTGGTA---------GA------------C----------------------------------------------------------------------GCATGGAGTGGATCAAAGTGGCC------CAGTTTATTGGTCGTCTGATCGGGAGGCGGGGAGTTGAGGTCGATGAGATTGCTGCTCAGGCGATCGCGCGGCTTCTTCAAATTAAGCTGTGCCACACGCGGCGCATGTGGATGCAGTGGCAACTGCT------GCT------GC---TGTT---------------GTTGATC------------------CGGCAGCTCGGGCGGCAGCTTGTTGG

droKik1 scf7180000302486:1963744-
1964061 -

CAATGGGTCGTGAGATGGCGGCATGGAACCACACTTCCGCCGTCAGCGGACACTGTGGTCCGTCGAATACATCACGCACCGA------------------------------------------------------------------------GAT---G------GCTGCTGTGGCAACCGTGGAATTTGGCGGGGTTGGGGCC-------------------------------------------------------------------TGCTGGAGGGGATCGAAGTGACCGAGGGCCAGCTTATTGGTCGTCTGATCGGGCGGCGGGGAGTTGAGGTCGATGAGATTGCTGCTGAGGCGATCGCGAGGCTTCTTCAGATTCAGCTGCGCCACACGCGGCGCATGAGGATGCAGAGGGAGCTGC---------------------TGCT---------------GTTGTTC------------------CGGTAAATCCGGTGGCAGCTTGTTGG

droAna3 scaffold_13337:3950395-
3950751 +

CTATAGGTCGGGATATGGCAGCATGGAACCATATTTCGGCAGTTAAAGGGCACTGTGGACCATCGAAGACGTCGCGAATGGG------------------------------------------------------------------------TCC---A------GCAGAGGAA------------GG-------GG--TGGCCTGTAAGAGCAGTGTTCATTAGCATGAAAGTTTCTA-------CTTTAGTTTTTGTCAATATTCTCGTACCTGTAATGGATCGAAGTGTCCTAGGGCTAATTTGTTTGTAGTCTGATCGGGAGGCGGGGAGTTGAGGTCGATGAGGTTGCTACTCAGGCGATCGCGCGGCTTTTTCAGATTAAGCTGAGCCACTCGGGGTGCGTGCGGTTGGAGGGGGATCTGC---------------------TGCT---------------GCTGATC------------------AGGCAAATCCGGCGGCAGCTTGTTGG

droBip1 scf7180000395450:85502-
85861 +

CTATGGGTCGGGATATGGCTGCATGGAACCATATTTCGGCAGTTAAAGGGCACTGTGGACCATCGAAAACGTCGCGAATGGG------------------------------------------------------------------------TCC---G------GCGGAGGAA------------GG-------GA--TGGCCTGTTGAAGGAGATTTCGTTTGTA-------TTCTAGGGCATTTTTTAGTTTTGGATTATATACTCGTACCTGTAAGGGATCAAAGTGTCCTAGGGATAATTTGTTTGTAGTCTGGTCGGGAGGCGGGGAGTTAAGGTCGATGAGGTTGCTGCTTAGGCGATCGCGAGGCTTTTTCAGATTAAGCTGAGCCACTCGGGGTGCGTGGGGTTGCAGGGGGATCTGC------------------TGCTGCT---------------GCTGATC------------------GGGCAAATCCGGCGGCAGCTTGTTGG

dp5 XR_group3a:1428426-1428758
-

AAATCGGTCTAGAGATGGCAGCGTGGAACCAGACTTCGGCAGTGAGTGGACACTGGGGCCCGTCGAAGACATCGCGCACCTG---G------------------------C---------------------CGGCCGTTAGGGTGGAGGAGGAAGTAGTAGACGCC------GAC----------------------------------------------------------------------------------------------------------------GAATGCCCGAGGGCTAGCTTGTTGGTAGTCTGATCGGGAGGCGGGGAATTGAGGTCGATGAGGTTGCTGCTAAGGCGATCGCGTGGCTTCTTCAGATTAAGTTGAGCCACACGCGGGGCATGAGAATGCAATGGGAGTTGGG------CCGTTTGATG------CTGCTGCT---------GCGGCTGGGAGCGTTTATCATCGTTGGGGAGCTCTGGTGGCAGCTTGTCGG

droPer2 scaffold_23:1458086-1458418
-

AAATCGGTCTAGAGATGGCAGCGTGGAACCAGACTTCGGCAGTGAGTGGACACTGGGGCCCGTCGAAGACATCGCGCACCTG---G------------------------C---------------------CGGCCGTTAGGGTGGAGGAGGAAGTAGTAGACGCC------GAC----------------------------------------------------------------------------------------------------------------GAATGCCCGAGGGCTAGCTTGTTGGTAGTCTGATCGGGAGGCGGGGAATTGAGGTCGATGAGGTTGCTGCTAAGGCGATCGCGTGGCTTCTTCAGATTAAGTTGAGCCACACGCGGGGCATGAGAATGCAATGGGAGTTGGG------CCGTTTGATG------CTGCTGCT---------GCGGCTGGGAGCGTTTATCATCGTTGGGGAGCTCTGGTGGCAGCTTGTCGG

droWil2 scf2_1100000004511:9847622-
9848017 -

CTATGGGTCGTGATATGGAGGCATGAAACCATATTTCGGCAGTTAACGGACACTGAGGACCGTCGAAGACATCTCGTATGTG---GGAGAGAGGGGCAGAGGAGTTTGCTCCGGAAGCCAATAGTGATGATGTGGATGTGACTGTGGAGGAGGAATT---G------CCTGCTGTA------------AT------------CGCC-------------------------------------------------------------------TGTTGCAAGGGATCAAAGTTGCCCAGGGAAAGTTTGTTTGTTGTTTGATCGGGAGGCGGTGAGTTGAGGTCTATGAGATTACTGCTCAAACGATCGCGCGGCTTCTTTAGATTCAGTTGGGCCACTCGAGGGGCATGTGGATGCAGAGGCTGCTGCTGTTGTTGCGTCTCCAG------CTGCTGCT---------GCTGCTGGC------TGTTGGTGTTGGGCACTTCCGGTGGCAGCTTGTTCG

droVir3 scaffold_13049:10268978-
10269295 -

CAATTGGGCGAGAGATCGCAGCATGGAACCATATTTCGGCAGTTAGCGGGCACTGTGGCCCATCGAAGACATCGCGTATGGAA---------------------------------CTGGGCGCAG---------------------------GCCC---A------GCGACGGAA------------GC------------T----------------------------------------------------------------------GCCTGCAGCGGATCGAAGTTGCCGAGGGCCAGTTTGTTGGTGGTTTGATCGGGTGGCGGGGAGTTAAGATCGATAAGATTGCTGCTCAAGCGATCGCGCGGTTTCTTTAAATTCAATTGTGCCACACGCGGTGCGTGCGGATTAAACGGCAATTGTG------CCA------GTGGCTGTG---------------GCTGCTC------------CTCGCAAGGCAAATCCGGCGGCAGCTTGTTCG

droMoj3 scaffold_6680:10519183-
10519521 +

CAATGGGACGTGAGATGGCCGCATGGAACCAGATTTCGGCAGTAAGCGGACACTGGGGCCCATCGAACACGTCGCGTATGGA------------------------------------------------------------------------ATTTGTGGCCACGCCCGCCGCAACA------GAACC------------T----------------------------------------------------------------------GCCTGCAGCGGATCAAAATGTCCAAGTGAATGTTTGTTGGTGGTTTGATCGGGTGGCGGGGAGTTAAGATCGATAAGATTGCTGCTCAAGCGATCGCGCGGCTTCTTCAAATTCAACTGGGCGACACGAGGAGCGTGCGGATGAAGCGGTATTTGTG------CCTGTGCCAA------TGGCTGTTGCGCCTGCAG---------CTGTGGCTCATCGCAAGGCAGATCCGGCGGCAGCTTGTTGG

droGri2 scaffold_15110:8975917-
8976285 +

AGATGGGCCGCGAGATGGCGGCATGGAACCAAACTTCGGCAGTCAAAGGACATTGCGGCCCATCGAATACATCGCGTATGGAGTGAGAGTTGGGGGCGGCTGCAGTTGCAC---------------------TTGCCGTTGCAGTTGTGGCAGCAACAGTG------GCTGCTGCC------------TG------------C----------------------------------------------------------------------TGCTGCAGCGGATCAAAGTTGCCAAGGGCCAGTTTGTTGGTGGTTTGATCGGGTGGCGGGGAGTTAAGATCAATGAGATTGCTGCTCAAGCGATCGCGGGGCTTCCGCAAATTCAATTGAGCGACGCGCGGCGCGTGCGGATGAAGTGGAAGTTGTC------CTG------GCTGCTGTT---------------GCTGCTC---GTGTTGCTCCTCGAATGGCAACTCCGGCGGCAGCTTGTTGG
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GTTTGTAATTACTTTTTCATTTGCAGCCTTAATGAATTTTTCGGCACTTCGGTTCTGCACAATATATTCGCTTGTAATTTATATATGCACATATATTTTGCACGTCCAGAGTCCATCTTCATGTGTTCTGCAAACGACTTTCTGCTGAACTAACATATC

****************************************..((.((((.((...((((.(((((((..((.((((.....)))).))..))))))).))))...)).))))))..........***********************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V127

G2

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

V078
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Cl.8+
cell

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V074

S3

GSM609221

1182-4H
cell

V073

mbn2

V139

Cold_female_body

SRR001348

ago2_oxidized

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR001339

WT_females_non-
beta-eliminated

GSM385822

OSS_s8

SRR010953

Aub
heterozygotes,
oxidized

GSM609250

ML-DmD32
cell

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1
V144

OSC

V032

S1
cell

GSM609218

Sg4

GSM609237

ago2[414]
ovary
total RNA

V022

ML-
DmD32
cell

GSM609223

male, one
day

GSM609224

female,
one day

GSM628272

ago2[414]
ovary
total RNA

........................................................................................ACATATATTTTGCACGTCCAG.................................................. 21 0 1 32.00 32 14 8 2 2 1 0 2 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................ACATATATTTTGCACGTCCAGT................................................. 22 1 1 8.00 8 0 3 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................ACATATATTTTGCACGTCCA................................................... 20 0 1 3.00 3 1 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................TGCACAATATATTCGCTTGTAATT................................................................................ 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................ACATATATTTTGCACGTCCAGC................................................. 22 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................ACATATATTTTGCACGTCCAGA................................................. 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................ACATATATTTTGCACGTCCAGATC............................................... 24 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................CATGTGTTCTGCAAACGACTTTCTGC.............. 26 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GGTTCTGCACAATATATTCGCTT...................................................................................... 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................CACTTCGGTTCTGCACAA................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................ACATATATTTTGCACGTCCAT.................................................. 21 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................CAGAGTCCATCTTCATGTGTT................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................CACATATATTTTGCACGTCCAG.................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CAAACATTAATGAAAAAGTAAACGTCGGAATTACTTAAAAAGCCGTGAAGCCAAGACGTGTTATATAAGCGAACATTAAATATATACGTGTATATAAAACGTGCAGGTCTCAGGTAGAAGTACACAAGACGTTTGCTGAAAGACGACTTGATTGTATAG

***********************************..((.((((.((...((((.(((((((..((.((((.....)))).))..))))))).))))...)).))))))..........****************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V073

mbn2

V092

dcr-
2[G31R]
male
total
RNA Â 

V074

S3

GSM609222

ML-DmBG1-
C1

GSM609223

male, one
day

GSM628272

ago2[414]
ovary
total RNA

V086

female
body,
aged

GSM609225

ML-DmBG3-
C2

V091

fGS/OSS
total
Â 

V079

Oxidation,
female
head

SRR010953

Aub
heterozygotes,
oxidized

GSM609224

female,
one day

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609237

ago2[414]
ovary
total RNA

SRR010959

Ago3 IP in
heterozygotes

AGO3

V003

dsDcr-1
(katsutomo
RNA)

GSM609217

MLDmD20c5

GSM609227

CMEW1
Cl.8+
cell

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V085

CME
W2
wing
disc

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR031692

Total
small
RNAs from
Oregon R

GSM609234

CS Â male
total RNA
Â 

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

SRR097867

Drosophila
S2-NP
cells

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

GSM609218

Sg4

GSM609219

GM2 cell

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V134

ML-
DmD8

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

V015

DreRFHV148h

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V137

Male
aged
head

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609235

CMEL1

GSM371638

S2-NP

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

GSM609238

embryo
14-24hr

V080

Starvation,
female head

V077

cold,
female
head

V136

Male
aged
body

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM360260

0-1d
Pupae (w)

GSM275691

imaginal
disc

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

GSM609250

ML-DmD32
cell

V078

Desiccation,
female head

..................................................................................................................................GTTTGCTGAAAGACGACTTGA........ 21 0 1 4.00 4 3 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................GTAGAAGTACACAAGACG............................ 18 0 1 2.00 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................TGCTGAAAGACGACTTGA........ 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................AGAAGTACACAAGACGTTTGC....................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................TTGCTGAAAGACGACTTGA........ 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................GGAAAAGCCGTGAAGCCA.......................................................................................................... 18 2 8 0.13 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:15927788-15927947 - dme_188 GTTTGTAATTACTTTTTCATTTGCAGCCTTAATGAATTTTTCGGCAC-----------------TTCGGTTCTGCACAATATATTCG-CTTGTAATTTATATATG------------------------------------------CACATATAT--TT---------------------------------TGCAC-------GTCCAGAGTCCATCTTCATG------TGTTCTGCAAACGACTTTCTGCTGAACTAACATATCA
droSim2 2l:15506367-15506526 - GTTTGTAATTACTTTTTCATTTGCAGCCTTAATGAATTTTTCGGCAC-----------------TTCGGTTCTGCACAATATATTTG-CTTGTAATTTATATATG------------------------------------------CACATATTT--TT---------------------------------TGCAC-------GTCCAAAGTCCATCTCCATG------AGTTCTGAAAACGAGTTTCTGCTGAACTAACATGTCA
droSec2 scaffold_5:4660860-4661019 - GTTTCTAATTACTTTTTCATTTGCAGCCTTAATGAATTTTTCGGCAC-----------------TTCGGTTCTGCACAATATATTTC-CTTGTAATTTATATATG------------------------------------------CACATATTT--TT---------------------------------TGCAC-------GTCCAAAGTCCATCTTCATAAG------TTCTGCAAACGAGTTTCTGCTGAACTAACATATGA
droYak3 2L:19409893-19410060 + GTTTGTAATTTCTTTTTCATTTGCAGCCTTAATGAGTTTTTCGGCAG-----------------TTCGGTTCTGCACAATATATCTG-CTTACAATTTATATGTG------------------------------------------CACATACAGCTG--CA-AAAAATAAA----ATAAAGTATATTCGG-TGCAA-------ATTCAGAGTCGATATCCATG------CTGCCTGCAAC-GAGTTTC------------------
droEre2 scaffold_4929:7624980-

7625116 -
GTTTGTAATTTCTTTTTCATTTGCAGCCTTAATGAGTTTTTCAGCAC-----------------TTTGGTTCTGCACGATATATATA-TACATAAA-TAAATATA-----------------------------------TATAATGCACATATAT--TT---------------------------------TGCA------------------------------------------ATCCGAGCTTCTGCTAATCTACCATTTTA

droEug1 scf7180000409231:777429-
777597 -

GCTTGCAATTACTTTTTCATTTGCAGCCCCAATGAAATTTTCGGCAC-----------------TTCGTTTTTCCATAATATTACCG-CTTGTAATGTATATTTA------------------------------------------CACACAGCT--G--GGTG----------------------------TGCGA-------GTCCTGGGAACATCTTAAAAATGCAAGAGCCTGCAATGTAGTTTCTGCTGAATTAACATTTCA

droBia1 scf7180000302408:1389109-
1389286 +

GCTTGTAATTACTTTTTCATTTGCAGCCCTAATGAAATTTTCGGCAC-----------------TTCGTGCATGCACAATATTACTG-CTGGTAGTTCATATTTG------------------------------------------CCCACACAT--ACTTAAA----------------------------CACGAATCCAAGGGACAGAATCCATCTTAAAAATGCAACAGCCTGCAGGGTAGTTTCTGCTGAATTAACATTTAA

droTak1 scf7180000415399:45944-46117
+

GCTTGTAATTACTTTTTCATTTGCAGCCATAATGAAATTTTCGGCAC-----------------TTCGTTTCTGCACAATTTTACTG-CTTGTAATATATATTTG------------------------------------------CACACACAT--TT----A----------------------------TCCGAGTCCAAAGACCAGAGTACTTCTGAAAAATGCAACAGCCTGCAAAATTGCTCCTGCTGAATTAACATTTCA

droEle1 scf7180000491028:73898-74070
+

GCTTGTAATTACTTTTTCTTTTGCAGCCATAATGCAATTTTCGCCAC-----------------TTCGTTTTTGCACAATAACATTG-CTCGTAATTTATATTCG------------------------------------------CACACACAT--G------------------------CATT--TGTAGGCGA-------ATCCAGAGTCCATCTTAAAAATGCAACAGCCTGCAATATAGTTTCTGCTGAATTAACATTTCA

droRho1 scf7180000758810:377-564 - GCTTGTAATTACTTTTTCTTTGAAACCCTTAATGAAATTTTCGCCAC-----------------TTCGTTTTTCCACAATATTACTG-CTCGTAATTTATATTCA------------------------------------------CACACATGT------A-ACATATGTA----TGTATGTATA--TGTATGCGA-------ATCCAGAGTCCATCTTAAAAATGCACCAGCCTGCAATATAGTTTCTGCTGAATTAACATTTCA
droFic1 scf7180000451882:666-840 - GCTTGTAATTACTTTTTCATTTGCAGCCTTAATGAAATTTTCGGCAC-----------------TTCGTTTTTGCTCAAAATTACTG-CTCGCAATTTATATTTG---------------------------TTAC-----------CACATACAT--ACATACA----------------------------TGCGG-------ACCCAGAGTCTGTCTTAAAAATGCATCAGGCTGCAATACAATTTCTGCTGAATTAACATTTTA
droKik1 scf7180000302468:902136-

902270 +
GCTTGTAATTACTTTTTCATTTGCAGCCCTAATGAAACTCTCTGCA------------------------------CAATATTACTG-CTCGCAC--------------CAA---------------------------------------------------------------------------------TGTGT-------ATCCAGAGTCAAACCTAAAAATGCAGTAGCCTGCAATATAAATTCAGCTGAATTAACATTTTA

droAna3 scaffold_12916:457882-458027
+

GCTTGTAATTACTTTTTCATTTGCACCCTTAATGAATTTTT-TGCAC-----------------GTCCCTTTCG-GCTTTTCGACCA-CCT-----TAACA---------------------------------------------------------TT---------------------------------TGGGC-------ATCCGGAGTCCATCTTAAAAATGCAGCTGCCTGCAATATAATTTCTGCTGAATTAACATTTTA

droBip1 scf7180000396554:1832850-
1833009 -

GCTTGTAATTACTTTTTCATTTGCACCCTTAATGAAATTTTCCGCAC-----------------TTCCTTTTTCGGCATTACGGCTG-CCT-----TAATGTATG------------------------------------------GGCATCCCG--AG---------------------------------TCCGA-------GTC-CGAGTCCATCTTAAAAATGCAGCTGCCTGCAACATAATTTCTGCTGAATTAACATTTTA

dp5 4_group4:4747440-4747604 - GTTAGTAATTACTTTTTCATTTGTGGCCCTAATGAAATT-TCTGCAC-----------------TTTGCTTTTGGGCAGCTCCATGGTCTTGTACTT-----TCACACACAGT-----------------------------------------------------------ATGTATG----CATT--TATA-AC--------------GAATCCATCTTAAAAATGCAACAGCCTGCAATATTATTTCTGCTGAATTAACATTTTA
droPer2 scaffold_49:384897-385061 + GTTAGTAATTACTTTTTCATTTGTGGCCCTAATGAAATT-TCTGCAC-----------------TTTGCTTTTGGGCAGCTCCATGGTCTTGTACTT-----TCACACACAGT-----------------------------------------------------------ATGTATG----CATT--TATA-AC--------------GAATCCATCTTAAAAATGCAACAGCCTGCAATATTATTTCTGCTGAATTAACATTTTA
droWil2 scf2_1100000004585:6416522-

6416578 -
GCTTGTAATTACTTTTTCATTTGTGGCCTTAATGAAATTTTCTGCAT-----------------TTTATTTTTG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_12723:2057967-
2058107 +

GCTTGTAATTACGTTTTCATTTGTGGCCTTAATATGAAT-TCTGAATTTTATTTT-CCAAGCATTTGGCTGCCGGGCACTGCTTTGATATGGTTT--------------AAGTATATTTGGATATATTATTTCTACTATATAT-ATACATATATAT--T------------------------------------------------------------------------------------------------------------T

droMoj3 scaffold_6500:9266031-
9266138 -

GCTTATAATTACGTTTTCAAATGTGGCCTTAATAAAAGAAT-TTTAT-----TCTGTCCAGCATTTGGCATCAGCATTTTATATATA-TATATA-TATATATATA------------------------------------------TATATATAT--A------------------------------------------------------------------------------------------------------------T

droGri2 scaffold_15252:9105786-
9105820 +

GCTTGTAATTACGTTTTCATTTGTCGGACTAATAA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

Generated: 09/09/2015 at 01:39 AM

crit.star
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crit.mor
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crit.total
crit.pairing

crit.top3
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0
0
0
0
1
1
1
1
1
1
1
1
0
0
1
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415399:45944-46117
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491028:73898-74070
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000758810:377-564
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000451882:666-840
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302468:902136-902270
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:457882-458027
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396554:1832850-1833009
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group4:4747440-4747604
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_49:384897-385061
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004585:6416522-6416578
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12723:2057967-2058107
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:9266031-9266138
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:9105786-9105820
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Sense Strand Reads
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GATGCGCCTGTTCAGGATGTCACGCTGCTCTTCGCCGTGGACTGGTTTGTGTGAGTATGGATCTAATTTGTAATGGCAGTTCCACTGCGAAAAAGCTTTATCGAAGATCCATCTCCTTGCAGGGATCGGATTCGCACCACCAATAATATGCTGGGTGACTGCTACACTGCTG

**************************************************..(((.((((((((..((.((((..(((((...))))).........)))).))))))))))))).......**************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

GSM609222

ML-DmBG1-
C1

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR001349

heterozygous_dcr-
2_untreated

V085

CME
W2
wing
disc

SRR001348

ago2_oxidized

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM609234

CS Â male
total RNA
Â 

SRR031692

Total
small
RNAs from
Oregon R

SRR029633

total
small RNAs
from hen1
homozygous
flies

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V032

S1
cell

GSM609217

MLDmD20c5

V086

female
body,
aged

V074

S3

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609225

ML-DmBG3-
C2

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR032093

ago1
knockdown

V077

cold,
female
head

GSM609224

female,
one day

GSM609219

GM2 cell

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM240749

female
head

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V008

S2-
DRSC

V015

DreRFHV148h

V022

ML-
DmD32
cell

V034

ML-
DmD16c3
cell

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM628272

ago2[414]
ovary
total RNA

V073

mbn2

SRR029029

dcr-1
knockdown

SRR097867

Drosophila
S2-NP
cells

V031

GM2
cell

V036

ML-
DmD20c5
cell

GSM609226

CMEW1
Cl.8+
cell

SRR001339

WT_females_non-
beta-eliminated

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM343833

S2R+ cell

V136

Male
aged
body

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR001347

ago2_untreated
GSM609235

CMEL1

V038

Felix
sample
S2
only

V131

ML-
DmD16-
c3

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM322208

3rd
instar #2

V128

S3

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM609237

ago2[414]
ovary
total RNA

V146

S1
cell

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

V037

Felix
sample
+mirtrons

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609240

IR+ 2-
18hr

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609227

CMEW1
Cl.8+
cell

GSM609238

embryo
14-24hr

V126

CME
L1

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

V139

Cold_female_body

V142

Oxidation_female_body

GSM399105

disk #2

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

GSM609248

ML-DmD9
cell

SRR010953

Aub
heterozygotes,
oxidized

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

GSM609239

IR- 2-
18hr

GSM609229

embryo 2-
6hr

..................................................................................................................CCTTGCAGGGATCGGATTCGCACC.................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTATGGATCTAATTTGT..................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................TTCGCCGTGGACTGGTTTGT.......................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................CGCCGTGGACTGGTTTGT.......................................................................................................................... 18 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CTACGCGGACAAGTCCTACAGTGCGACGAGAAGCGGCACCTGACCAAACACACTCATACCTAGATTAAACATTACCGTCAAGGTGACGCTTTTTCGAAATAGCTTCTAGGTAGAGGAACGTCCCTAGCCTAAGCGTGGTGGTTATTATACGACCCACTGACGATGTGACGAC

**************************************************..(((.((((((((..((.((((..(((((...))))).........)))).))))))))))))).......**************************************************
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Norm Total
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Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
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bound
piRNAs
from tj
GAL4 >
RNAi-piwi
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GAL4 >
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ovaries

GSM609222

ML-DmBG1-
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SRR031702

2'-O-
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from r2d2
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SRR031704

2'-O-
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small RNAs
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flies
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Total small
RNAs from
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flies
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Â¬â€ 
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DreRFHV148h
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homozygous_dcr-
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GM2 cell
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total
small RNAs
from hen1
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flies
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small RNAs
from r2d2
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flies

SRR010953

Aub
heterozygotes,
oxidized

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR014277

Ovary_rep1_NA_P

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

V085

CME
W2
wing
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SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2
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total
Â 

SRR029608

total small
RNAs from
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heterozygous
flies

SRR031692
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small
RNAs from
Oregon R

GSM399110

KC-48 #2

GSM609248

ML-DmD9
cell

GSM609225

ML-DmBG3-
C2

GSM609235

CMEL1

GSM609217

MLDmD20c5

V037

Felix
sample
+mirtrons

GSM628272

ago2[414]
ovary
total RNA

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609224

female,
one day

V008

S2-
DRSC

GSM609234

CS Â male
total RNA
Â 

SRR001347

ago2_untreated

V034

ML-
DmD16c3
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SRR029028

untreated
(mock)

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

GSM371638

S2-NP

V086

female
body,
aged

SRR001349

heterozygous_dcr-
2_untreated

GSM322543

male head
#1

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609250

ML-DmD32
cell

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V137

Male
aged
head

V074

S3

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

V136

Male
aged
body

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR001340

IR_beta-
eliminated

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

GSM609227

CMEW1
Cl.8+
cell

V003

dsDcr-1
(katsutomo
RNA)

GSM385748

OSS_s6
........ACAAGTCCTACAGTGCGACGA............................................................................................................................................... 21 0 1 6.00 6 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................CAAGGTGACGCTTTTTCGAAATAGCT.................................................................... 26 0 1 4.00 4 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................CGAAATAGCTTCTAGGTA............................................................ 18 0 1 4.00 4 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........CAAGTCCTACAGTGCGACG................................................................................................................................................ 19 0 1 3.00 3 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................TGCGACGAGAAGCGGCACCTG.................................................................................................................................. 21 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...CGCGGACAAGTCCTACAGTGCGACGAG.............................................................................................................................................. 27 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................GAGAAGCGGCACCTGACCA.............................................................................................................................. 19 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................TCGAAATAGCTTCTAGGTAG........................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................GCGACGAGAAGCGGCACCTG.................................................................................................................................. 20 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................GTGCGACGAGAAGCGGCACCTGACCA.............................................................................................................................. 26 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:738386-738557 - Eaat2_in6 GATGCGCCTGTTCAGGATGTCACGCTGCTCTTCGCCGTGGACTGGTTTGTGTGAGTATGGATCTAATTTGTAATG----GCAGTTC-CACTGCGAAAAAG------------C--------------------TT-T-----------ATCGAAGA-TCC---ATCTCCTTGCAGGGATCGGATTCGCACCACCAATAATATGCTGGGTGAC-----TGCTACACTGCTG
droSim2 2l:702603-702773 - GATGCTCCTGTTCAGGATGTGACGCTCCTCTTCGCCGTGGACTGGTTTGTGTGAGTATGGATCTGATTTGGAATG----GCAGTTC-CACTGCGCCAAAG------------C--------------------TT-T-----------ATCGAAGA-TTC----TTCTCTTGCAGGGATCGGATTCGCACCACCAATAATATGCTGGGTGAC-----TGCTACACTGCTG
droSec2 scaffold_14:710085-710255 - GATGCTCCTGTTCAGGATGTGACGCTCCTCTTCGCCGTGGACTGGTTTGTGTGAGTATGGATCTGATTTGGAATG----GCAGTTC-CACTGCACAAAAG------------C--------------------TT-T-----------ATCGAAGA-TTC----TTCTCTTGCAGGGATCGGATTCGCACCACCAATAATATGCTGGGTGAC-----TGCTACACTGCTG
droYak3 2L:721625-721799 - GATGCTCCTGTTCAGGATGTGACGCTCCTCTTCGCCGTGGACTGGTTTGTGTGAGTATGGATCTGATTAGGATTCCAATGTAATTC-TACTGCGAAACAG------------C--------------------TT-C-----------ATCGAAGG-TTC----TTCTCTTGCAGGGATCGGATTCGCACCACCAACAATATGCTGGGTGAC-----TGCTATACTGCAG
droEre2 scaffold_4929:793041-793211

-
GATGCTCCTGTTCAGGATGTGACGCTCCTCTTCGCCGTGGACTGGTTTGTGTGAGTATGGATCCGATTCAGAATG----CTGATTC-CACTGCGAAGAAG------------C--------------------TT-C-----------ATCGAAGG-GGC----TTCTCTTGCAGGGATCGGATTCGCACCACCAACAATATGCTGGGTGAC-----TGCTATACTGCAG

droEug1 scf7180000409554:1463513-
1463684 -

GACGCTCCTGTCCAGGATGTGACGCTCCTCTTCGCCGTGGATTGGTTTGTGTGAGTATGGATCTGATTTGGACTA----ATTACTC-CCCCGAAGAAGTCG-----------C--------------------TT-A-----------ACAAAGGA-CTC----TGTTCTTGCAGGGATCGCATTCGCACTACGAATAACATGCTGGGCGAC-----TGCTACACCGCCG

droBia1 scf7180000302261:3089180-
3089351 +

GATGCTCCTGTCCAGGATGTGACGCTGCTCTTCGCCGTGGACTGGTTTGTGTGAGTATGGATCTGATTTCGAGTG----GTTATCG-CACGGGGAAAGCC------------A--------------------CT-A-----------ATGCAAGGGATC----TTGTGTTGCAGGGATCGGATTCGGACTACGAACAACATGCTGGGCGAC-----TGCTATACTGCCG

droTak1 scf7180000415856:360145-
360320 -

GATGCTCCTGTCCAGGATGTGACGCTCTTGTTCGCCGTGGATTGGTTTGTGTGAGTATGGATCTGATTTGGAGTG----GCTATCCTCATTAGGTAGATG------------A--------------------CT-A-----------ACCCAAGGAATCT-TGTCTTGTCGCAGGGATCGGATTCGCACTACGAACAACATGCTGGGCGAT-----TGCTATACTGCCG

droEle1 scf7180000491026:48592-48758
+

GATGCCCCAGTTCAGGATGTCACGCTCCTCTTCGCCGTGGATTGGTTTGTGTGAGTATGGATCTGATTTGGTTTG----TTTTTCT-CAACCGA------------------ATG--------------G----T-A-----------ACCTACAA-TT----TAACATTTCTAGGGATCGGATTCGCACTACGAATAATATGCTGGGCGAC-----TGCTACACCGCTG

droRho1 scf7180000767553:111808-
111978 +

GATGCTCCTGTTCAGGATGTCACGCTCCTCTTCGCCGTGGATTGGTTTGTGTGAGTATGGATCTGATTTGGAACA----TCTTTCT-GGGGGCA------------------ATC--------------ATAATT-T-----------ATACAATA-TT----TGGGATTTCCAGGGACCGGATTCGCACCACGAATAATATGCTGGGCGAC-----TGTTACACCGCTG

droFic1 scf7180000453904:1013440-
1013612 -

GACGCTCCTGTCCAGGATGTGACGCTGCTCTTCGCCGTGGACTGGTTTGTGTGAGTACGGATCTGGCTTTGGTTGCG--GTTAACC-CTGGGGAGTAGTG------------A--------------------GT-A-----------ATGTGGGC-CT----TCCACTTTTCAGGGACAGGATTCGGACCACGAACAACATGCTTGGGGAT-----TGCTACACCGCCG

droKik1 scf7180000301725:290025-
290196 +

GATGCTCCTGTTCAGGATGTGACCCTGCTCTTTGCCGTGGACTGGTTTGTGTGAGTATGAAGGGGGTTTTC--T-----GGTATCC---TTGAGGGGGATA--------------TTTGACCTAA----------------------------AGGGATTA-TGTTTTCCTAAAGGGATCGAATTCGCACTACCAACAACATGCTGGGCGAC-----TGCTACACCGCCG

droAna3 scaffold_12916:1707779-
1707935 -

GATGCTCCCGTGCAGGACGTGACGCTTCTCTTCGCCGTGGACTGGTTTGTGTGAGTATGAGATGGATGGAGGGCT------CAGT----CCGTGTAGTAA------------C--------------------CA----------------------CA----TCCCCTTTCCAGAGACCGCATCCGCACGACCAACAACATGCTGGGCGAC-----TGCTACACCGCTG

droBip1 scf7180000396728:369068-
369223 -

GATGCTCCAGTGCAGGACGTGACGCTGCTCTTCGCCGTCGACTGGTTTGTGTGAGTATGGGACCCAGTCCGTGTG----T--------------------------------------------AAACCAC---T-------------GTTATA----AT-CCACTTCCCTCCAGAGATCGCATCCGCACGACTAACAACATGCTGGGGGAC-----TGCTACACCGCCG

dp5 4_group3:8989772-8989931 + GATGCTCCTGTCCAGGATGTGACCCTCCTCTTCGCCGTCGACTGGTTTGTGTAAGTCCTGATCCC-----GACT-----------------------------------------CTCCTCCTTAGAGCTT---CG-CT--TCATTGT-------------GTCCTTTGCTGCAGCGACCGCATTCGGACCACCAACAACATGCTGGGGGAC-----TGCTACACCGCCG
droPer2 scaffold_8:173729-173888 + GATGCTCCTGTCCAGGATGTGACCCTCCTCTTCGCCGTCGACTGGTTTGTGTAAGTCCTGATCCC-----GACT-----------------------------------------CTCCTCCTTAGAGCTT---CG-CT--TCATTGT-------------GTCCTTTGCTGCAGCGACCGCATCCGGACCACCAACAACATGCTGGGGGAC-----TGCTACACCGCCG
droWil2 scf2_1100000004585:2492767-

2492924 +
GATGCCCCCGTACAGGATGTGACTCTACTTTTCGCCGTCGATTGGTTTGTGTAAGTACAT-------------TG----GCCTTTT-TACACAG--------------------------------AGAT----T-GATTC-------ATAATA----CTT-TATTTATTGCCAGTGATCGTATTCGCACTACCAACAATATGCTGGGCGAT-----TGCTATGCCGCCG

droVir3 scaffold_12723:5465352-
5465521 -

GGCCTGGAGCCTAAGGATGTCTCGCTAATTATCGCTGTCGACTGGCTGCTGTATGTAAATGCTAGAACTTTATG-----------------------------------------TTTGGTCCTGGATATA---CA-TT--TTCTGTT-------------CGATTAATTTTTAGTGATCGTTTCCGCACCACTATCAATGTCATGTGCGATGCTCTTGGTACAATTTTG

droMoj3 scaffold_6500:11048755-
11048898 -

GGCCTGGAGCCCAAGGATGTCTCACTGATCATCGCTGTCGATTGGCTACTGTATGTAGATGTCAAAATTTGTACT----T-------------G------------------ACT--------------G----T-TATTT-------ATTGAA----ATT-T-GATTGTCTTAGGGATCGTTTCCGTACCACTATCAATGTCATGTGTGA-------------------

droGri2 scaffold_15252:7120720-
7120889 -

GATGCCCCCGTGCAGGATGTGAGTCTGCTCTTTGCTGTCGATTGGTTTGTGTAAGTACTGGGG--G------------------------------AGGG-GATTATGGATT---ATCCCAAATATAGTTT---TGA-----------ATTTATAA-AT----TCTGATTTAAAGTGATCGCATTCGCACCACCAACAACATGCTCGGAGAT-----TGCTATGCCGCCG
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AGAAATTCTAGTCCATATGGCTGTAGGTGTCGGCGCCCAACGCTCAATCTGCGTTAATTCCCAATTTGGTTTATAAATAAAAGAACAAATCGGTCCTTAACGATGACGAGCATCGGCATCCGAGCTGACATCATTCCAAAGTCGTTAAAACTGCCGC

***********************************.((...((((..((..((((((...((.(((((.................))))).))...))))))..)).))))...))......***********************************
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.................................................TGCGTTAATTCCCAATTTGGTT...................................................................................... 22 0 1 31.00 31 13 0 0 0 1 4 1 1 0 0 0 0 0 0 0 1 1 0 1 0 0 0 0 1 0 0 0 1 1 1 0 0 0 0 1 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TGCGTTAATTCCCAATTTGGT....................................................................................... 21 0 1 12.00 12 4 0 1 0 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................ACAAATCGGTCCTTAACGATGA................................................... 22 0 1 6.00 6 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TGCGTTAATTCCCAATTTGGTTT..................................................................................... 23 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................TCTGCGTTAATTCCCAATTTGGT....................................................................................... 23 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TGCGTTAATTCCCAATTTGG........................................................................................ 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................TCTGCGTTAATTCCCAATTTGG........................................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TGCGTTAATTCCCAATTTGGTTA..................................................................................... 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................ACAAATCGGTCCTTAACGA...................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................GACATCATTCCAAAGTCGTTA.......... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................TCTGCGTTAATTCCCAATTTGGTT...................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................AATTCCCAATTTGGTTAG.................................................................................... 18 2 19 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

Anti-sense strand reads

TCTTTAAGATCAGGTATACCGACATCCACAGCCGCGGGTTGCGAGTTAGACGCAATTAAGGGTTAAACCAAATATTTATTTTCTTGTTTAGCCAGGAATTGCTACTGCTCGTAGCCGTAGGCTCGACTGTAGTAAGGTTTCAGCAATTTTGACGGCG

***********************************.((...((((..((..((((((...((.(((((.................))))).))...))))))..)).))))...))......***********************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM609222

ML-DmBG1-
C1

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR031692

Total
small
RNAs from
Oregon R

V074

S3

GSM371638

S2-NP

V073

mbn2

GSM609223

male, one
day

V086

female
body,
aged

V091

fGS/OSS
total
Â 

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V008

S2-
DRSC

GSM609217

MLDmD20c5

GSM609226

CMEW1
Cl.8+
cell

V078

Desiccation,
female head

GSM609224

female,
one day

SRR029633

total
small RNAs
from hen1
homozygous
flies

V146

S1
cell

GSM609225

ML-DmBG3-
C2

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM628272

ago2[414]
ovary
total RNA

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

SRR010953

Aub
heterozygotes,
oxidized

V142

Oxidation_female_body

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

GSM609248

ML-DmD9
cell

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR029028

untreated
(mock)

SRR029029

dcr-1
knockdown

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM609234

CS Â male
total RNA
Â 

GSM609219

GM2 cell

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V148

mbn2

SRR001347

ago2_untreated

GSM399101

kc167
cell

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM379057

Krimp
Mutant

SRR060646

yw67c23(2)_ovaries_total

GSM609240

IR+ 2-
18hr

V022

ML-
DmD32
cell

V023

Dcr2
female
head

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR010954

Aub trans-
heterozygotes,
oxidized

V079

Oxidation,
female
head

............................................................................................CAGGAATTGCTACTGCTCGTAGC.......................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:20244551-20244708 + dme_198 TAGAA--------ATTCTAGTCCATATGGCT------GT--------------------------AGGTGTCG---------------GCGCCCAACGCTCAATCTGCGTTAATTCCCAATTTGGTTTATAAATAAAA-------GAACAAATCGGTCCTTAACGATGACGAGCATCG------------GCATCCGA----GCTGACATCATTCCAAAGTCGTTAAAACTGCCGC---
droSim2 3l:19828844-19829001 + TAAAG--------ATTCTAGTCCATATGGCT------GT--------------------------AGGTGTCG---------------GCGCCCAACGCTCAATCTGCGTTAATTCCCAATTTGGTTTATAAATAAAA-------GAACAAATCGGTCCTTAACGATGACGAGCATCG------------GCATCCGA----GCTGACATCATTCCAAAGTCGTTAAAACTGCCGC---
droSec2 scaffold_11:149193-149350

+
TAAAG--------ATTCTAGTCCATATGGCT------GT--------------------------AGGTGTCG---------------GCGCCCAACGCTCAATCTGCGTTAATTCCCAATTTGGTTTATAAATAAAA-------GAACAAATCGGTCCTTAACGATGACGAGCATCG------------GCATCCGA----GCTGACATCATTCCAAAGTCGTTAAAACTGCCGC---

droYak3 3L:20327641-20327803 - TAGGA--------ATTTTGGTCCATATGGCT------GT--------------------------AGGTGTTG---------------CCGCCCAACGCTCAATCTGCGTTAATTCCCAATTTGGTTTATAAATAAAG-------GAACAAATCGGTCCTTAACGATGACGAGCATCAGCAC------CAGCATCCGA----GCTGACATCATTCCAAAGTCGTTAAAACTGCCG----
droEre2 scaffold_4784:19969577-

19969733 +
TAGTA--------ATTTTAGTCCGTATGGCT------GT--------------------------AGGTGTTG---------------GCGCCCAACGCTCAATCTGCGTTAATTCCCAATTTGGTTTATAAATAAAA-------GAACAAATCGGTGCTTAACGATGACGAGCATCG------------GCATCCGA----GCTGACATCATTCCAAAGTCGTTAAAACTGCCG----

droEug1 scf7180000409711:5711687-
5711849 -

TGCAA--------ATTTTAGTCCATATGGCC-----TGT--------------------------AGGTGTCGA-------------GGCTCCCGAGGCCCAATCTGCGTTAATTCCCAATTTGGTTTATAAATAAAAA-----CGAACAAATCGGCCCTTAACGATGACGAACATCA------------GCATCCGA----GCTGACATCATTTCAAAGTCGTTAAAACCTTCGC---

droBia1 scf7180000302193:3024647-
3024805 +

TGGAA--------ATTTTAGTCCATATGGCC------GT--------------------------AGGTGTCG---------------GCTGCCGAAGCCCAATCTGCGCTAATTCCCAATTTGGTTTATAAATAAAAG------TAACAAATCGGCCTTTAACGATGACGAACATCA------------GCATCCGA----GCTGACATCATTTCAAAGTCGTTAAAACCTTCGC---

droTak1 scf7180000415868:208106-
208267 +

TGGAA--------ATTTCAGTCCATATGGCT------GT--------------------------AGGTGTCGG------------CGGCTCCCGACGCCCAATCTGCGTTAATTCCCAATTTGGTTTATAAATAAAAA------GAACAAATCGGCCCTTAACGATGACGAGCATCA------------GCATCCGA----GCTGACATCATTTCAAAATCGTTAAAACCTTCGC---

droEle1 scf7180000491193:4571961-
4572096 +

TGGAA--------ATTTGAGTCCATATGGCTGTGGCTGA--------------------------AGGTGTCG---------------GCTCCCGACGCTCAATCTGCGTTAATTTCCAATT--------------------------------------TAACGATGACGAGCATCA------------GCATCCGA----GCTGACATCATTTCACAGTCGTTAAAACCTTCGCAGC

droRho1 scf7180000769080:4056-4217
-

TGCAA--------ATTTTAGTCCATATGGCT------GT--------------------------AGGTGTCG---------------GCTCCCGACGCCCAATCTGCGTTAATTTCCAATTTGGTTTATAAATAAAAA------GAACAAATCGGCCCTTAACGATGACGAACATCA------------GCATCCGA----GCTGACATCATTTCAAAGTCGTTAAAACCTTCGCAGC

droFic1 scf7180000454113:2059969-
2060130 -

TGGAA--------ATTTTAGTCCATATGGCT------GT--------------------------AGGTGTCG---------------GCTGCCGACGCTCAATCTGCGTTAATTCCCAATTTGGTTTATAAATAAAAA------GAACAAATCGGCCCTTAACGATGACGAACATCA------------GCATCCGA----GCTGACATCATTTCGAAGTCGTTAAAACCTTCGTAGT

droKik1 scf7180000302441:2991913-
2992090 +

TGCAA--------ATTTCTGTCCATATGGCT------G---------------------------AGGTGTCGTCGACGGCGGCGGTGGCTCCCAGCGCCCAATCTCCGTTAATTCCCAATTTGGTTTATAAATAAAAAA----CGAACAAATCGGCCCTTAACGATGACGAACATCA------------GCATCCGA----GCTGACATCATTTCAAAGCCGTTAAAACCTTCGCAGC

droAna3 scaffold_13337:6368907-
6369071 +

TGGAA--------ATTCTAGTCCATATGGCT------GT--------------------------AGGTGTCG---------------GCGCCCGAGGCCCAATCTCCGTTAA-------TTTGGTTTATAAATAAAAAAAAGGCGAACAAATCGGCCCTAAACGATGACGAACACCCA-----------GCTTCCCGGGCGGCTGACATCATTTCAAAGTCGTTAAAATC-TCGCAGC

droBip1 scf7180000396709:109860-
110022 +

TGGAA--------ATTCTAGTCCATATGGCT------GT--------------------------AGGTGTCG---------------ACGCCCGAGGCCCAATCTCCGTTAA-------TTTGGTTTATAAATAAAAAA-AGGCGGACAAATCGGCCCTAAACGATGACGAACACCA------------GCTTCCCGGGCGGCTGACATCATTTCAAAGTCGTTAAAATC-TCGCAGC

dp5 XR_group6:2109763-2109968
+

TGGAAATCCTGAAATCCTGGTCCATATGGCT------GCTTAATGCTGGCAGAGCGCCGCTTTTGAGGTGCCAA--------------ACGCCTGACGCCCAATTTCCGTTTATCCCTAATTTGGTTTATAAATAACGA----------AAATCGACTCTCAGCATTGACACACATCCACATGAGCACC-GCATCCGA-G-AGCTGACATCATTTCAAAGTTGTTAAAGCCCTCGTGGC

droPer2 scaffold_9:402935-403132 + CTGAA--------ATCCTGGTCCATATGGCT------GCTTAATGCTGGCAGAGCGCCGCTTTTGAGGTGCCAA--------------ACGCCTGACGCCCAATTTCCGTTTATCCCTAATTTGGTTTATAAATAACGA----------AAATCGACTCTCAGCATTGACACACATCCACATGAGCACC-GCATCCGA-G-AGCTGACATCATTTCAAAGTTGTTAAAGCCCTCGTGGC
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TAAAATTTGATGGGTCTTGTTAGTAGAGTATGTTTCCATTCCGTTCCAGTTTTCAGGGAAACCTGGTGGCGATCAGATCGCCTTCTTCGGTGGCTGTCATGTTTACCCTAGTGGGTTTGTGCTTGACCATCGTTCATGTGGCCTTTGCGGTGGTCTACTTCTAT

************************************.....((((((((.((((...)))).)))).))))..(((.(((((......))))))))(((.((..((((....))))....)).))).*************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM360262

0-2d
pupae

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM609234

CS Â male
total RNA
Â 

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM609224

female,
one day

GSM360260

0-1d
Pupae (w)

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

V015

DreRFHV148h

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM322208

3rd
instar #2

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

V006

r2d2 female:
possibly
heterozygous

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V086

female
body,
aged

V138

Male
cold
body

GSM322338

2-4day
pupae#2

GSM399107

male body
#2

SRR001338

IR_non-
beta-
eliminated

V077

cold,
female
head

V137

Male
aged
head

V140

Dessication_female_body

GSM609222

ML-DmBG1-
C1

V073

mbn2

GSM609240

IR+ 2-
18hr

GSM609227

CMEW1
Cl.8+
cell

SRR010953

Aub
heterozygotes,
oxidized

GSM467730

Dmel_r2d2_sRNAseq

GSM399106

female
body #2

V080

Starvation,
female head

V142

Oxidation_female_body
V074

S3

V146

S1
cell

SRR031692

Total
small
RNAs from
Oregon R

GSM364902

12-24hr
embryo

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V092

dcr-
2[G31R]
male
total
RNA Â 

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR001347

ago2_untreated
GSM609217

MLDmD20c5

V079

Oxidation,
female
head

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM467729

Dmel_wt_sRNAseq

GSM286611

6-10h #2
(11)

GSM322219

2-4day
pupae #1

GSM322533

female
head #1

GSM360256

1st
instar #1

GSM360257

1st
instar #2

SRR001341

WT_males_non-
beta-
eliminated

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

V003

dsDcr-1
(katsutomo
RNA)

GSM609251

aged
female
head

V036

ML-
DmD20c5
cell

GSM609238

embryo
14-24hr

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSE24545

CS ovary
total
RNA

GSM609223

male, one
day

GSM609225

ML-DmBG3-
C2

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM609229

embryo 2-
6hr

SRR001337

WT_females_beta-
eliminated

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR010959

Ago3 IP in
heterozygotes

AGO3

V034

ML-
DmD16c3
cell

V129

ML-
DmBG1-
c1

SRR001348

ago2_oxidized

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609250

ML-DmD32
cell

GSM609237

ago2[414]
ovary
total RNA

SRR001349

heterozygous_dcr-
2_untreated

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM343832

S2R+ cell
..........................................................................................TGGCTGTCATGTTTACCCTAGT.................................................... 22 0 1 25.00 25 1 5 2 2 3 0 0 0 0 0 1 1 1 0 0 1 0 0 1 0 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................TGGCTGTCATGTTTACCCTAG..................................................... 21 0 1 11.00 11 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................TGGCTGTCATGTTTACCCTAGTG................................................... 23 0 1 10.00 10 0 2 0 1 0 0 0 0 0 0 1 0 0 0 0 0 1 0 1 0 0 0 0 2 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................TGGCTGTCATGTTTACCCTAGTATC................................................. 25 3 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................GATCGCCTTCTTCGGTGGCT..................................................................... 20 0 1 2.00 2 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................TTTCAGGGAAACCTGGTGGCGATCAGAT...................................................................................... 28 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................................TTTGCGGTGGTCTACTTCT.. 19 0 1 2.00 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................CATCGTTCATGTGGCCTTTGCGGT............. 24 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................CCCTAGTGGGTTTGTGCT......................................... 18 0 1 2.00 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................TGGCTGTCATGTTTACCCTAGTGATC................................................ 26 3 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................AACCTGGTGGCGATCAGATCG.................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................GTTTGTGCTTGACCATCGTT.............................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................AGTTTTCAGGGAAACCTGGTGG............................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................AGGGAAACCTGGTGGCGATC.......................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................GCCTTTGCGGTGGTCTACTTCT.. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................AGGGAAACCTGGTGGCGAT........................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................GTTTACCCTAGTGGGTTTGTGCTT........................................ 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................GGGAAACCTGGTGGCGAT........................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................TCGTTCATGTGGCCTTTGCGGTGGT.......... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................TTGTGCTTGACCATCGTTCATG.......................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................CAGGGAAACCTGGTGGCG............................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................TCAGGGAAACCTGGTGGCG............................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................AGTGGGTTTGTGCTTGAC..................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................GTTCATGTGGCCTTTGCGGTG............ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................GACCATCGTTCATGTGGCC..................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................ATCGTTCATGTGGCCTTTGC................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................TTTCAGGGAAACCTGGTGGCGATCA......................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................................GGCCTTTGCGGTGGTCTACTT.... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................GACCATCGTTCATGTGGCCT.................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................TTCCGTTCCAGTTTTCAGGGA......................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................CCTAGTGGGTTTGTGCTT........................................ 18 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................AGTTTTCAGGGAAACCTGGTGGC.............................................................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................TGGTGGCGATCAGATCGA................................................................................... 18 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................GCTGTCATGTTTACCCTA...................................................... 18 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................................GGCCTTTGCGGTGGTCTACT..... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................ATGTTTACCCTAGTGGGT................................................ 18 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................TGGCTGTCATGTTTACCCTAGC.................................................... 22 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................CGGTGGCTGTCATGTTTA........................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................GTGGGTTTGTGCTTGACCATC................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................GTTTGTGCTTGACCATCGTTC............................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................TTTCAGGGAAACCTGGTGGC.............................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................CCTAGTGGGTTTGTGCTTG....................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................CTTCGGTGGCTGTCATGTTT............................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................GTGGCTGTCATGTTTACCCTAGT.................................................... 23 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................GGTTTGTGCTTGACCATCGTTCA............................ 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................ATCGTTCATGTGGCCTTTGCGGTG............ 24 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................TGGCTGTCATGTTTACCCTAGTA................................................... 23 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................TTCAGGGAAACCTGGTGGC.............................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................TGTGGCCTTTGCGGTGGTCTACT..... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................................GGCCTTTGCGGTGGTCTACTTCT.. 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................TGGCTGTCATGTTTACCCTAGTGGT................................................. 25 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ATTTTAAACTACCCAGAACAATCATCTCATACAAAGGTAAGGCAAGGTCAAAAGTCCCTTTGGACCACCGCTAGTCTAGCGGAAGAAGCCACCGACAGTACAAATGGGATCACCCAAACACGAACTGGTAGCAAGTACACCGGAAACGCCACCAGATGAAGATA

*************************************.....((((((((.((((...)))).)))).))))..(((.(((((......))))))))(((.((..((((....))))....)).))).************************************
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............................................................................................................ATCACCCAAACACGAACTG..................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................CTCAACTGGTAGCAAGTAC.......................... 19 3 13 0.08 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:2564711-2564874 - sblock2092 TAAAATTTGAT-GGGTCTTGTTAGT-------------------------------AGAGTATGTTTCCATTCCGT------------------------------------------TCCAGTTTTCAGGGAAACCTGGTGGCGATCAGATCGCCTTCTTCGGTGG-CTGTCATGTTTACCCTAGTGGGTTTGTGCTTGACCATCGTTCATGTGGCCTTTGCGGTGGTCTACTTCTAT
droSim2 2l:2458819-2458982 - TAAAATGTGAT-GGGTCTTGGCAGC-------------------------------AGAGTATGTTTCCATTCCGT------------------------------------------GCCAGTTTTCAGGGAAACCTGGTGGGGATCAGATCGACTTATTCGGTGG-CTGTCATGCTTACTCTAGTGGCTTTGTGCTTGACCGTCGTTCATGTGGCCTTTGCGGTGGTCTACTTCTAT
droSec2 scaffold_7519:502-645 - TAAAATGTGAT-GGGTCTTGGCAGC-------------------------------AGAGTATGTTTCCATTCCGT------------------------------------------GCCAGTTTT--------------------CAGATCGACTTCTTCGGTGG-CTGCCATGCTTACTCTAGTGGCTTTGTGCTTGACCGTCGTTCATGTGGCCTTTGCGGTGGTCTACTTCTAT
droYak3 2L:2557773-2557950 - TAAAATTTGAT-AGGTCTTGCCAGTGGGGTGCC----------------TACGTATAGAGTACATTTCCATTCAGC------------------------------------------GCCAGTTTTCTGGGGAACCTGGTGGGGATCAGATCGATTTTGT-GGTAG-CAGCCATGTTTACATTAGTGGGTTTGGGCTTAACCTTCGTTCATGTGGCTTTTGCGGTGGTCTACTTCTAT
droEre2 scaffold_4929:2611513-

2611692 -
TAAAAATTAAT-TGGTCTTGTCAGTAGAGTGCC----------------TACGTATAAAGTACGTTTCCATTTCCATT----------------------------------------GCCAGTTTTCTAGAGAACCTGGTGGGGATCAGATCGATTTCTT-GGTGG-CAGCCATGTTTACCCTAGTGGTTTTGTGCTTGACCTTCGTTCATGTGGCCTTTGCCGTGGTCTACTTCTAC

droEug1 scf7180000409554:3557193-
3557310 +

C------------------------------------------------------------------------------------------------------------------------AGTTTTCAAGTGAACTTGGTTGGAATCAGGTCGATTTGTTGAGCAG-TAGCCATGATGATATTAGTGGGTTTGTGCCTGACCTTCGTTCATGTGGTCTTTGTTGGGATTTACTTCTAC

droBia1 scf7180000302261:378354-
378562 -

TAAAATTTGATAGGGTCTTGTCAGCAAAGTGCTC---------------TACGTATATAGTATGTTTCCATTCCTATTAAAC----------GCCTTAACGAGC----CAGACCAACAGGCAGTTTTCAAGTGAACTTGGTGGTAATCAGGTCGGTTTGTTGGGCGG-TGATCATGTTGACCCTAGTGGCTTTGTTTCTGACCTTCGTGCATGTGTCCTTCGCTGGGATATACTTCTAC

droTak1 scf7180000415204:209735-
209935 +

TAAAATTTGAT-AGGTCTTGTC---------------------------TACGTATATAGTATGTTTCCATTCTGATTAAAT----------GTTTTACTGAGCCCCACAGACCAACAGGCAGTTTTCAAGTGAACTTCGCGGGAATCGGAACGATTCGTTGGGTGGCTGGCCATGTTGACCATAGTGGGTTTGTGTTTGACCTTCGTGCATGTGGCCTTTGTGGGGGTTTACTTTTAC

droEle1 scf7180000491273:639121-
639288 +

TAAAATGAAGT-ATAT-------------------------------------------------------GCTGAATATAC----------ACTCTACTGAGC----CAGACCATTGGGCAGTTTCTTTTTGTACTTTGTGAGAATCTGATCGAATTGTTGGGCAG-CAGCTATGATGACCATAGTCGGTTTGTTCCTGGCTTTCGTTCATGTTGCCTTTGTCGCGATTTACTTTTAC

droRho1 scf7180000780136:23283-23494
-

TAAAATGTGAT-AGGTCTTGACGGTGAAACGCTCT----------TGTATAC-TATATAGAACGTTTCCATTCTGATTATAA----------GCCTTAAAGAGC----CAGATTACCGGGCAGTTTCCATTTGTACTTCGTGAGAATCTGATCGATTTGTTTGGCAA-TGGCCATGTTGACCATAGTGGGTTGGTGTTTAACCTTCGTTCATGTCTCTTTTGTCGCGATTTACTTTTAC

droFic1 scf7180000453924:484742-
484946 -

TAAAATATGAT-AGGTCTTGTCAGAAAATTGCCC---------------CCCGTATGTAGAATGTTTCCATTTTGATTAAAT----------GATTTAA---GT----AAGACCAACAAGCAGTTTTATTTCGCACTTCGTAAGAATCGGTTCGATTTGTTGGCGAG-TCGTTATGTTGTCCATTATTGGGTTGTTCTTGGCCTTTGTTCATGCCGCCTTTTTTGGGGTTTACTTCTAC

droKik1 scf7180000302473:242087-
242301 +

TAAAATATA-----------TCAGTGAAGTGCCCCTTGTCGTACCTATGTACTTATATAGCA--TTTTGATTCC-----AATGCTTCACTGCGAATTATCA-GT----TGAAATGGCCGGCAGTTTCCATTCGGACACCGTGAAGATCTGATCGATTTTAAGTGTAG-CCGCCATGCTTACTGCAATTGCTTTGGTCTTGTGTTTCGTTCACGTCACCTTTGCCGGGGTTTATTTCTAT

droAna3 scaffold_12916:9953861-
9953903 -

TTTGTTTCTGC-T---------------------------------------------------------------------------------------------------------------------------------------------------------------------------GGTCGGA---TTTCTG---------------------GCCTTGTTTTATGTCTTC

droBip1 scf7180000396574:93520-93723
-

GTAAGGTTAAG--ATTATTAAGAGAGAGGTGTAC----------------------AA--TGTATTTT-ATTCT-CTTGGGAGCTTTGATAGGCCTTACCA-AA----CACACTTACTGGCAGTAGCTAACAGAACTCGGTGGGGGACTGATCGATCACTTT-TGAC-CAACAATGTGGACTGCAGTGGCTGTGCTTTTGGCCTTCATTCATGTTTCCTTCGCCGTTGTCTATATATAC

dp5 4_group4:1871759-1871825 - C----------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATGTGGACGACGGTCGGTCTGCTCTTGGGCGCTGTTCATGTGGCCTTTGCCGCGGTTTATTTGTAC
droPer2 scaffold_10:880011-880077 - C----------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATGTGGACGACGGTCGGTCTGCTCTTGGGCGCTGTTCATGTGGCCTTTGCCGCGGTCTATTTGTAC
droWil2 scf2_1100000004516:3151724-

3151778 -
TA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTGGTTTAGTATTAGGCTTTGTTCACGTAGCATTTGCTATCGTCTATTTGTAT

droVir3 scaffold_12963:10021911-
10022023 -

C------------------------------------------------------------------------------------------------------------------------AGTTGGCAAACGAACGCGGTTTCGATTTGTTCTACG-----TGCTG-CTGACATGTGGACACTGATCGCATTGCTGCTGGGCTTCGTCCATATCGCCTTTTCTTTGGTTTACTTTTAT

droMoj3 scaffold_6500:1259425-
1259496 +

G-----------------------------------------------------------------------------------------------------------------------------------------------------------------------CCGTAATGTGGACGCTGATTGGGGTGCTCTTGGGCATTGTGCATGTGGCCTTTGCTGCAGTTTACCTGTAT

droGri2 scaffold_15252:3210006-
3210058 +

TGGAAG---------------------------------------------------------------------------------------------------------------------------------------------------------------------TTACTTTGACCTTGGTGGGGTTGCTGGCGGTGCTCTTCTATGTTTTC---------------------
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TTTCGTTCAATTTCTATTGGTTAAGGCTGTTCTTAATTTGTTTTCGGTTGTTTTCTTATTTTCGTATATAAAATTATAAATGGGTTACATAATGTTATATAATGCTACATAAATGTATAATATGTAACCCATTTATAATTTTATATACGAAAATACTTATCCTCTGAGGGAGTGAGGTCTCTGTTTCCGAGGTCTAGTCTCGTTTTCCGA
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size

#
Mismatch

Hit
Count

Total
Norm Total

SRR031692

Total
small
RNAs from
Oregon R

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR060653

hs-Penelope_
ovaries_total

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR065807

Piwi-
IP_squ_het_ovaries

SRR001349

heterozygous_dcr-
2_untreated

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR001664

homozygous_dcr-
2_untreated

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR001339

WT_females_non-
beta-eliminated

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

GSM313163

dcr-2
heterozygous,
untreated

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM313162

dcr-2
homozygous,
untreated

GSM322543

male head
#1

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609224

female,
one day

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM313161

dcr-2
heterozygous,
oxidized

SRR065802

Piwi-
IP_zuc_mut_ovaries

V096

loqsKO/f00791
ovary

GSE24545

CS ovary
total
RNA

V140

Dessication_female_body

SRR001347

ago2_untreated

GSM609223

male, one
day

GSM628272

ago2[414]
ovary
total RNA

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

SRR014280

Ovary_rep1_w1118_P

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR014273

Ovary_rep1_Har_P

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM312995

WT,
oxidized

SRR010960

wt,
oxidized

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

SRR010959

Ago3 IP in
heterozygotes

AGO3
V074

S3

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM379050

Armi
Heterozygote

GSM379052

Aub
Heterozygote

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

V086

female
body,
aged

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR014282

Ovary_rep1_wK_P

V015

DreRFHV148h

GSM280083

dcr-2-/-
ovaries
(18-29nt)

GSM313160

dcr-2
homozygous,
oxidized

GSM379054

Flam
Heterozygote

GSM286605

2-6h #1
(8)

S6

0-1,2-
6,6-
10h
embryo

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR014277

Ovary_rep1_NA_P

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

GSM609251

aged
female
head

V034

ML-
DmD16c3
cell

V141

Heat_female_body

V142

Oxidation_female_body

GSM609240

IR+ 2-
18hr

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V139

Cold_female_body

GSM379056

Krimp
Heterozygote

GSM322533

female
head #1

GSM379059

Piwi
Mutant

GSM467729

Dmel_wt_sRNAseq

V078

Desiccation,
female head

SRR001341

WT_males_non-
beta-
eliminated

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

GSM240749

female
head

GSM609229

embryo 2-
6hr

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM379057

Krimp
Mutant

GSM379063

Vasa
Heterozygote

GSM379064

Vasa
Mutant

GSM467730

Dmel_r2d2_sRNAseq

GSM467731

Dmel_loq_sRNAseq

GSM286603

female
body

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR065801

zuc_het(H-
Y)_ovaries

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM609219

GM2 cell

GSM609227

CMEW1
Cl.8+
cell

GSM609237

ago2[414]
ovary
total RNA

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V080

Starvation,
female head

GSM180328

adult
heads
(female
heads,
male
heads)

GSM313165

ago2
homozygous,
oxidized
(technical
replicate
#2)

GSM322219

2-4day
pupae #1

SRR001338

IR_non-
beta-
eliminated

SRR001343

dcr-2_non-
beta-
eliminated

SRR001345

ago2_non-
beta-
eliminated

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V023

Dcr2
female
head

GSM360260

0-1d
Pupae (w)

SRR001337

WT_females_beta-
eliminated

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

GSM286607

6-10h #1
(10)

SRR060644

A2_ovaries_total

SRR060645

yw67c23(2)_testes_total

SRR060646

yw67c23(2)_ovaries_total

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

V006

r2d2 female:
possibly
heterozygous

GSM609243

KC+48 #1

GSM399110

KC-48 #2

GSM272653

KC -48 #1

GSM313164

ago2
homozygous,
oxidized
(technical
replicate
#1)

GSM379067

SpnE
Mutant

GSM385744

OSS_s2

GSM385821

OSS_s7

GSM286601

male head

GSM399105

disk #2

GSM360262

0-2d
pupae

GSM286602

male body

GSM275691

imaginal
disc

GSM272651

S2-
48,+48,
KC-48,
+48 mix

SRR001348

ago2_oxidized

GSM609230

CS,ovary,AGO1IP

AGO1
V128

S3

V073

mbn2

SRR060651

A2_ovaries_Ago3

AGO3

V137

Male
aged
head

GSM361908

s2-48
Biological
Replicate
#2

V003

dsDcr-1
(katsutomo
RNA)

V127

G2

SRR060652

hs-
Penelope_testes_total

V145

S2-
DRSC

SRR097865

Drosophila
S2-NP
cells

V037

Felix
sample
+mirtrons

V148

mbn2

SRR060643

A2_testes_total

GSM609239

IR- 2-
18hr

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

V126

CME
L1

V138

Male
cold
body

..........................................................................................................................TGTAACCCATTTATAATTTTAT.................................................................. 22 0 5 55.20 276 16 0 11 0 2 13 0 0 3 8 23 26 0 0 1 0 7 0 13 10 11 10 1 0 21 11 1 0 0 7 13 16 0 0 0 11 0 0 0 0 5 0 0 4 0 0 0 0 0 0 0 3 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 3 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 1 2 1 1 0 1 0 1 0 0 0 0 0 0 1 0 0 1 1 0 1 1 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................TGTAACCCATTTATAATTTTA................................................................... 21 0 5 11.80 59 4 0 0 0 0 5 0 0 1 0 3 8 0 0 0 0 1 0 7 3 2 4 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................TGTAACCCATTTATAATTTT.................................................................... 20 0 5 11.40 57 3 0 0 0 0 9 0 0 0 0 5 2 0 0 0 0 4 0 3 6 2 3 0 0 2 2 0 0 0 2 3 0 0 0 0 2 0 0 0 0 0 0 0 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................TCCTCTGAGGGAGTGAGGTCTCTGT.......................... 25 0 2 7.50 15 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 12 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........TTTCTATTGGTTAAGGCTGTTCTTAAT............................................................................................................................................................................. 27 0 1 6.00 6 0 0 0 0 0 0 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................AATACTTATCCTCTGAGGGAG...................................... 21 0 2 5.50 11 0 3 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................AAAATTATAAATGGGTTACATA....................................................................................................................... 22 0 5 4.80 24 0 0 11 1 2 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TAATATGTAACCCATTTATAAT....................................................................... 22 0 2 4.00 8 0 0 2 0 0 0 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................ATCCTCTGAGGGAGTGAGGTC............................... 21 0 2 3.50 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................ATGTAACCCATTTATAATTTTA................................................................... 22 0 5 3.40 17 2 0 1 0 0 1 0 0 1 0 0 3 1 0 1 0 0 0 0 0 3 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTTCGTTCAATTTCTATTGGTTAAGGC....................................................................................................................................................................................... 27 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................................TTATCCTCTGAGGGAGTGAGG................................. 21 0 2 3.00 6 0 2 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................................................................TCTGTTTCCGAGGTCTAGTCT.......... 21 0 2 2.50 5 0 1 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................ATGTAACCCATTTATAATTTT.................................................................... 21 0 5 2.40 12 0 0 0 0 0 0 0 0 0 0 6 0 0 0 1 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......TCAATTTCTATTGGTTAAGGCTGTTCT................................................................................................................................................................................. 27 0 1 2.00 2 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........TTTCTATTGGTTAAGGCTGTT................................................................................................................................................................................... 21 0 1 2.00 2 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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.....................TAAGGCTGTTCTTAATTTGTT........................................................................................................................................................................ 21 0 3 0.33 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................TAATTTGTTTTCGGTTGTTTTCTTAT....................................................................................................................................................... 26 0 3 0.33 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................TCTTAATTTGTTTTCGGTTGT............................................................................................................................................................... 21 0 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................TTATAAATGGGTTACATAATGT................................................................................................................... 22 0 3 0.33 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................TACATAATGTTATATAATGCTACATA................................................................................................... 26 0 3 0.33 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................TAATTTGTTTTCGGTTGTTTTCT.......................................................................................................................................................... 23 0 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................ATGGGTTACATAATGTTATATAATGC......................................................................................................... 26 0 3 0.33 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................TAATTTGTTTTCGGTTGTTTT............................................................................................................................................................ 21 0 3 0.33 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................TAAAATTATAAATGGGTTACATAATG.................................................................................................................... 26 0 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................TAATTTGTTTTCGGTTGTTTTC........................................................................................................................................................... 22 0 3 0.33 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................TAATTTGTTTTCGGTTGTTTTCTTATT...................................................................................................................................................... 27 0 3 0.33 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AAAGCAAGTTAAAGATAACCAATTCCGACAAGAATTAAACAAAAGCCAACAAAAGAATAAAAGCATATATTTTAATATTTACCCAATGTATTACAATATATTACGATGTATTTACATATTATACATTGGGTAAATATTAAAATATATGCTTTTATGAATAGGAGACTCCCTCACTCCAGAGACAAAGGCTCCAGATCAGAGCAAAAGGCT

***************************************************..((((((((((((((((((((((((((((((((((...((((((((............))))))))))))))))))))))))))))))))))))))))))....******************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR029633

total
small RNAs
from hen1
homozygous
flies

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR031692

Total
small
RNAs from
Oregon R

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR001664

homozygous_dcr-
2_untreated

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR001349

heterozygous_dcr-
2_untreated

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM313163

dcr-2
heterozygous,
untreated

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

GSM628272

ago2[414]
ovary
total RNA

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

GSM313161

dcr-2
heterozygous,
oxidized

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

GSM313162

dcr-2
homozygous,
untreated

GSM322543

male head
#1

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

SRR001347

ago2_untreated

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

SRR065807

Piwi-
IP_squ_het_ovaries

GSE24545

CS ovary
total
RNA

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM312995

WT,
oxidized

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM609222

ML-DmBG1-
C1

GSM379055

Flam
Mutant

SRR010960

wt,
oxidized

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V141

Heat_female_body

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM313160

dcr-2
homozygous,
oxidized

GSM379053

Aub
Mutant

GSM322533

female
head #1

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR060646

yw67c23(2)_ovaries_total

SRR060653

hs-Penelope_
ovaries_total

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

V142

Oxidation_female_body

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

GSM313164

ago2
homozygous,
oxidized
(technical
replicate
#1)

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

GSM609240

IR+ 2-
18hr

V096

loqsKO/f00791
ovary

GSM240749

female
head

GSM467729

Dmel_wt_sRNAseq

V077

cold,
female
head

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

V140

Dessication_female_body

SRR001338

IR_non-
beta-
eliminated

GSM280082

WT
ovaries
(18-29nt)

GSM379052

Aub
Heterozygote

GSM379062

Squ
Mutant

GSM379063

Vasa
Heterozygote

GSM385822

OSS_s8

GSM399110

KC-48 #2

SRR060644

A2_ovaries_total

SRR060648

A2_ovaries_FLAG-
Aub

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

SRR065801

zuc_het(H-
Y)_ovaries

GSM609239

IR- 2-
18hr

GSM609230

CS,ovary,AGO1IP

AGO1

GSM371638

S2-NP

GSM609237

ago2[414]
ovary
total RNA

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V139

Cold_female_body
V074

S3

GSM180328

adult
heads
(female
heads,
male
heads)

GSM313165

ago2
homozygous,
oxidized
(technical
replicate
#2)

GSM322219

2-4day
pupae #1

GSM399105

disk #2

SRR001339

WT_females_non-
beta-eliminated

SRR001343

dcr-2_non-
beta-
eliminated

SRR001345

ago2_non-
beta-
eliminated

SRR001348

ago2_oxidized

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V023

Dcr2
female
head

GSM379061

Squ
Heterozygote

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR014277

Ovary_rep1_NA_P

V008

S2-
DRSC

V091

fGS/OSS
total
Â 

SRR097867

Drosophila
S2-NP
cells

GSM379067

SpnE
Mutant

GSM385744

OSS_s2

GSM385821

OSS_s7

GSM286601

male head

GSM360260

0-1d
Pupae (w)

GSM360262

0-2d
pupae

GSM286602

male body

GSM609243

KC+48 #1

GSM275691

imaginal
disc

GSM272651

S2-
48,+48,
KC-48,
+48 mix

SRR001341

WT_males_non-
beta-
eliminated

V078

Desiccation,
female head

V080

Starvation,
female head

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V073

mbn2

GSM379057

Krimp
Mutant

GSM379059

Piwi
Mutant

SRR097865

Drosophila
S2-NP
cells

V037

Felix
sample
+mirtrons

V148

mbn2
...................................................................TATTTTAATATTTACCCAATGT......................................................................................................................... 22 0 5 55.20 276 0 23 26 13 0 11 16 11 10 13 11 7 10 8 7 21 0 0 2 11 0 3 13 16 0 5 0 4 0 0 0 0 3 0 1 0 0 0 2 0 0 0 0 2 0 0 2 0 3 0 0 0 0 0 1 1 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 0 1 2 1 0 1 0 0 0 0 0 0 0 1 0 1 1 1 1 1 1 1 0 0 0 0 1 0 0 0 0 0 0
....................................................................ATTTTAATATTTACCCAATGT......................................................................................................................... 21 0 5 11.80 59 0 3 8 5 0 2 4 0 3 7 5 1 4 0 0 0 0 0 0 0 0 1 0 0 0 0 0 4 0 0 0 0 4 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0
.....................................................................TTTTAATATTTACCCAATGT......................................................................................................................... 20 0 5 11.40 57 0 5 2 9 0 2 3 0 6 3 2 4 3 0 2 2 0 0 0 2 0 0 3 0 0 0 0 2 0 0 0 0 2 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0
..........................................................................................................................................................................TCACTCCAGAGACAAAGGCTCCAGAT.............. 26 0 2 7.50 15 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 1 0 0 0 0 0 0 4 0 0 0 0 0 1 0 1 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................TATACATTGGGTAAATATTAAA..................................................................... 22 0 2 6.00 12 0 0 1 0 0 4 0 0 0 0 1 0 0 0 0 1 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................TCCGACAAGAATTAAACAAAA...................................................................................................................................................................... 21 0 3 5.33 16 8 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................ATACATTGGGTAAATATTAAAA.................................................................... 22 0 5 4.80 24 0 0 0 0 0 2 0 11 0 0 1 0 1 3 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0
....................................................................ATTTTAATATTTACCCAATGTA........................................................................................................................ 22 0 5 3.40 17 0 0 3 1 0 3 2 1 0 0 2 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................................AGAGACAAAGGCTCCAGATCA............ 21 0 2 3.00 6 3 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................................TGCTTTTATGAATAGGAGACT........................................... 21 0 2 2.50 5 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................TTTTAATATTTACCCAATGTA........................................................................................................................ 21 0 5 2.40 12 0 6 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................TATGCTTTTATGAATAGGAGA............................................. 21 0 2 2.00 4 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................................................................CTCACTCCAGAGACAAAGGCT.................... 21 0 2 2.00 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................................................................GAGACAAAGGCTCCAGATCA............ 20 0 2 2.00 4 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................TTTAATATTTACCCAATGT......................................................................................................................... 19 0 5 1.60 8 0 0 1 4 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................................GCTTTTATGAATAGGAGACTC.......................................... 21 0 2 1.50 3 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................GAGACTCCCTCACTCCAGAGA............................ 21 0 2 1.50 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................ATGCTTTTATGAATAGGAGAC............................................ 21 0 2 1.50 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................................................TCACTCCAGAGACAAAGGCTCCAG................ 24 0 2 1.50 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................................................................CCAGAGACAAAGGCTCCAGAT.............. 21 0 2 1.50 3 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................................................ATGAATAGGAGACTCCCTCACT................................... 22 0 2 1.50 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................................................TCCCTCACTCCAGAGACAAAGGCT.................... 24 0 2 1.50 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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.......................................................................................................................................................................CCCTCACTCCAGAGACAAAGGCT.................... 23 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................GAGACTCCCTCACTCCAGAGAC........................... 22 0 2 0.50 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................................................AGACTCCCTCACTCCAGAGACAAAGGCT.................... 28 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................................................................AGACAAAGGCTCCAGATCAG........... 20 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................................TTATGAATAGGAGACTCCCTC...................................... 21 0 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................................................................GACAAAGGCTCCAGATCAGAG......... 21 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................................GCTTTTATGAATAGGAGACTCC......................................... 22 0 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................TACGATGTATTTACATATTAT........................................................................................ 21 0 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................................................................CCAGAGACAAAGGCTCCAGATCA............ 23 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................TTATACATTGGGTAAATATTAAA..................................................................... 23 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................................................................CCAGAGACAAAGGCTCCAGATCAG........... 24 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................................................................................AGGCTCCAGATCAGAGCAAAAGGCT 25 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................................AGAGACAAAGGCTCCAGATCAG........... 22 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................CATTGGGTAAATATTAAA..................................................................... 18 0 5 0.40 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................ACATTGGGTAAATATTAAAAT................................................................... 21 0 5 0.40 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................TTTAATATTTACCCAATG.......................................................................................................................... 18 0 5 0.40 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................CAAGAATTAAACAAAAG..................................................................................................................................................................... 17 0 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................AGAATTAAACAAAAGCCAACAAAAGAAT........................................................................................................................................................ 28 0 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................TCCGACAAGAATTAAACAAAAGCCAAC................................................................................................................................................................ 27 0 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................TCCGACAAGAATTAAACAAAAGCC................................................................................................................................................................... 24 0 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................CATTCCGACAAGAATTAAACA......................................................................................................................................................................... 21 1 3 0.33 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................ACAAGAATTAAACAAAAGCCA.................................................................................................................................................................. 21 0 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................TCCGACAAGAATTAAACAAAAGCCAA................................................................................................................................................................. 26 0 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................TTCCGACAAGAATTAAACAAA....................................................................................................................................................................... 21 0 3 0.33 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................AATTCCGACAAGAATTAAAC.......................................................................................................................................................................... 20 0 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................TCCGACAAGAATTAAACAAAAGCCA.................................................................................................................................................................. 25 0 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................CAATTCCGACAAGAATTAAAC.......................................................................................................................................................................... 21 0 3 0.33 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................CCGACAAGAATTAAACAAAA...................................................................................................................................................................... 20 0 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................ATATTTACCCAATGTATTACA................................................................................................................... 21 0 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................CCGACAAGAATTAAACAAAAGCCAA................................................................................................................................................................. 25 0 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................TTACAATATATTACGATGTAT................................................................................................... 21 0 3 0.33 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................GCCAACAAAAGAATAAAAGCATA............................................................................................................................................... 23 0 8 0.25 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................TGGGTAAATATTAAAATATATGCT............................................................ 24 0 8 0.25 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0
..................................................AAAAGAATAAAAGCATATATT........................................................................................................................................... 21 0 9 0.22 2 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................GTTTTAATATTTACCCAATGT......................................................................................................................... 21 1 5 0.20 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................CATTGGGTAAATATTAAAATA.................................................................. 21 0 5 0.20 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................TTTTAATATTTACCCAATG.......................................................................................................................... 19 0 5 0.20 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................TACATTGGGTAAATATTAAA..................................................................... 20 0 5 0.20 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................AATTTTAATATTTACCCAATGT......................................................................................................................... 22 1 5 0.20 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................TTTTTAATATTTACCCAATGT......................................................................................................................... 21 1 5 0.20 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................ATATATTTTAATATTTACCCAATGTA........................................................................................................................ 26 0 5 0.20 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................TTTTAATATTTACCCAATGTAT....................................................................................................................... 22 0 5 0.20 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................ATATTTTAATATTTACCCAATG.......................................................................................................................... 22 0 5 0.20 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................ATTTTAATATTTACCCAATG.......................................................................................................................... 20 0 5 0.20 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................TATTTAATATTTACCCAATGT......................................................................................................................... 21 2 5 0.20 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................AACATTGGGTAAATATTAAA..................................................................... 20 1 6 0.17 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3RHet:576659-576868 + sblock222077 TTTCGTT----CAATTTC-TATTGGTTAAGGCTGTTCTTAATTTGTTTTCGGTTGTTTTCTTATTTTCGTATATAAAATTATAAATGGGTTACAT-----AATGTTATATAATGCTACATAAAT--------------------------GTATAATATGTAACCCATTTATAATTTTATATACGAAAATACTTATCCTCTGAGGGAGTGAGGTCTCTGTTTCCGAGGTCTAGTCTCGTT-TTC---CGA
droSim2 2l:23547103-23547239 + TTTCGTT----CAATTTC-TATTTCTTGAGGCTGTTTTTTTTTTGTTTTCGGTTGTTTTCTTGTTTTCGTAAATAAAATTATAAATGGGTTATAGGTTACATATTTAGATAATCCCTATAGTATAATAAGTACAATAAT------------------------------------------------------------------------------------------------------------AAT
droSec2 scaffold_46:217477-217613 + TTTCGTT----CAATTTC-CATTTCTTGAGGCTGTTCTTGATTTGTTTTCGGTTGTTTTCTTATTTTCCTATATAAAATTATAAATGGATTTTGGGTTACATATTTTGATATTCCGTATAGTATAATAAGTACAATAAT------------------------------------------------------------------------------------------------------------AAT
droYak3 v2_chrUn_1454:1833-1960 + GTTGGGT----TTGTATCCTGT--GTT-------TCCATAATTGTT--TTTGTTGTTTTTAGTTTTAAGTAGATACAA---ACTATAC--AAAAT----------------GTGA-----GGCTAA---------------TGAGTGAT---------------------A------CAATAATAGAGACTGTAA--------------------------------------TATTATT-ATTTGATAT
droEre2 scaffold_882:907-1049 + TTTCT-----------------TTCTTGAGGCTGTTCTTGATTTGTTTTCGGTTGTTTTCTTTTTTTCGTATATAAAATTATAAATGGGTTACAT-------ATTTTGATAATCCGTATAGTATAATAAG---------------TTTT---------------------A------TGATAATATAAAATATGA--------------------------------------TATTATTTTTT---TGA
droEug1 scf7180000409096:1406-1581 - TCTCGTG----CCGGTTC-TGTTTCTTGTTGTGGTTCTTGATTATTTTTTTCTTGTTTTCTAAATTTAGTATATAAAATGGTGAGAGGATTTAGTGTACAAAATTTTGATAGGGCAAGAAAAATAATAAGAACAATAACTACAATTATT---------------------A------TAATTACGTAAAGGGTAG--------------------------------------TGTTATT-TTC---TGA
droBia1 scf7180000302470:116731-

116816 +
TCTCGTG----CCGGTTC-TATTTCTTGTTGTCGTTCTTAATTATTTTTTTTTTGTTTTCTAAATTTTGTATATAAAATGGTGAGTGGATT---------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000414134:6875-6937 - ATTCTCG----GCGGGTG--GTCTCGAGTCGTCGTCCCCGGAGCTTAGCTCGACGACCTCTCCG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TC---CGA
droEle1 scf7180000486856:8391-8562 + TGG-----------TTTC-TATTTCTTGTTGTGGTTCTTGATTATTTTTTGCTTGTTTTCTTAATTTTGTATATAAAAAGGTAAGTGGATTTAGTGACAAAATTGTTGATAGGACAAGAAAAATAATAAGAACAATAACTACAATTATT---------------------A------TAATTACGTAAAGAGTGGTATTATAAAA------------------------------------TAG---TGA
droRho1 scf7180000761621:2327-2418 + TTTTGT----------TC-TATTTCTTGTTGTGGTTCTTGATTATTTTTTGCTTGTTTTCTAAGTTTTGTATATAAAAAGGTAAGTGGACTTATT------------------------------------------------ATTAT---------------------------------------------------------------------------------------------------TAT
droFic1 scf7180000454094:3836-3921 - TCTCGTG----CCGGTTC-TGTTTCTTGTTGTGGTTCTTGATTATTTTTTTCTTGTTTTCTAAATTTTGTATATAAAATGGTGAGTGGATT---------------------------------------------------------------------------------------------------------------------------------------------------------------
droKik1 scf7180000301889:2553-2638 - ATTTGTG----CCGGTTC-TATTTCTTGTTGTGGTTCTTGATAATGTTTTGATTGTTTTCTGAATTTTGTATATAAAAGAGTAAGTGGCTT---------------------------------------------------------------------------------------------------------------------------------------------------------------

droAna3 scaffold_13099:1171841-
1171940 +

TTTTCTC----CAAGTTC-ATTTTCTTGAAGTTGTGGCTGATTTCTTTCAGTTTGTTTTCTTAATTTTATATACAAAAATATAAATGGATTAAAGTTTATGT-------------------------------------------------------------------------------------------------------------------------------------------------AAT

droBip1 scf7180000395863:10263-10370
+

ACTGGTTTTTGCCGATTC-TATTTCTTG---TGGTTCTTGATTATTTTTTTCTTGTTTCCTTAATTTTGTATATAAAATGGTAAGTGAATTTTAT---------------AGGACAAGTTAAAT---------------------------------------------------------------------------------------------------------------------------AAT

dp5 Unknown_singleton_1998:3876-
3968 -

TCTTATC----TCGGCTA----------------------------------------------------ATGAAATAC*ATATATAGATCAAAT----------------ATGTAACAAATAT--------------------------GTAACACATGTAACACATCCATACATATATAGACGTAAAT-----------------------------------------------------------A

droVir3 scaffold_10324:720320-720456
-

TTTGTTT----TTG-TTA-GATTTGTTTAGTTTAT------TTTGC--TTTTTTTTTTTCTTTTTTTTGTATATAGTAGTATTGATGGGGCGCAAGCTG---------ATA--------------------ATGTTTGTTATTGTTGTTGTGACAACTTGTGACAC---------------------------AA--------------------------------------TTCCAA---TT--TAAT

droMoj3 scaffold_3298:6911-6974 - TTTTATT----TATCTTA-TATTATTTTA-----TTTTTATTTTATTTTATTTTGTTTTTTTATTTTATTTTAT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droGri2 scaffold_15100:8665-8708 + AATAGGT----TGA----------------------------------------------TTAATTTAATATATTGCTACATAAAA-------------------------------GAAAAAT-----------------------------------------------------------------------------------------------------------------------------A

Generated: 09/09/2015 at 04:56 AM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_882:907-1049
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302470:116731-116816
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414134:6875-6937
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TATTTTTTTTTGTTTTTTTGTTTGTAATCTGTAGGCGGAGACAAGTCGAAACAAAATTGAACTGGCAGCAAAATGACAAATTCGCACTGGGCACAGTGTGAACATGTCATATTGCTGCCGGTGAAACAATCACATATTTAGTTAGCAGTGTATCCATATTGTGATGTGCTCTCTAGTAGTA
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........................................................................................................................................TTTAGTTAGCAGTGTATCCATATTG.................... 25 0 1 6.00 6 5 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................TGTGAACATGTCATATTGCT................................................................. 20 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........TGTTTTTTTGTTTGTAATCTGTAGG.................................................................................................................................................. 25 0 1 3.00 3 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................TGTGAACATGTCATATTGCTG................................................................ 21 0 1 2.00 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................AAATGACAAATTCGCACTGGGT......................................................................................... 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................TTGAACTGGCAGCAAAATG.......................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................TCGAAACAAAATTGAACTGGC................................................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................TGTTTGTAATCTGTAGGCGGA.............................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................TGTGAACATGTCATATTGCTGC............................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......TTTTGTTTTTTTGTTTGTAAT......................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................TTTGTAATCTGTAGGCGGAGACAAG........................................................................................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................ATTCGCACTGGGCACAGTGTGAACA............................................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................ATATTGCTGCCGGTGAAACA..................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................TGAACATGTCATATTGCTGCC.............................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................ACATATTTAGTTAGCAGTGTATC........................... 23 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................TTAGTTAGCAGTGTATCCA......................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................AAATTCGCACTGGGCACAGTGTG................................................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................TGTGAACATGTCATATTGCTTT............................................................... 22 2 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................TTGAACTGGCAGCAAAATGACAAATT................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................TTGTTTGTAATCTGTAGGCGGAGACAA......................................................................................................................................... 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................AATCTGTAGGCGGAGAC........................................................................................................................................... 17 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................AGCAAAATGACAAATTCGCACT............................................................................................. 22 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................TTGTTTGTAATCTGTAGGCGGAT............................................................................................................................................. 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................CAAAATTGAACTGGCAGCAAAATGA......................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................AGGCGGAGACAAGTCGAAAA................................................................................................................................. 20 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..TTTTTTTTTGTTTTTTTGTTT.............................................................................................................................................................. 21 0 20 0.65 13 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 5 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

..............................................................TGGCAGCAAAATGACAAT..................................................................................................... 18 1 4 0.25 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...TTTTTTTTGTTTTTTTGTTT.............................................................................................................................................................. 20 0 20 0.10 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..TTTTTTTTTGTTTTTTTGTT............................................................................................................................................................... 20 0 20 0.10 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..TTTTTTTTTGTTTTTTTGT................................................................................................................................................................ 19 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

....TTTTTTTGTTTTTTTGTTT.............................................................................................................................................................. 19 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ATAAAAAAAAACAAAAAAACAAACATTAGACATCCGCCTCTGTTCAGCTTTGTTTTAACTTGACCGTCGTTTTACTGTTTAAGCGTGACCCGTGTCACACTTGTACAGTATAACGACGGCCACTTTGTTAGTGTATAAATCAATCGTCACATAGGTATAACACTACACGAGAGATCATCAT

**************************************************...............((..(((((((((((.((((((..(((((((((....)))))))))..)))))).)))))))))))..)).....*****************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM609225

ML-DmBG3-
C2

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR029633

total
small RNAs
from hen1
homozygous
flies

V073

mbn2

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V080

Starvation,
female head

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM467729

Dmel_wt_sRNAseq

GSM609241

s2+48 #1

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR031692

Total
small
RNAs from
Oregon R

GSM343832

S2R+ cell

V137

Male
aged
head

GSM609234

CS Â male
total RNA
Â 

V008

S2-
DRSC

V145

S2-
DRSC

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

V036

ML-
DmD20c5
cell

GSM609222

ML-DmBG1-
C1

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM399106

female
body #2

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM385748

OSS_s6

SRR010960

wt,
oxidized

SRR010953

Aub
heterozygotes,
oxidized

SRR010954

Aub trans-
heterozygotes,
oxidized

V085

CME
W2
wing
disc

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

GSM399101

kc167
cell

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR010951

Ago3
heterozygotes,
oxidized

V138

Male
cold
body

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

GSM609223

male, one
day

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

GSM628272

ago2[414]
ovary
total RNA

GSM609229

embryo 2-
6hr

GSM609238

embryo
14-24hr

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V139

Cold_female_body

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

GSM609237

ago2[414]
ovary
total RNA

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V086

female
body,
aged

SRR060644

A2_ovaries_total

V140

Dessication_female_body

GSM1528798

follicle
cells

SRR029031

loqs-ORF
knockdown

V074

S3

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR060646

yw67c23(2)_ovaries_total

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM609219

GM2 cell

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

...........................................................................TGTTTAAGCGTGACCCGTGTC..................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................CGGCCACTTTGTTAGTGTATA............................................ 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................TCGTTTTACTGTTTAAGC................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TTTAACTTGACCGTCGTTTTA........................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................CGTGACCCGTGTCACACTTGT............................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................TGTCGTTTTACTGTTTAAGCGT............................................................................................... 22 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......AAAAACAAAAAAACAAACA............................................................................................................................................................ 19 0 4 0.25 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..TAAAAAAAACAAAAAAACAAAC............................................................................................................................................................. 22 1 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...AAAAAAAACAAAAAAACAA............................................................................................................................................................... 19 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

..AAAAAAAAACAAAAAAACAA............................................................................................................................................................... 20 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....AAAAAAACAAAAAAACAAA.............................................................................................................................................................. 19 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..AAAAAAAAACAAAAAAACA................................................................................................................................................................ 19 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
ATAAAAAAAAACAAAAAAA.................................................................................................................................................................. 19 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chrX:5963662-5963842 - sblock177975 TA----------TTT--TT-TTT-TGTTT-TTT---------------TG-TTTGTA------------ATCT---GTA---------------GGCGGAGAC-------------------AAGTCGAAACAA---A-ATTGAACTGGCAGC--------------------A------AAATGACAAATTC-GCACTGGGCA-CAGTGTGAACAT-----------------------GTCATATTGCTGCCGGTG--A-AACAATCACA-------------------------------------------------------------------------------------T------------ATTTAGTTAGCAGTGTATCCATATTGTGATGTGCTC-TCTAGTAGTA--
droSim2 x:5598402-5598581 - TA----------TTT-----TTT-TGTTT-TTT---------------TG-TTTGTA------------ATCT---GTA---------------GGCGAAGACAAG-----------------AGTCG-AACAA---A-ATTGAACTGGCAGC--------------------A------AGATGACAGATTC-GCACTGGGCG-CAGTGTGAACAT-----------------------GGCATAATGCTGCCGGTG--T-AACAATCACA-------------------------------------------------------------------------------------T------------ATTTAGTTAGCGGTGTATCCATATTGTGATGTGCTC-TCTAGTAGTA--
droSec2 scaffold_4:802707-802884 + TA----------TTT-----TTT-TGTTT-TTT---------------TG-TTTGTA------------ATCT---GTA---------------GGCGAAGAC-------------------AAGTCG-AACAA---A-ATTGAACTGGCAGC--------------------A------AGATGGCAGATTC-GCACTGGACG-CAGTGTGAACAT-----------------------GGCATAATGCTGCCGGTG--A-AACAATCACA-------------------------------------------------------------------------------------T------------ATTTAGTTAGCGGTGTATCCATATTGTGATGTGCTC-TCTAGTAGTA--
droYak3 X:1971113-1971257 - TT----------TTT--TT-GTT-TGTTT-TTG-----------------TTTTGTA------------ATCT---GTA---------------GGCGAAGAC-------------------ATATCG-AACAA---A-ATTGAACTGGCAGC--------------------A------AG----------------------------------------------------------------TTGCTACCGGTGTTA-AACAATCACA-------------------------------------------------------------------------------------TAT----------ATGTAGTTAGCGGTGTATCCATATTGTGATGTGCTC-TCTAGTAGTA-G
droEre2 scaffold_4690:14942357-

14942528 -
TA----------ATTTTTT-TTT-TGTTT-G-------TAATCTGTTTTG-TTTGTA------------ATCT---GTA---------------GGCGAAGAC-------------------ATATCG-AACAA---A-ATTAAACTGGCAGC--------------------C------AGATGAC------------------CAGTGTGAACGT-----------------------GGCATAAGGCTGCCGGT-----AACAATCACA-------------------------------------------------------------------------------------T------------ATTTAGTTAGCGGTGTATCCATATTGTGATGTGCTC-TCTAGTAGTA--

droEug1 scf7180000409033:286550-
286732 -

TA----------TTT-----TTT-TGT-TTT-T-----------------TGTTGTA------------ATCT---GTA---------------GGCGAAGAC-------------------ATATCG-AACAA---A-ATTTAAG--GCGTT--------------------A------AGACCA---A----TCACTATATG-GAGTGTGAAAAGAAT--------------------GGGTTAATGCTCCCAGTG--A-AACAATCAAA-------------------------------------------------------------------------------------TATTTGCAAAGTTATTTAGTTAGCGGTGTATCCATATTGTGATGTGCTC-TCTAGTAGTA--

droBia1 scf7180000302421:723258-
723443 -

TA----------TTT-----TTT-TGTTT-TTT-----------------TGTTGTA------------ATCT---GTA---------------GGCGAAGAC-------------------ATATCG-AACAA---A-ATTCAGG-GG-ACT--------------------G------GGATGACACGTTC-GCACTGAAGG-CAGTGTGGACAG-----------------------GGC-TCATGTCCCCAGTG--A-AACAATCACG-------------------------------------------------------------------------------------TATTTACAAAGACGTTTAGTTAGCGGTGTATCCATATTGTGATGTGCTC-TCTAGTAGGA--

droTak1 scf7180000415769:469560-
469747 +

TA----------TTT-----T-T-TGT-TTT-T---------------TA-TTTGTA------------ATCT---GTA---------------GGCGAAGAC-------------------ATATCG-AACAA---A-ATTTAGAGG--GCT--------------------A------AGATGGTGTGTTC-GCACTGAAGG-CAGTGCGAACAG-----------------------GGCATTAAGCTCCAAGTG--A-CCAAATCACA-------------------------------------------------------------------------------------CATTTACCAAGATGATTAGTTAGCGGTGTATCCATATTGTGATGTGCTC-TCTAGTAGTATA

droEle1 scf7180000490141:671365-
671558 -

TA----------TTT-----TTT-TGT-TTT-T-----------------TGTTGTT------------ATCT---GTA---------------GGCGAAGAC-------------------ATATCG-AACAA---A-ATTTAAG-GGCGCT--------------------A------GGATGACGTGTCC-ACATCAACGG-CAGTGTGAACAG-----------------------GGCATAATGTTCCCAGTGTTCCCACAATCACA-------------------------------------------------------------------TA--------------CATATATACAGAGATGTTTAGTTAGCGGTGTATCCATATTGTGATGTGCTC-TCTAGTAGTA--

droRho1 scf7180000778072:152347-
152533 -

TA----------TTT-----T-T-TGTTT-TTT-----------------TGTTGTA------------ATCT---GTA---------------GGCGAAGAC-------------------ATATCG-AACAA---A-ATTTAAG-GGCGCT--------------------A------AAATGTCGTGTTT-ACATTAAAGA-CAGTGTGAACAG-----------------------GGCATAATGTACCCAATG--A-AACAATCACA-------------------------------------------------------------------------------------GATATACAGAGATGTTTAGTTAGCGGTGTATCCATATTGTGATGTGCTC-TCTAGTAGTA--

droFic1 scf7180000454072:1399729-
1399916 +

TA----------TTT-TTT-TTT-TGTTT-T-------------------TGTTGTATGTTGT------ATCT---GTA---------------GGCGAAAAC-------------------ATATCG-AACAA---A-TCTAAAG-G--G-C--------------------T------AGACGATGTGTTC-GCACTGTGGG-CAGTGTGAACGG-----------------------GACATACGGCTCCCAGTA--A-AACAAACGCA-------------------------------------------------------------------------------------C----ACAGAGATGTTAAGTTAACGGTGCATCCATATTGTGATGTGCTC-CGTAGTTGTA--

droKik1 scf7180000302610:1501468-
1501713 +

TACGCGTA-TTATTA--TTATTT-TAT-TTT-T-----------------TTTTATA------------ATCT---GTA---------------GGCAAAAAC-------------------ATAACG-AAAAAGAAAAATTCAAT--GCGAA--------------------C------AGGT--CA-ACTT-ACACTGAAAGACAGTGAGAAGAGGACATTATGCTCAGTGTAAACGCCGCATAATGCTTTCCGTT--A-A---------------------------------TGTTA-----T---TCAGTGTGCAGAGGGCATTTTTGTTCTCAAA--------------AA---ATA----TGTATTTAGTTAGCGGTGTATCCATATTGTGATGTGCTC-TCTAGTAGTA--

droAna3 scaffold_13417:548622-
548804 -

TT----------TTT-----TTTTTGT-TTT-T-----------------TGTTGTA------------ATTT---TTA---------------GGCGAAAAAAAAGAAAACAAAACAAAACATATCG-AACAACAAA-ATTG------------TTTGGAG--------GCTTTCTTGGG-----CAATCTC------------CAATGTGAAC------------------------------------------------ACACTCACA-------------------------------------------------------------------AA--------------AA---ATACAGTGTTGTTTAGGTAGCGGTGTATCCATATTGTGATGTGCTC-TCTATTAGTTAA

droBip1 scf7180000396362:585419-
585595 +

CT----------TTT-----TTTTTGT-TTT-T-----------------TGTTGTA------------ATTT---TTA---------------GGCGAAAAAAAA------AAAACAAAACATATCG-AACAACAAA-ATTG------------TTTGGAG--------GCTTTCTTGGG-----CAATCTC------------CAGTGTGAAC------------------------------------------------ACACTCACA-------------------------------------------------------------------AA--------------AA---ATACAGTGTTGTTTAGGTAGCGGTGTATCCATATTGTGATGTGCTC-TCTAGTAGTTAA

dp5 XL_group1e:5411616-5411775
+

TG----------TAG-----TGT-TCTTT-TGT---------------TC-TTTGTT------------ATTT---GTA---------------GGAGAAAAGC------------------GTATT------------------------------CGAAGTTCATTAGG-TTTCATTAGAA----------------------------GGACGT-----------------------GGCGTAGATCCTCGACAG--A-AACACTCACA-------------------------------------------------------------------------------------CATATCGAAACCGGTTTAGTTAGTGGTGTATCCATATTGTGATGTGCTC-TCTAG-------

droPer2 scaffold_21:323729-323893 + TG----------TAG-----TGT-TCTTT-TGT---------------TC-TTTGTT------------ATTT---ATA---------------GGAGAAAACC------------------GTATT------------------------------CGAAGTTCATTAGG-TTTCGTCAGAA----------------------------GTACGT-----------------------GGCGTAGATCCTCGACAG--A-AACACTCACA-------------------------------------------------------------------------------------CATATCGAAACCGGTTTAGTTAGTGGTGTATCCATATTGTGATGTGCTC-TCTAGTAGTG--
droWil2 scf2_1100000004963:1838728-

1838915 +
TTTAATCCCTT-TTTTTTT-TTT-TG-------------------------TTTGTGTTTTGTTTATTTGTTTGTGGTAGGAGAAAAAAG---AAAAAAAAAC-------------------ATATCT-AAAAA---A-CATA------------TACGAAA--------ACTT------AGGT--CAGCTTCAAAACCGAACG-GAAGCTGAACAA-----------------------AG------------------------------------------------------------------------------------------------------------------G---CTA----AACTATTAGTTAGTGGTGTATCCATATTGTGATGTGCTC--CTATTAGTG-A

droVir3 scaffold_12928:603881-
604121 +

TA----------TCT-----TCA---TTT-TTTTTCTGAA---------C-TTTGTA------------TTA----TTA---GAAAAATGCTAAGGCGAAAAA-------------------ATATCT-GA-------------------AGCGAGGCGAAA--------AAGC----A-AG----------------------------------------------------------------CTGAGCCCAAAGCTG---AGTTCACACAAGTTTAGTATTTTTTCTGTTGCTTGTCTCTTTTCCAGCAGTATTTAGT-GGTATTTTTTTTGTGAAGTCAGCTTTGCGAGCCT---CTA----ATCTATTAGTTAGCGGTATATCCATATTGTGATGTGCTCATCTAGT-TTA--

droMoj3 scaffold_6328:1569304-
1569352 +

TA----------TCC-----AACTAGC-TTT-C-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGGTATATCCATATTGTGATGTGCTCATCTAGT------

droGri2 scaffold_14853:7866562-
7866610 -

TT----------AT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCAGTTAGTTAGTGGTGTATCCATATTGTGATGTGCTCATCTAGT------

Generated: 09/09/2015 at 02:00 AM

crit.star
crit.loop
crit.mor
crit.half

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
0
0
0
0
0
1
1
1
1
0
1
1
0
0
1

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:5963662-5963842
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:5963662-5963842
http://compgen.cshl.edu/~jmohamme/static/dm3/html/sblock177975.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:5598402-5598581
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:802707-802884
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:1971113-1971257
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:14942357-14942528
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409033:286550-286732
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302421:723258-723443
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415769:469560-469747
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490141:671365-671558
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778072:152347-152533
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454072:1399729-1399916
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302610:1501468-1501713
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13417:548622-548804
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396362:585419-585595
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:5411616-5411775
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_21:323729-323893
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004963:1838728-1838915
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12928:603881-604121
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6328:1569304-1569352
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:7866562-7866610


ID:

Spase12_in2
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Confidence:
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

Antisense to three_prime_UTR [CG2006-u3]; intron [Spase12-in]; CDS [Spase12-cds]; CDS [Spase12-cds]; transposable_element_insertion_site [P{EPgy2}Spase12[EY10774]]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TCTCACAGACCGTGTACATCCTGGGCGCCGGATTTGTGCTCTCCTCGCTGGTGAGTAGCTGTCGTGTTAGTAGCTCCATTGCTAACAGCACGAGATTCCTGCACAGATCACCATTCCACCGTGGCCGCTGTACCGTCGCAATGCGCTCAAATGGCA

**************************************************...........(((((((..((((......))))..))))))).....**********************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V144

OSC

GSM609229

embryo 2-
6hr

SRR065807

Piwi-
IP_squ_het_ovaries

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR060652

hs-
Penelope_testes_total

SRR065806

Piwi-
IP_squ_mut_ovaries

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

V096

loqsKO/f00791
ovary

V073

mbn2

V141

Heat_female_body

SRR060645

yw67c23(2)_testes_total

SRR060648

A2_ovaries_FLAG-
Aub

GSE24545

CS ovary
total
RNA

V127

G2

GSM628272

ago2[414]
ovary
total RNA

V140

Dessication_female_body

V142

Oxidation_female_body

V146

S1
cell

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR029030

dcr-2
knockdown

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

V091

fGS/OSS
total
Â 

V139

Cold_female_body

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR029029

dcr-1
knockdown

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR060643

A2_testes_total

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V128

S3

V148

mbn2

V085

CME
W2
wing
disc

SRR060653

hs-Penelope_
ovaries_total

V131

ML-
DmD16-
c3

SRR010955

Aub IP in
Ago3
heterozygotes

SRR032094

ago2
knockdown

SRR097867

Drosophila
S2-NP
cells

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V147

1182-
4H
cell

GSM385822

OSS_s8

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR029028

untreated
(mock)

SRR032093

ago1
knockdown

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM371638

S2-NP

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609237

ago2[414]
ovary
total RNA

V130

ML-
DmBG3-
c2

V134

ML-
DmD8

V145

S2-
DRSC

GSM609225

ML-DmBG3-
C2

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V079

Oxidation,
female
head

GSM379056

Krimp
Heterozygote

GSM399105

disk #2

GSM275691

imaginal
disc

SRR010952

Ago3 trans-
heterozygotes,
oxidized

SRR010956

Piwi IP in
Ago3
heterozygotes

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRR065801

zuc_het(H-
Y)_ovaries

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR317113

genotype:
CG47711-
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................CATCCTGGGCGCCGGATTTGTGCTCT.................................................................................................................. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........ACCGTGTACATCCTGGGCG................................................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................GATTTGTGCTCTCCTCGCTGG......................................................................................................... 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......AGACCGTGTACATCCTGGGCG................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..TCACAGACCGTGTACATCCTGG.................................................................................................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................TGGCCGCTGTACCGTCGCAATG............. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................CGCCGGATTTGTGCTCTCCTC.............................................................................................................. 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........GTGTACATCCTGGGCGCC............................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................CGCTGTACCGTCGCAATGCGC.......... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................CATCCTGGGCGCCGGATTTGTG...................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................TGGCCGCTGTACCGTCGCAAT.............. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....ACAGACCGTGTACATCCTGGGA.................................................................................................................................. 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................TTCCTGCACAGATCACCATT......................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................TGAGTAGCTGTCGTGTTAG...................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AGAGTGTCTGGCACATGTAGGACCCGCGGCCTAAACACGAGAGGAGCGACCACTCATCGACAGCACAATCATCGAGGTAACGATTGTCGTGCTCTAAGGACGTGTCTAGTGGTAAGGTGGCACCGGCGACATGGCAGCGTTACGCGAGTTTACCGT

**********************************************************...........(((((((..((((......))))..))))))).....**************************************************
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V073

mbn2
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V127
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total RNA
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GSM609222
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SRR060643
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SRR060644

A2_ovaries_total

SRR060650

A1_testes_total

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant
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genotype:
fs(1)yb_72/Fm6 or
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from 5-6 days old
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CME
L1
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SRR014282
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from 5-6 days
old flies
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from 5-6 days old flies
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GM2 cell
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V085

CME
W2
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Â 
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Male
aged
body
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body
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(AGO2IP)

AGO2

GSM379050
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GSM379054

Flam
Heterozygote

GSM379056

Krimp
Heterozygote

GSM379058

Piwi
Heterozygote

GSM379060

SpnE
Heterozygote

GSM379062

Squ
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GSM379063

Vasa
Heterozygote

GSM379064
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Mutant

GSM379065
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GSM467731

Dmel_loq_sRNAseq
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SRR014270
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SRR014275
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SRR029608

total small
RNAs from
hen1
heterozygous
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SRR065800
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Drosophila
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Drosophila
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SRR317111
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DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies
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male:female
= 1:1tissue:
whole
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nbr[f02257]
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V135
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(wing
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female
head
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one day

.......................................................................................CGTGCTCTAAGGACGTGTCTAGTGGT........................................... 26 0 1 23.00 23 9 0 0 0 0 2 0 0 0 0 0 0 0 1 4 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

................................................................................................................TAAGGTGGCACCGGCGACATG....................... 21 0 1 22.00 22 0 2 0 0 3 0 0 0 0 0 2 2 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................AGTGGTAAGGTGGCACCGGCGACAT........................ 25 0 1 14.00 14 0 0 0 0 0 1 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..AGTGTCTGGCACATGTAGGAC..................................................................................................................................... 21 0 1 10.00 10 0 0 1 0 1 0 0 1 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................GTAAGGTGGCACCGGCGACAT........................ 21 0 1 10.00 10 0 1 1 0 1 0 0 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................ACCGGCGACATGGCAGCGTT............... 20 0 1 8.00 8 0 0 0 0 0 0 0 0 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................GTAAGGTGGCACCGGCGACATG....................... 22 0 1 8.00 8 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................ACCGGCGACATGGCAGCGTTA.............. 21 0 1 8.00 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................GCACCGGCGACATGGCAGCGTT............... 22 0 1 7.00 7 0 0 0 0 1 0 0 0 0 0 2 0 0 1 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................CACCGGCGACATGGCAGCGTT............... 21 0 1 7.00 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...GTGTCTGGCACATGTAGGACC.................................................................................................................................... 21 0 1 7.00 7 0 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................CGATTGTCGTGCTCTAAGGACGTGTCT................................................. 27 0 1 7.00 7 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................GGTAAGGTGGCACCGGCGACA......................... 21 0 1 7.00 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0
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.......CTGGCACATGTAGGACCCGCGGCCTAA.......................................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................GTGGTAAGGTGGCACCGGCGACAT........................ 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
AGAGTGTCTGGCACATGTAG........................................................................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................CATCGAGGTAACGATTGTCGT.................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................GTGGTAAGGTGGCACCGGCGACA......................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
AGAGTGTCTGGCACATGTAGGAC..................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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Species Coordinate ID Alignment
dm3 chr3R:25316426-25316581 - Spase12_in2 TCTCACAGACCGTGTACATCCTGGGCGCCGGATTTGTGCTCTCCTCGCTGGTGAGTAGCTGTCG-TG-TTAGT--AGCTCCATTGCT-----------------------AACAGCAC--------GAGA----TT---CCTGCACAGATCACCATTCCACCGTGGCCGCTGTACCGTCGCAATGCGCTCAAATGGCA
droSim2 3r:24676449-24676604 - dsi_30925 TCTCGCAGACCGTGTACATCCTGGGCGCCGGATTCGTGCTCTCCTCGCTGGTGAGTAGCTGTCG-CG-GTAGC--GCGTCCATTGCT-----------------------AAACGAAC--------GAGA----TT---CCCGCGCAGATCACCATTCCGCCGTGGCCGCTGTACCGTCGCAATGCGCTCAAGTGGCA
droSec2 scaffold_4:4174850-4175005 - TCTCGCAGACCGTGTACATCCTGGGCGCCGGATTCGTGCTCTCCTCGCTGGTGAGTAGCTGTCG-CG-GTAGC--GCAGCCATTGCT-----------------------AAACGAAC--------GAGA----TT---CCCGCGCAGATCACCATTCCGCCGTGGCCGCTGTACCGTCGCAATGCGCTCAAGTGGCA
droYak3 3R:21167359-21167523 + TCTCGCAGACGGTCTACATCCTGGGCGCCGGCTTCGTGCTCTCCTCCTTGGTGAGTAGCTGTCT-TC----ATAG--CTCC----ATAGCATCCAG--CA-C---T----AACCGCCT--------GTT-TTGCTC---CACACACAGATCACCATTCCGCCGTGGCCACTGTATCGCCGCAATGCGCTCAAGTGGCA
droEre2 scaffold_4820:2689175-

2689329 +
TCTCGCAGACGGTGTACATCCTGGGCGCCGGCTTCGTGCTCTCCTCCTTGGTGAGTAGCTGTCC-TG-GTAGC--GCCTCCATAGCT-----------------------AACAGCCT--------GCC-C----C---GCTCCACAGATCACCATTCCGCCGTGGCCGCTCTACCGCCGCAATGCGCTCAAGTGGCA

droEug1 scf7180000409787:245127-
245286 +

TTTCGCAAACGGTTTACATTCTGGGAGCAGGATTTGTGCTCTCCTCCTTGGTGAGATCTTGTATAAT-ATGAG--TTTTTCATTTATA-----------------------AAACCGC--------ATAA----TGACTTCTTGCCAGATTACCATTCCACCCTGGCCCTTGTACCGTCGCAACGCCCTGAAATGGCA

droBia1 scf7180000302136:2790739-
2790895 +

TTTCCCAGACTGTTTACATCCTGGGAGCCGGATTCGTGCTCTCCTCCTTGGTGAGTTCCCGTAGCCA-CAAAC--TGCTGCACTTGTG-----------------------ACACCCT--------ACAA----TC---CCCTTTCAGATCACCATTCCACCATGGCCCTTGTACCGTCGCAATGCGCTGAAGTGGCA

droTak1 scf7180000415765:861323-
861476 +

TCTCCCAAACTGTTTATATCCTGGGAGCAGGATTCGTGCTCTCTTCCTTGGTGAGTTACTATTTCCA-AAAAC--TGCTTTATTTATA-----------------------ACACT-----------AAA----TC---CCCTTTTAGATCACCATTCCTCCATGGCCCTTGTACCGCCGCAATGCTCTGAAATGGCA

droEle1 scf7180000491280:1531498-
1531654 -

TTTCGCAAACTGTCTATATCCTTGGAGTCGGATTTGTGCTCTCCTCCTTGGTAAGTTTCTTGTCGTA-TTAAC--ATCTTCATTTATA-----------------------ACACCCC--------ATTA----AC---CGGTTTTAGATCACCATTCCACCCTGGCCCTTGTATCGCCGTAATGCTCTGAAATGGCA

droRho1 scf7180000777929:19430-19586
-

TTTCGCAAACTGTCTATATCCTGGGAGTCGGATTCGTGCTCTCCTCCTTGGTAAGTTCCTTAACACT-TTAAC--ATATGCACTTATA-----------------------ACTCCGT--------ATAA----AC---CCATTTCAGATCACCATTCCACCCTGGCCCTTGTATCGCCGTAACGCTCTGAAGTGGCA

droFic1 scf7180000453776:617299-
617455 -

TTTCACAGACTGTCTACATCCTGGGAGCAGGATTCGTTATCTCCTCTTTGGTGAGCTCTTACTCATA-CCAAT--CTTTAAGTTTATA-----------------------ACCCCAT--------ATCA----TG---TATTTTCAGTTCACCATTCCACCATGGCCCTTGTATCGTCGCAACGCTTTGAAATGGCA

droKik1 scf7180000302466:113144-
113312 +

TTTCGCAAACTGTGTACATCCTGGGAGCGGGCTTCCTGCTCTCCTCTTTGGTGAGTATCCTCAG-GG-CAAGT--TCC---A--GCT----------GG---AAT-CCTTT-TAAACTTATGCCCGAAAA----CC-CTATTTCTTAGATCACCATTCCGCCGTGGCCCTTGTTCCGTCGCAACCCTCTCAAGTGGCA

droAna3 scaffold_12911:5004392-
5004545 -

TCTCCTTTACTGTTTACATTCTGGGGGCAGGATTCGTGCTCTCCTCCCTGGTAAGTTTGTGGTATGA-TCA-C--CTCTCCA--AGT-----------------------AACCCCCT--------GAAT----CC---ATTTTCCAGATCACCATTCCTCCATGGCCTCTGTACCGCCGGAATCCCTTGAAGTGGCA

droBip1 scf7180000396640:1840908-
1841062 -

TCTCCTTTACTGTTTACATTCTGGGAGCCGGATTCGTGCTCTCATCCTTGGTAAGTGATTGGTGTAA-TCATC--CTCTCCA--GGT-----------------------AACCCCAT--------TA------CT-CCGTTTTCCAGATCACCATTCCTCCCTGGCCGCTGTACCGCCGGAATCCCCTGAAGTGGCA

dp5 2:2177660-2177816 - TCTCTCAGACGGTCTATGTGCTCGGCGTGGGCTTCCTGCTGTCCTCACTGGTAAGCCGTTGGCC-TA----CAATA--TCT----ATAGTATTAGGTGCG-C---TAATCA-----------------------AA---CCCTTTCAGATCACCATTCCTCCATGGCCCTTCTATCGCAAAAATCCGGTGAAATGGCA
droPer2 scaffold_7:2345301-2345457 - TCTCTCAGACGGTCTATGTGCTCGGCGTGGGCTTCCTGCTGTCCTCACTGGTAAGCCGTTGGCC-TA----CAATA--TCT----ATAGTATCAGGTGCG-C---TAATCA-----------------------AA---CCCTTTCAGATCACCATTCCTCCATGGCCCTTCTATCGCAAAAATCCGGTGAAATGGCA
droWil2 scf2_1100000004902:5557914-

5558080 -
TCTCCCAGACAGTTTATATTCTGGGTGTGGGCTTTCTACTGTCCTCATTGGTGAGTAGTTATTA-CG-----AATA--TTT----ATAATATCTGA----------AATCAACGGCAC-GATTTTTCCT-----TT---TGTCTACAGATTACAATTCCACCATGGCCCCTGTTCCGCCGTCATCCCTTGAAATGGCA

droVir3 scaffold_12855:639769-639928
-

TTTCTCAAACTGTTTACGTGCTGGGTGCTGGGTTCCTGTTATCTTCACTGGTAAGTGGATCCTCAAA-TCA-C--A--GCT----AAAG---------CGT-AATT----CGAGCTCT--------CTT-A--TGC---CTCACCTAGATTACCATCCCACCGTGGCCGTTCTATCGCAACAATCCTCTAAAATGGCA

droMoj3 scaffold_6540:12331050-
12331215 +

TCTCCCAAACTGTTTACGTGCTGGGTGTTGGCTTCCTGATATCTTCACTGGTCAGTGGTTTCCCAATATTACC--ATTTATGTT----------------------AATTA-ATAACTTATATTCTCCAT----CA---CTCGCTTAGATTACGATTCCCCCATGGCCCATCTATCGCAGAAACCCGCTCAAGTGGCA

droGri2 scaffold_14906:1748531-
1748690 -

TCTCGCAAACAGTTTACATCCTTGGCGTTGGCTTCTTGATTTCTTCCCTCGTAAGTAATTATAT-----------A--TAT----GTAATAATAAATGTGC-ATTT----AATTGTCG--------ATT-T----T---GCGGTACAGATAACGATTCCGCCCTGGCCGTTTTACCGGAACAATCCCCTCAAGTGGCA
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TAATTAACAATGGGCCCATTAGGACGCGCCGCTCGGATTGCACAACTTCCCCTGGGGCCCAAATGGGTTGCAAAATGCAAGTGTTCCAGTCGAGTGCCTCGCCTCCGCGTTTTTTAGCTTCGATTGCCGAGGCACTTTGCATTCGATTTGGGTCTTGGGTCTCTGTTTGTTTTGACATCGCTTCGCGTGATTCGATGGGCCATTGTAAATGCT
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......................................................................................................................................CTTTGCATTCGATTTGGGTCTTG........................................................ 23 0 1 114.00 114 13 12 8 10 4 3 1 1 2 0 0 1 1 1 1 0 0 1 3 0 2 1 1 0 2 0 0 0 0 0 1 2 1 1 3 2 3 0 2 0 1 0 0 0 2 1 0 1 0 0 1 1 0 2 0 0 0 1 1 2 1 1 1 0 0 0 1 0 0 1 0 0 1 0 1 0 1 0 0 1 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 1 0 0 1 0 1 1 0 0 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................CTTTGCATTCGATTTGGGTCTT......................................................... 22 0 1 50.00 50 3 0 2 0 5 1 1 0 1 1 0 4 1 3 1 0 0 3 0 2 0 0 0 0 1 0 0 1 0 0 1 0 0 0 0 1 0 1 0 0 1 0 0 1 0 1 0 0 0 2 0 0 2 0 0 1 0 0 1 0 0 1 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................CTTTGCATTCGATTTGGGTCT.......................................................... 21 0 1 33.00 33 2 0 1 1 0 0 3 1 4 2 0 0 0 0 1 0 0 0 0 2 1 0 1 0 0 0 3 0 1 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................ACTTTGCATTCGATTTGGGTCT.......................................................... 22 0 1 8.00 8 0 0 1 0 0 1 3 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................TTTGCATTCGATTTGGGTCTTG........................................................ 22 0 1 7.00 7 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................CTTTGCATTCGATTTGGGTCTTT........................................................ 23 1 1 6.00 6 0 3 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................TTTGCATTCGATTTGGGTCTT......................................................... 21 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................CTTTGCATTCGATTTGGGT............................................................ 19 0 1 4.00 4 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................CTTTGCATTCGATTTGGGTC........................................................... 20 0 1 3.00 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................................TCGCGTGATTCGATGGGCCAT.......... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................GGCCCAAATGGGTTGCAAAATG........................................................................................................................................ 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................CTTTGCATTCGATTTGGGTCTTGT....................................................... 24 1 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................GCAAGTGTTCCAGTCGAGTGCC................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................TGCATTCGATTTGGGTCTT......................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................................GCTTCGCGTGATTCGATGGGCCATT......... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................TTTGCATTCGATTTGGGTCT.......................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................GACGCGCCGCTCGGATTG............................................................................................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................TTGCATTCGATTTGGGTCTTG........................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................GGCACTTTGCATTCGATTTGGGTCTTGG....................................................... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................AAAATGCAAGTGTTCCAGTCG......................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................ATTAGGACGCGCCGCTCGGATTGCAC.......................................................................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................ATGCAAGTGTTCCAGTCGA........................................................................................................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................ACTTTGCATTCGATTTGGGTCTT......................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................TGCAAGTGTTCCAGTCGAGTGCCTCG................................................................................................................ 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................TTGACATCGCTTCGCGTGATT..................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................ATTCGATTTGGGTCTTGGGTCT................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................CGATGGGCCATTGTAATG... 18 2 8 0.13 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ATTAATTGTTACCCGGGTAATCCTGCGCGGCGAGCCTAACGTGTTGAAGGGGACCCCGGGTTTACCCAACGTTTTACGTTCACAAGGTCAGCTCACGGAGCGGAGGCGCAAAAAATCGAAGCTAACGGCTCCGTGAAACGTAAGCTAAACCCAGAACCCAGAGACAAACAAAACTGTAGCGAAGCGCACTAAGCTACCCGGTAACATTTACGA

*****************************************.(((((....((((((((((((((.((.((((((.(((...((...((((((((.((..(((....))).......)))))))))).))..))).)))))).)).)))))))))))))).....)).)))..****************************************
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ATTAATTGTTACCCGGGT................................................................................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................CACAAGGTCAGCTCACGGAG................................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................GCCTAACGTGTTGAAGGGGACCCCGGG......................................................................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................TGAAGGGGACCCCGGGTTT...................................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:2948498-2948710 - sblock36967 TA---A-TT-AACAATG-GGCCCA----T--------TAGGA-----------CGCGC----------CG-CTC-GGATTGCACAAC--------TTCCC-CTGGGGCCCAAATG------GGTTGCAAA-------ATGCAAGTGTTCCAGTCGAGTGCCTCGCCTCCGCGT--TTTTTAGCT-TCGATT---------------GC--CGAGGCACTTTGCATTCGATTTGGGTCTTGGGTCT-------------------------------CTGTTTGTTTTGA---CAT-CGCTTCGCGTGATTCGAT--GG------------GCCATTGTA-AATGC-------------------T
droSim2 2r:3798179-3798391 - TA---A-TT-AGCAATG-GGCCCA----T--------TAGGA-----------CGCGC----------CG-CTC-GGATTGCACAAC--------TTCCC-CTGGGGCCCAAATG------GGTTGCAAA-------ATGCAAGTGTTCCAGTCGAGTGCCTCGCCTCCGCGT--TTTTTGGCT-TCGATT---------------GC--CGAGGCACTTTGCATTCGATTTGGGTCTTGGGTCT-------------------------------GTGTTTGTTTTGC---CAT-CGCTTCGCGTGATTCGAT--GG------------GCCATTGTA-AATGC-------------------T
droSec2 scaffold_1:616382-616594 - TA---A-TT-AGCAATG-AGCCCA----T--------TAGGA-----------CGCGC----------CG-CTC-GGATTGCACAAC--------TTCCC-CTGGGGCCCAAATG------GGTTGCAAA-------ATGCAAGTGTTCCAGTCGAGTGCCTCGCCTCCGCGT--TTTTTGGCT-TCGATT---------------GC--CGAGGCACTTTGCATTCGATTTGGGTCTTGGGTCT-------------------------------GTGTTTGTTTTGC---CAT-CGCTTCGCGTGATTCGAT--GG------------ACCATTGTA-AATGC-------------------T
droYak3 2L:15661797-15662016 - TA---A-TT-AGCAATG-GGCCCA----T--------TAGGA-----------CGCGC----------CG-CTC-CGATTGCACAAC--------TTCCC-CTGGGGCCCAAATG------GGTTGCAAA-------ATGCAAGTGTTCCATTCGAGTGGCTCGCCTCCGCGT--TTTTTAGCT-TCGATT---------------GC--CGCGGCACTTTGCATTTGATTTGGGTCTTGTGTCT----TGGGT----------------TT----CTGTTTGTTTTGC---CAT-CGCTTCGCGTGATTCGAT--GG------------GCCATTGTA-AATGC-------------------T
droEre2 scaffold_4929:19619077-

19619288 +
TA---A-TT-AGCAATG-GGCCCA----T--------TAGGA-----------CGCGC----------CG-TTT-GTATTGCACAAC--------TTCCC-CTGGGGCCCAAATA------GGTTGCAAA-------ATGCAAGTGTTCCAGTCGAGTGCCTCGCCTCCGCGT--TTTGT-GCT-TCGATT---------------GC--CGAGGCACTTTGCATTTGATTTGGGTCTTGAGTCT-------------------------------CTGTTTGTTTTGC---CAT-CGCTTCGCGTGATTCGAT--GG------------GCTATTGTA-AATGC-------------------T

droEug1 scf7180000409672:4966024-
4966207 -

C---------------------CA----T--------TAGGA-----------TGTGC----------CA-CTCCGGATTGCACAAC--------TTCCCTTTGGGGCCCC----------AGTTGCAAA-------ATGCAAGTGTTCCACTCGAGTGCCTCGCCTCCGCGT-----------TTCGATT---------------GC--GGAGGCACTTTGCATTTGATTTGGGTCT-----CT--------------------------------TGTTTGTTTTGC---CAT-CGCTTCGCGTGATTCGGCGCGG------------CCCATTGTA-AATGC-------------------T

droBia1 scf7180000302292:3194447-
3194621 +

-----------------------A----T--------TAGGA-----------TCTAG----------CT-TTG-CGATTGCCCAAC--------TTCCCTTCGGGGCCCC----------GGTTGCAAA-------ATGCAAGTGTTCCACTCGAGTGCCTCGC-------------------TTCGATT---------------GCGCGGAGGCACTTTGCATTCGATTTGGGTCT-----CT--------------------------------TGTTTGTTTGGC---CAT-CGATTCGCGTGATTCGACAGGG------------CCCATTGTA-AACGC-------------------T

droTak1 scf7180000415382:187882-
188080 -

TT---AACTGGGCAATT-AGCCCT----C--------TAGGATCCACGATC--CGTGC----------CA-TTC-GGATTGCACAAC--------TTCCC-CG------CA----------GGTTGCCAA-------ATGCAAGTGTTCCACTCGAGTGCCTCGT-------------------TTCGATT---------------GC--GGAGGCACTTTGCATTTGATTTGGGTCTCGTCTCT--------------------------------TGTTTGTTTGGC---CCT-CGCCTCGCGTGATTCGATGGGG------------CCCATTGTA-AACGC-------------------T

droEle1 scf7180000491265:55212-
55401 -

TA---C-----CCACT---GCCCA----C--------GAGGA-----------CGTGC----------C------GGATTGCACAAC--------TTCCCTTTGGGGCTCG----------AATTGCAAA-------ATGCAAGAGTTCCACTCGAGTGCCTCGCCTCCGCGA-----------TTCGATT---------------GC--GGAGGCACTTTGCATTTGATTTGGGTCT-----CT--------------------------------TGTTTGTTTTGC---CAT-CGCTTCGCGTGATTCGA---GGCCCA--------TTCATTGTA-AATGC-------------------C

droRho1 scf7180000780072:207981-
208173 +

TACCCA-CT-AGCT-TA-GGCCCA----C--------GAGGA-----------TGTGC----------C------GGATTGCACAAT--------TTCCCTTTGGCGCTCG----------AATTGCAAA-------ATGCAAGAGTTCCACTCGAGTGCCTCGCCTCCGCGA-----------TTCGATT---------------GC--GGAGGCACTTTGCATTTGATTTGGGTCT-----CT--------------------------------TGTTTGTTTTGC---CAT-CGCTTCGCGTGATTCGA---GG------------GCCATTGTA-AATGC-------------------C

droFic1 scf7180000453955:317022-
317201 +

TA---A-----------------A----T--------TAGGA-----------TGCGC----------GGACTG-CGATTGCCCAAC--------TTCCT-TGGGGGCTCG----------AGTTGCAAA-------ATGCAAGAGTTCCACTCGAGCGAACCGCCTCCGCGT-----------TTCGATT---------------GC--G-GGGCACTTTGCATTTGATTTGGGTCT-----CT--------------------------------TGTTTGTTTTGC---CAT-CGCTTCGCGTGATTCGG---GG------------CCCATTGTA-AATGC-------------------T

droKik1 scf7180000302640:45603-
45788 -

AC---G------------GG---A----T--------GAGGA-----------CGTGCCTCCGCCTCTGG-C---CAGTTGCCCAACGAAGGCTGTGCCT-TCGGGGCGCG----------TGTTGCAAT-------CTGCAAGAGTTCCACTCGAGTGCCTC----------------------------------------------------CACTCCGCATTGGATGTGGGGCT-----CT--------------------------------TGTTTGTTTTGC---CAT-CGCTTCGCGTGATTCGAG---GCCCGAGCCGCGGGCCATTGCA-AATGC-------------------A

droAna3 scaffold_13266:3185126-
3185290 -

CG---G-T--------G-GCC------------------------GCCATCCATGTGC----------CT-CGC-GAATTGCACAAC--------TTCCG-CGGAGGTGCT----------TGTTGCAACCGTCC--GTCCAAGAGTTCCAGTCGAGTGCCTCGCCTCCGCGT--TTTTT-----GCTAGT---------------GC--C-AAGTGTTTTGCATTTTATTTGGGTCT-----CTGTTTTGGTT----------------T-----TCGTTTGTTT-------------------------------------------------------------------------------

droBip1 scf7180000396427:1655572-
1655730 -

AA---A----------G-AGCCCTTGCGGTGGCC--------------ATCCATGTGC----------CT-CGG-GAGTTGCACAAC--------TTCCG-CGGAGGTGCT----------TGTTGCAACC------GTTTTGGAGTTCCAGTCGAGTGCCTCGCCTCCGCAT--TTTT-------TGCTT---------------GC--C-AAGTGTTTTGCATTTTATTTGGATTT-----CT-------------------------------GTTTTTGTTTT------------------------------------------------------------------------------

dp5 3:1224798-1225037 - TC---A-TT-TAGGATGGAGTGCA----GCAGACCTCTATG--CCAC-----------CTCCTCCTCCGG-CTG-GCATTGCATAAT--------TTCCT-TTGGAGCCCACGTCTGGCCATGTTGCAAGTGACTGGCTGTTGTTGTTCCACTCGAGCGGGTCGCCTCGACTT--T---CGGTTTTCGGTGTTTTGGTGTTCGGTCTT--CAAACCACTTTGCATTTCTT-------------CT--------------------------------TGTTTGTTTTGC---CAT-CGCCTCGCGTGATTCGA-----------------GTTATTGTAAAATGC-------------------T
droPer2 scaffold_2:1392938-1393177

-
TC---A-TT-TAGGATGGAGTGCA----GCAGACCTCTATG--CCAC-----------CTCCTCCTCCGG-CTG-GCATTGCATAAT--------TTCCT-TTGGAGCCCACGTCTGGCCATGTTGCAAGTGACTGGCTGTTGTTGTTCCACTCGAGCGGGTCGCCTCGACTT--T---CGGTTTTCGGTGTTTTGGTGTTCGGTCTT--CAAACCACTTTGCATTTCTT-------------CT--------------------------------TGTTTGTTTTGC---CAT-CGCCTCGCGTGATTCGA-----------------GTTATTGTAAAATGC-------------------T

droWil2 scf2_1100000004513:2520158-
2520301 -

C---------------------------------------------------------------------------------------------------------------------------------------------------------------CTGGCCTCGGCTT--T---TGATT-TTGATT-------------------TAAACCACTTTGCATTTAATTTATTTTTT---TTTGTTTTTATTTTATGCGTTTGGGCATTTCTTCTTATTTGTTTACCTCGTATACGCTTCGCCTCTTGCCA---AG------------TCTATTGTAAAATGC-------------------T

droVir3 scaffold_10324:1098492-
1098593 -

GC---C-----------------------------------------------------------------------------------------------------------------------------------------------------------TTGC------T------------TTCGATT---------------TTGCT-GGCTACTTTGCATTTTTTTACGGCAT-----TT-------------------------------CTACTTGTTTTGC---TGC-TGCTGCTGTTGCTGCTGCTTGT------------CTTATTGTTAAATGC-------------------C

droMoj3 scaffold_6496:4946449-
4946591 +

--------------------------------------------------------------------------------------------------------------------------GTTGCAAG-------TGGCTGTTGTTACACTCGAGTGGGTTGACTCGACTTCATCTTCATC--TCCATT---------------TC--C----AGCCTTGCTTTCGATTTTTTTCCGTAG-CTATTTTGCAT----------------TT----CCACTTG--------------------TA-----------------------------TTGTTAACTGCCCAACATTGCCATTGTCATC

Generated: 09/09/2015 at 02:01 AM
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crit.loop
crit.mor
crit.half

crit.total
crit.pairing

crit.top3
crit.tptop3
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rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
0
0
0
0
1
1
1
1
0
1
1
1
0
0
1

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:2948498-2948710
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:2948498-2948710
http://compgen.cshl.edu/~jmohamme/static/dm3/html/sblock36967.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:3798179-3798391
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:616382-616594
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:15661797-15662016
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:19619077-19619288
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409672:4966024-4966207
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302292:3194447-3194621
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415382:187882-188080
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491265:55212-55401
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780072:207981-208173
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453955:317022-317201
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GCAGACGCCAGTCCAAAAACAGCAACAACAGCGTGTGTCCATGGTGAACAGTAAGTGTAACAATGGCGCAATATACCCCGCCGTATGCCGTCCATATGCTAATATATCTGCTTTTGTGTGTGCGCCTGTGTGTGCTGCTTTAGGGAAACGAGATCTTATCAACTTGCAGTCGGCGCTGAGCCCCAAATATATT
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flies
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total RNA
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Aub trans-
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...........................................................................................................................GCCTGTGTGTGCTGCTTTAG.................................................. 20 0 1 20.00 20 19 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................AACTTGCAGTCGGCGCTGAGCCCC......... 24 0 1 19.00 19 0 3 0 2 9 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................AACAGCGTGTGTCCATGGTGAAC................................................................................................................................................ 23 0 1 19.00 19 0 5 0 6 2 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................AACAACAGCGTGTGTCCATGGTGAAC................................................................................................................................................ 26 0 1 11.00 11 0 7 0 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................GTGTGCGCCTGTGTGTGCTGCTTT.................................................... 24 0 1 8.00 8 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................AACAACAGCGTGTGTCCATGGTGAACA............................................................................................................................................... 27 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................AACTTGCAGTCGGCGCTGAGCCCCAAAT..... 28 0 1 4.00 4 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................ACAGCGTGTGTCCATGGTGAAC................................................................................................................................................ 22 0 1 4.00 4 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................AGATCTTATCAACTTGCAGTC...................... 21 0 1 3.00 3 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................AACTTGCAGTCGGCGCTGAGCCC.......... 23 0 1 3.00 3 0 0 0 0 1 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................AGCAACAACAGCGTGTGTCCA........................................................................................................................................................ 21 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................TTGCAGTCGGCGCTGAGCCCC......... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................TGCAGTCGGCGCTGAGCC........... 18 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................GCGTGTGTCCATGGTGAACAG.............................................................................................................................................. 21 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................GTGTGCGCCTGTGTGTGCTGC....................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................CAGCGTGTGTCCATGGTGAA................................................................................................................................................. 20 0 1 2.00 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................CTTGCAGTCGGCGCTGAGCCC.......... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................ACAACAGCGTGTGTCCATGGTGAAC................................................................................................................................................ 25 0 1 2.00 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................ACAGCGTGTGTCCATGGTGAA................................................................................................................................................. 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................CAGCGTGTGTCCATGGTGAAC................................................................................................................................................ 21 0 1 2.00 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................AGCAACAACAGCGTGTGTCCATGGTGAAC................................................................................................................................................ 29 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................CTTATCAACTTGCAGTCGGCG.................. 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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................................................................................................................TTTGTGTGTGCGCCTGT................................................................ 17 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................AGTGTAACAATGGCGCAAAGA....................................................................................................................... 21 3 6 0.17 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CGTCTGCGGTCAGGTTTTTGTCGTTGTTGTCGCACACAGGTACCACTTGTCATTCACATTGTTACCGCGTTATATGGGGCGGCATACGGCAGGTATACGATTATATAGACGAAAACACACACGCGGACACACACGACGAAATCCCTTTGCTCTAGAATAGTTGAACGTCAGCCGCGACTCGGGGTTTATATAA

**************************************************..((((((((((..((((((.(((((...((((((((.....))))))...........))....)))))))))))..))).))).))))...**************************************************
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......CGGTCAGGTTTTTGTCGTTGT...................................................................................................................................................................... 21 0 1 2.00 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................TTGCTCTAGAATAGTTGAACGT......................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......CGGTCAGGTTTTTGTCGTTGTT..................................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................CTTTGCTCTAGAATAGTTGAA............................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................GCTCTAGAATAGTTGAACGTC........................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................TCAGCCGCGACTCGGGGTTTA..... 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................GAAATCCCTTTGCTCTAGAAT................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................GACACACACGACGAAATCCCT............................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................CGTTGTTGTCGCACACAGGTA....................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................CGGCAGGTATACGATTATATAGAC................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................ACATTGTTACCGCGTTATATG..................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................ATCCCTTTGCTCTAGAATAG................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TGTTACCGCGTTATATGGGGC................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................GTTGTCGCACACAGGTACCAC................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........GCAGGTTTTTGTCGTTGTTGT................................................................................................................................................................... 21 1 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:23763010-23763202 - Mes-4_in1 GCAGACGCCAGT----CCA------AAAACAGCAACAACAGCGTGTGTCCATGGTGAACAG---TAAGTGT-AACA---ATGGCGCAATA-TACCCCGCCGTATGCCGTCCATATGCTAATATATCTGCT-----------------T------TTGT--GTG------------TGCGCCTGTG--TGT-----G--CTGC---TTTAGGGAAACGAGATCTTATCAACTTGCAGTCGGCGCTGAGCCCCAAATATATT
droSim2 3r:23164786-23164978 - dsi_15394 GCAGACGCCAGT----CCA------AAAAAAGCAACAACAGCGTGTGTCCATGGTGAACAG---TGAGTGT-AACA---ATGGCGAAATA-TACCCCGCCTTATGCCGTCCATATGCTAATATATCTGCT-----------------T------TTGT--GTG------------TGCGCCTGTG--TGT-----G--CTGC---TTTAGGGAAACGAGATCTTATCAACTTGCAGTCGGCGCTGAGCCCCAAATATATT
droSec2 scaffold_22:388238-388430 - GCAGACGCCAGT----CCA------AAAAAAGCAACAACAGCGTGTGTCCATGGTGAACAG---TGAGTGT-AACA---ATGGCGAAATA-TACCCTGCCTTATGCCGTCCATATGCTAATATATCTGCT-----------------T------TTGT--GTG------------TGCGCCTGTG--TGT-----G--CTGC---TTTAGGGAAACGAGATCTTATCAACTTGCAGTCGGCGCTGAGCCCCAAATATATT
droYak3 3R:22734315-22734513 + GCGGACGCCAAT----CCA------AAAACAGCAACAACAGCGTCTCTCCATGGTGAACAG---TGAGTGT-AACA---ATGGCGCAATT-TACCCCGCCCTATGCCGTCCATATGCTAATATATCTGTT-----------------TTTTTTTTTGC--GTG------------CGCGCCTGTG--TGT-----G--CTGC---TTTAGGGAAACGAGATCTTATCAACTTGCAGTCGGCCCTGAGCCCCAAATATATT
droEre2 scaffold_4820:4279267-4279447

+
GCGGACGCCAGT----CCA------AA---------AACAGCGTCTGTCCATGGTGAATAG---TGAGTGT-AACA---ATGGCGCAATT-TACCCCGCCCTATGCCGTCCATATGCTAATATATCTGTT-----------------T------CTGC--GTG------------CGCGCCTGTT--TGT-----G--C------TGTAGGGAAACGAGATCTTATCAACTTGCAGTCGGCCCTGAGCCCCAAATATATT

droEug1 scf7180000409787:1843461-
1843651 +

GCAGACGCCAAC----CCA------AACACA---GCAGCCGCGTCTGTCAATGGTCAACAG---TAAGTAT-AACA---ATGGCGCAATA-TGCACCGAATTGTGCCGTCCATATGCTAATTTATCTGCG-----------------TT-----TTAT--GTG--------------CGCATGTGACTGT-----G--CTGC---TTTAGGAAAACGCGATCTTATCAATTTGCAGTCGGCCCTGAGTCCGAAATATATT

droBia1 scf7180000302075:5335314-
5335501 -

GCAAACGCCAAC----ACC------CA---A---GCAGCAGCGTCTGTCCATGGTGAACCG---TGAGTAT-AACA---ATGGCGCAGTA-TACCCCGCCTTATGCCGTCCATATGCTAATTTATTTGCC-----------------TT-----TTGT--GCG------------CGCGTGTATT--TGT-----G--CCGC---TATAGGGAAACGCGATCTTATCAACTTGCAATCGGCCCTGAGCCCCAAATACATT

droTak1 scf7180000415310:355068-
355254 -

CCAGACGCCAAC----ACC------CA---A---GCAGCAGCGCCTGCCCATGGTGAACAG---TGAGTAT-AACA---ATGGCGCAACA-TTCCCCGTCCTATGCCGTCCATATGCTAATTTATCTGCC-----------------T------TTGT--GTG------------CGCGCGTCTG--TGT-----G--CCGC---TGTAGGAAAACGCGATCTTATCAACTTGCAATCGGCCCTGAGCCCCAAATACATT

droEle1 scf7180000491280:4268339-
4268535 +

ACAGACGCCAAC----CCA------GA---------AGCAGCGTTTGCCCGTGGTGAACAGTAGTGAGTAT-AACA---ATGGCGCAATC-TACCCCACCCATTGCCGGCCATATGCTAATTTATTTGCC-----------------TT-----TTGTGTGTGTTTGTTTGTGCCTGT-----TA--TGC-----G--CTGC---CGCAGGGAAACGCGATCTAATCAATCTACAGTCGACCCTGAGCCCCAAATACATT

droRho1 scf7180000779538:516271-
516458 +

ACAGACGCCAAA----CCA------AA---A---GCAGCAGCGACTGCCCGTGGTGAACAG---TGAGTAT-AACA---ATGGCGCAAGA-TACCCCGCCCTTTGCCGTCCATATGCTAATTTCTCTGCT-----------------TT-----TTGT--GTG------------TGTGATTGTC--TGC-----G--CCGC---TATAGGGAAACGCGATCTAATTAACTTGCAGTCGGCGCTGAGCCCCAAATACATT

droFic1 scf7180000453826:172478-
172661 +

GCAGACGCCAAC----ACA------AA---A---GCAGACTCGTCTACCCGTTGCAAACCG---TGAGTAT-AACA---ATGGCGAAACG-TTCCCCGCCCTATGCTGTCCATATGCTAATTTGTCTGCT-----------------T------TTGT------------------GCGCTTGTG--TGT-----G--CTTC--CCATAGGGAAACGCGATCTTATAAACTTGCAATCTGCCCTGAGTCCCAAATACATT

droKik1 scf7180000302706:1721695-
1721876 -

GCAAACACCAGC------A------GCAGCA---GCAGCCACGGCGCTCCGCTGTGATCAG---TGAGTAC-AACA---ATAGAGC---G-TTCCCCGCCTTATGCCGACCATATGCTAATGTGCATGCT-----------------T------GC-----TG------------TACGCCTCCG--TGT-----G--TCGT---TTCAGGGAAGCGCGATCTAATCAATTTACAGTCGAACCTGAGCCCCAAATACATT

droAna3 scaffold_13340:21897795-
21898007 -

GCAGAAGCCGC----------------------CACAGCAGCGTCTCTCAGCCATGAACAG---TGAGTAC-AACA---TAAACAGCGGA-TACCCCGCCTTTTGTTATCCATATGCTAATATATATACACCTCCACCTCGTGCGTTCCT----TTGC--TTG----TGTG----TGTACTTGTT--CG-ATTTTGTTCCGTGTTCGTAGGGAAGCGCGATCTAATCAATTTGCAGTCGGCCCTGAGCCCCAAATACATC

droBip1 scf7180000396583:307678-
307902 +

GCGGGCAG--GCAGCTGCA------GAGGCCGCCGCAGCAGCGTCTCTCGGCCGTGAACAG---TGAGTAC-AACATAAACAGCGG-ACA-TACCCCGCCTTTTGTTATCCATATGCTAATATAAA--CT--TTTACCTCGTGCGTGCCT----TTGC--TTG----TGTG----TGTACTTGTA--CT-TTTTCGTTCCGCGTTTGTAGGGAAGCGCGATCTAATCAATTTGCAGTCGGCCCTGAGCCCCAAATACATC

dp5 2:8326106-8326305 + dps_422 AAACGCGCCATT----CGCCATAAAAA---A---ACAGCAGCGTCTCTCAGGGTTGAACAG---TAAGTACCCACT---ATGACACACTTTTACTTTTAATCGTTTTGCTCGTGTGCTAATATGCTTTCT-----------------T------GTGT--GTG------------TTTGTGTGTG--TAT-----GCCTTTCGTTAACAGGAAAGCGCGATTTAATTAATTTGCAGTCGGCATTGAGCCCCAAATACATT
droPer2 scaffold_0:2161214-2161413 + AAACGCGCCATT----CGCCATAAAAA---A---ACAGCAGCGTCTCTCAGGGTTGAACAG---TAAGTACCCACT---ATGACACACTTTTACTTTTAATCGTTTTGCTCGTATGCTAATATGCTTTCT-----------------T------GTGT--GTG------------TTTGTGTGTG--TAT-----GCCTTACGTTAACAGGAAAGCGCGATTTAATTAATTTGCAGTCGGCATTGAGCCCCAAATACATT
droWil2 scf2_1100000004943:15021804-

15021900 +
ATAAATA--------------------------------AGCGTGTG--------------------------------------------------------------------------------------------------------------T--GTG------TG----TGTGTTTGTG--TGC-----A--TTTTTTTTTCAGGAAAACGAGACTTGATTAACTTACAGTCGTCACTGAGTCCAAAATACATT

droVir3 scaffold_12855:3399158-
3399220 +

-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGT-----A--TCAC---TGCAGGGAAGCGCGACTTGATCAATTTGCAATCAAACTTAAGCCCTAAATACATT

droMoj3 scaffold_6540:9792576-9792631
-

---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------C---TTTAGGAAAGCGCGACTTGATCAATTTGCAATCAAACTTGAGCCCCAAATACATT

droGri2 scaffold_14906:6079321-
6079387 +

TGAA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTT-----G--CCAC---GGCAGGAAAACGCGACTTGATCAATCTGCAATCGAACCTGACCGCCAAATACATT
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Flybase annnotation

breakpoint [Dp(1%3BY)BSC331:bk3]; Antisense to intron [Dop2R-in]; breakpoint [Dp(1%3BY)BSC330:bk3]; Antisense to intron [Dop2R-in]
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TGAGAGTCGAACAAAGGAGTCTTTAATAGTTTATATGACTTTTTATATCTGTTAGTCGAAAACTTGATTCCTTGATTGATTGAATGGAATTGATTGGATGACTAATGGGTATCTGATAGTCGAACACTCGACACTTTCATGGCTTATAGGTATTTGTTAG
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body,
aged

V091

fGS/OSS
total
Â 

V125

ML-
DmD9

SRR031692

Total
small
RNAs from
Oregon R

GSM286604

0-1h #3
(7)

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

GSM609219

GM2 cell

GSM609248

ML-DmD9
cell

V139

Cold_female_body

V142

Oxidation_female_body
V073

mbn2

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM609222

ML-DmBG1-
C1

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V079

Oxidation,
female
head

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

GSM609251

aged
female
head

V085

CME
W2
wing
disc

V136

Male
aged
body

GSM609217

MLDmD20c5

V036

ML-
DmD20c5
cell

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2
GSM371638

S2-NP

GSM399106

female
body #2

SRR001339

WT_females_non-
beta-eliminated

SRR029028

untreated
(mock)

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609220

ML-DmD21
cell

GSM609250

ML-DmD32
cell

V096

loqsKO/f00791
ovary

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V138

Male
cold
body

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609225

ML-DmBG3-
C2

GSM322533

female
head #1

V006

r2d2 female:
possibly
heterozygous

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1
V074

S3

V148

mbn2

V144

OSC

V077

cold,
female
head

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V015

DreRFHV148h

GSM609223

male, one
day

SRR001664

homozygous_dcr-
2_untreated

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM609224

female,
one day

GSM609237

ago2[414]
ovary
total RNA

V126

CME
L1

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM628272

ago2[414]
ovary
total RNA

SRR010951

Ago3
heterozygotes,
oxidized

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

V008

S2-
DRSC

V034

ML-
DmD16c3
cell

V080

Starvation,
female head

GSM609238

embryo
14-24hr

SRR001344

dcr-
2_beta-
eliminated

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1
GSM385822

OSS_s8

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR001347

ago2_untreated

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V137

Male
aged
head

V078

Desiccation,
female head

GSM609234

CS Â male
total RNA
Â 

GSM609226

CMEW1
Cl.8+
cell

V146

S1
cell

SRR010953

Aub
heterozygotes,
oxidized

V135

CME
W2
(wing
disc
line)

GSM361908

s2-48
Biological
Replicate
#2

SRR010959

Ago3 IP in
heterozygotes

AGO3

GSM399101

kc167
cell

GSM609229

embryo 2-
6hr

.......................................................................................AATTGATTGGATGACTAATGGG................................................... 22 0 1 19.00 19 8 7 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TGTTAGTCGAAAACTTGATTCC......................................................................................... 22 0 1 6.00 6 1 0 0 0 0 0 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................AATTGATTGGATGACTAATGG.................................................... 21 0 1 6.00 6 4 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................AATTGATTGGATGACTAATGGGT.................................................. 23 0 1 3.00 3 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................ATGGAATTGATTGGATGACTAA....................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................AATTGATTGGATGACTAATGGC................................................... 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................TTCATGGCTTATAGGTATTTGTT.. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................AATTGATTGGATGACTAAT...................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................AATTGATTGGATGACTAATGGGA.................................................. 23 1 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................AATTGATTGGATGACTAATG..................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................ATTGATTGGATGACTAATGGGT.................................................. 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ACTCTCAGCTTGTTTCCTCAGAAATTATCAAATATACTGAAAAATATAGACAATCAGCTTTTGAACTAAGGAACTAACTAACTTACCTTAACTAACCTACTGATTACCCATAGACTATCAGCTTGTGAGCTGTGAAAGTACCGAATATCCATAAACAATC

***********************************(((((.((.((((((((((((((.....((((((((..............)))))))).....))))))))))))))..)).)))))...***********************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V136

Male
aged
body

V086

female
body,
aged

V138

Male
cold
body

GSM609234

CS Â male
total RNA
Â 

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

V139

Cold_female_body

GSM609222

ML-DmBG1-
C1

V141

Heat_female_body

SRR031692

Total
small
RNAs from
Oregon R

V073

mbn2

SRR029032

r2d2
knockdown

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR001339

WT_females_non-
beta-eliminated

V077

cold,
female
head

V142

Oxidation_female_body

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609227

CMEW1
Cl.8+
cell

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

GSM609229

embryo 2-
6hr

V015

DreRFHV148h

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM609218

Sg4

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V137

Male
aged
head

V079

Oxidation,
female
head

SRR032092

mock
oxidized

GSM609240

IR+ 2-
18hr

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM399106

female
body #2

GSM609235

CMEL1

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR065802

Piwi-
IP_zuc_mut_ovaries

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

GSM609238

embryo
14-24hr

GSM609224

female,
one day

SRR010959

Ago3 IP in
heterozygotes

AGO3

V036

ML-
DmD20c5
cell

SRR001347

ago2_untreated

GSM379052

Aub
Heterozygote

SRR010954

Aub trans-
heterozygotes,
oxidized

V140

Dessication_female_body

GSM286607

6-10h #1
(10)

SRR001349

heterozygous_dcr-
2_untreated

GSM322219

2-4day
pupae #1

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR060644

A2_ovaries_total

V008

S2-
DRSC

V012

Dcr2 male
(Katsutomo,
whole fly?)

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM286606

2-6h #2
(9)

GSM360257

1st
instar #2

V092

dcr-
2[G31R]
male
total
RNA Â 

V006

r2d2 female:
possibly
heterozygous

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

GSM609239

IR- 2-
18hr

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

V003

dsDcr-1
(katsutomo
RNA)

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

GSM322543

male head
#1

SRR010955

Aub IP in
Ago3
heterozygotes

SRR001337

WT_females_beta-
eliminated

SRR065800

zuc_H-
Y_ovaries

GSM343832

S2R+ cell

V034

ML-
DmD16c3
cell

GSM628272

ago2[414]
ovary
total RNA

V146

S1
cell

GSM360260

0-1d
Pupae (w)

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V096

loqsKO/f00791
ovary

GSM371638

S2-NP

V126

CME
L1

V032

S1
cell

GSM379058

Piwi
Heterozygote

SRR060652

hs-
Penelope_testes_total

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

GSM609251

aged
female
head

GSM609226

CMEW1
Cl.8+
cell

V080

Starvation,
female head

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V148

mbn2

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

GSM385822

OSS_s8

GSM286604

0-1h #3
(7)

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR060651

A2_ovaries_Ago3

AGO3

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

GSM609249

ML-DmD21
cell

GSM609250

ML-DmD32
cell

..........................................................................................................CCCATAGACTATCAGCTT.................................... 18 0 17 0.06 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................TTACCCATAGACTATCAGCT..................................... 20 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................ATTACCCATAGACTATCAGC...................................... 20 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chrX:19924740-

19924900 +
dme_251 CT-GAGAGTCGAACAAAGGAGTCTTTAATAGTTTATATGACTTTTTATATCTGTTAGTCGAAAACTTGATTCCTTGATTGATTGAATGG-AATTGATTGGATGACTAATGGGTATCTGATAGTCGAACACTCGACACTTT-----------CATGGCTTATAGGTATTTGTTAG

droSim2 x:18763135-18763287
+

CAAGAGAGTCGAACACTGGAGTCTTTAATAGTTTATATGACTTTCGATCCTAGTTCGTCAA---------------------TGAATGGGTTTTGATTGGATGCCTAATGGGTATGTGATAGTCGAACACTCGACTCTTTTTAATGGTTTAAATGACTTTAAAGTATCTGTTAG

droSec2 scaffold_8:2155150-
2155322 +

CT-GAGAGTCGAACACTGGACTCTTTAATAGATTGTATGACTTTTGATCCCAGTTCGTCGAAAACTTGATTCTTGGATTGATTGAATGGGTTTTGATTGGATGCCTAATGGGTATGTGATAGTCGAACACTCGACTCTTTTTAATGGTTTAAAGGACTTTAAAGTATCTGTTAG

droYak3 X:11485366-11485455
-

CT-GATTCTCG------------------------------------------TTTCTTA------------------------------AATTGGTTAGATGACTTATGGGTATCTTACAGTTAAAAACTCTATTCTTA-----------AATTGATTGCAGAGAGGCGTTCG

Generated: 09/09/2015 at 02:02 AM

crit.star
crit.loop
crit.mor
crit.half

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
0
0
0
0
1
1
1
1
0
1
1
1
0
0
1

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:19924741-19924900
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:19924740-19924900
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_251.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:18763135-18763287
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:2155150-2155322
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:11485366-11485455


ID:

sblock48703

Coordinate:

chr2R:15684162-15684252 -

Confidence:
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intergenic

Genomic Locale:

intergenic
[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intergenic

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TAAACTTAAATTCCCCCGAAGCCTCGAGATGTCGAGAAGTTCCGATTCCTGCTGCTAGGCTGCTGCATCCTGCTTCCCTTTCGACTTTTATGCAAATCAAGTTGAATGGTTGCAGGATGTGTCAGGTAGCTGTAGCTACCTCTAGACCTGCCTCGTAGGCATTTCTGTGCAAATTCCATATTTACTGCCAA

************************************************..(((((..((((((((((((((((..((..((((((((...........)))))))).))..)))))))))....)))))))))))).******************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V146

S1
cell

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM609229

embryo 2-
6hr

GSM609238

embryo
14-24hr

V032

S1
cell

GSM609230

CS,ovary,AGO1IP

AGO1

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

V086

female
body,
aged

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V015

DreRFHV148h

GSM286606

2-6h #2
(9)

GSM609223

male, one
day

GSM467731

Dmel_loq_sRNAseq

V137

Male
aged
head

V145

S2-
DRSC

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM609225

ML-DmBG3-
C2

V031

GM2
cell

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

GSM628272

ago2[414]
ovary
total RNA

GSM609222

ML-DmBG1-
C1

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

GSM609240

IR+ 2-
18hr

GSM609217

MLDmD20c5

V012

Dcr2 male
(Katsutomo,
whole fly?)

V077

cold,
female
head

V092

dcr-
2[G31R]
male
total
RNA Â 

V133

Sg4

V134

ML-
DmD8

V142

Oxidation_female_body

GSM609237

ago2[414]
ovary
total RNA

V079

Oxidation,
female
head

SRR001347

ago2_untreated

V085

CME
W2
wing
disc

V073

mbn2

GSM371638

S2-NP

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

V080

Starvation,
female head

GSM609224

female,
one day

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR031692

Total
small
RNAs from
Oregon R

SRR001664

homozygous_dcr-
2_untreated

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR010953

Aub
heterozygotes,
oxidized

GSM609221

1182-4H
cell

SRR001349

heterozygous_dcr-
2_untreated

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR010954

Aub trans-
heterozygotes,
oxidized

V144

OSC

GSM272652

S2 -48
Biological
Replicate
#1

SRR001338

IR_non-
beta-
eliminated

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

GSM343833

S2R+ cell

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

V008

S2-
DRSC

V022

ML-
DmD32
cell

GSM609227

CMEW1
Cl.8+
cell

V138

Male
cold
body

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V074

S3

GSM322543

male head
#1

GSM399110

KC-48 #2

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

.....................................................................................................TTGAATGGTTGCAGGATGTGT..................................................................... 21 0 1 9.00 9 0 0 0 0 0 0 1 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................TTGAATGGTTGCAGGATGTGTC.................................................................... 22 0 1 7.00 7 0 0 0 0 0 0 6 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................TGCATCCTGCTTCCCTTTCGACT......................................................................................................... 23 0 1 5.00 5 2 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................AGAAGTTCCGATTCCTGCTGC........................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............CCCGAAGCCTCGAGATGTCG............................................................................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................TTTCTGTGCAAATTCCATATT......... 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................TGCATCCTGCTTCCCTTTCGAC.......................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............CCGAAGCCTCGAGATGTCGA............................................................................................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................TGGTTGCAGGATGTGTCAGGTAATC............................................................ 25 3 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................TGCATCCTGCTTCCCTTTCGACTTTTAT.................................................................................................... 28 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ATTTGAATTTAAGGGGGCTTCGGAGCTCTACAGCTCTTCAAGGCTAAGGACGACGATCCGACGACGTAGGACGAAGGGAAAGCTGAAAATACGTTTAGTTCAACTTACCAACGTCCTACACAGTCCATCGACATCGATGGAGATCTGGACGGAGCATCCGTAAAGACACGTTTAAGGTATAAATGACGGTT

******************************************************..(((((..((((((((((((((((..((..((((((((...........)))))))).))..)))))))))....)))))))))))).************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM609222

ML-DmBG1-
C1

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM609234

CS Â male
total RNA
Â 

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR029633

total
small RNAs
from hen1
homozygous
flies

V074

S3

SRR031692

Total
small
RNAs from
Oregon R

V086

female
body,
aged

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V015

DreRFHV148h

V078

Desiccation,
female head

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609225

ML-DmBG3-
C2

GSM609224

female,
one day

V079

Oxidation,
female
head

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM609230

CS,ovary,AGO1IP

AGO1

V073

mbn2

V136

Male
aged
body

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

V077

cold,
female
head

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V138

Male
cold
body

GSM180334

larvae:
1st
instar
and 3rd
instars

GSM467730

Dmel_r2d2_sRNAseq

GSM467731

Dmel_loq_sRNAseq

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM609237

ago2[414]
ovary
total RNA

GSM609242

s2+48 #2

V003

dsDcr-1
(katsutomo
RNA)

SRR001339

WT_females_non-
beta-eliminated

GSM609217

MLDmD20c5

GSM609223

male, one
day

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V139

Cold_female_body

SRR060653

hs-Penelope_
ovaries_total

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR023402

total RNA
extracted
from NLS-
P19 cells

GSM286604

0-1h #3
(7)

GSM609239

IR- 2-
18hr

SRR060643

A2_testes_total

GSM609240

IR+ 2-
18hr

GSM322533

female
head #1

SRR014277

Ovary_rep1_NA_P

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM371638

S2-NP

V137

Male
aged
head

V146

S1
cell

V142

Oxidation_female_body

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM609219

GM2 cell

V023

Dcr2
female
head

V031

GM2
cell

GSM628272

ago2[414]
ovary
total RNA

GSM286606

2-6h #2
(9)

GSM379059

Piwi
Mutant

SRR001345

ago2_non-
beta-
eliminated

SRR001347

ago2_untreated

V080

Starvation,
female head

V144

OSC

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM399107

male body
#2

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM343832

S2R+ cell

V091

fGS/OSS
total
Â 

V141

Heat_female_body

GSM609226

CMEW1
Cl.8+
cell

V036

ML-
DmD20c5
cell

V140

Dessication_female_body

V008

S2-
DRSC

GSM609229

embryo 2-
6hr

GSM286613

0-1hr #1
(A)

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR001348

ago2_oxidized

GSM609241

s2+48 #1

SRR001341

WT_males_non-
beta-
eliminated

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

....................CGGAGCTCTACAGCTCTTCAAGGCT.................................................................................................................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................TCTACAGCTCTTCAAGGCTAAG............................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................CAGCTCTTCAAGGCTAAG............................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................CTGGAAGGGAAAGCTGAAAAT..................................................................................................... 21 3 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:15684112-15684302 - sblock48703 TAAACTTAAA-----TTC-CCCCGAAGCCTCG-------------------------------------------A------GATG--------TCGA-GA------AGTTCCGATTC---------CTGCTGCTAGGCTG--CTGCATCCTGCTT---CC-CT-------------------------------------------------------------------------TTC-------------GACTTTTATGCAAATCAAGTTGAATG----------------GT------TGCAGGATGT--------GTCAGGTAGCTGTA-----------------------------------------------GC---------------------------T-AC--CT---CTAG-ACCTGCCTCGTAGGCATTT-CT-----------------GTGCAAATTCCATATTTACTGCCAA
droSim2 2r:16280277-16280465 - TAAACTTAAA-----TTC-CCCCGAAGCCTCG-------------------------------------------A------GATG--------TCGA-GT------AGTTCCGATTC---------CTGCTGCTAGGCTG--CTGCATCCTGCCT---CC-CT-------------------------------------------------------------------------TTC-------------GACTTTTATGCAAATCAAGTTGACTG----------------GT------TGCAGGATGT--------GTCAGGTAGCTA-------------------------------------------------GC---------------------------T-AC--CT---CTAC-ACCTGCCTCGTAGGCATTT-CT-----------------GTGCAAATTCCATATTTACTGCCAA
droSec2 scaffold_1:13174250-

13174438 -
dse_324 TAAACTTAAA-----TTC-CCCCGAAGCCTCG-------------------------------------------A------GATG--------TCGA-GT------AGTTCCGATTC---------CTGCTGCTAGGCTG--CTGCATCCTGCTT---CC-CT-------------------------------------------------------------------------TTC-------------GACTTTTATGCAAATCAAGTTGACTG----------------GT------TGCAGGATGT--------GTCAGGTAGCTA-------------------------------------------------GC---------------------------T-AC--CT---CTAC-ACCTGCCTCGTAGGCATTT-CT-----------------GTGCAAATTCCATATTTACTGCCAA

droYak3 2R:13523090-13523280 + TAAACTTAAA-----CTT-CCCTCAAGGCTCG-------------------------------------------A------GTTG--------TCGA-GG------AGTTCCGATTT---------CTGC-ACTAGGCTA--CTGCATCCTGTTT---CCCCT-------------------------------------------------------------------------TTC-------------GACTTTTATGCAAATCAAGTTGACTG----------------GT------TGCAGGATGT--------GCCAGGTAGCTG-------------------------------------------------GC----------T---------------CT-AC--CT---CTAC-AACTGCCTCGTAGGCATTT-CT-----------------GTGCAAATTCCATATTTACTGCCAA
droEre2 scaffold_4845:9845978-

9846161 -
TAAACTTAAG-----TTC--CCCGAAGCCTCG-------------------------------------------A------GATG--------TCGA-GG------AGTTCCGATTT---------CTGC-ACCAGGCTG--CTGCATCCTGCTT---CCCCT-------------------------------------------------------------------------TTC-------------GACTTTTATGCAAATCAAGTTGACTG----------------GC------TGCAGGATGT--------GCCAGGTAGCA---------------------------------------------------------------------------------AC--CT---GTGC-AACTGCCTCCTAGGCATTT-CT-----------------GTGCAAATTCCATATTTACTGCCAA

droEug1 scf7180000409474:2301469-
2301675 +

TAAACTTAAA-----TTCACCCTGAAG--------------------------------------------G---A------GAAG--------TCTG-GT------AGTTCCGATTCCTACAATTCCTGC-ACTAGGCTG--CTGCATCCTGTTG---CC-------CC--ACCGCCGGCAAAA-----------------------T----------------------------GCC-------------GACTTTCATGCAAATGAAGTTGATGC---------------AGT------AGCAGGATGT--------GTCAGGTAGCTACA------------------------------------------------C----------------------------G--ACT------CC-TCAACGCTGGTAGGCATTT-CT-----------------GCTCAAATTCCATATTTACTGTCAA

droBia1 scf7180000302291:3682562-
3682772 +

TAGACTT---------TCGCCCCGAAGCCTCGAAAA--CAACT-----------------------------------------TC--------TGGA-AG------AGTTCCGAATC---------CGGC-ACTAGGCTG--CTGCATCCTGTTT---CC-------CC--ACCGCTGGCGAAA-----------------------T----------------------------GCC-------------GACTTTCATGCAAATGAAGTTGACTG----------------GC-T--G-GGCAGGATGT--------GCCAGGTAGCTCC-----------------G------------------------------GC----------C---------------CT-G-AC-T---CCCC-AGCTGCCTCGTAGGCATTT-CT-----------------GCTCAAATTCCATATTTACTGTCAA

droTak1 scf7180000415197:207710-
207922 +

TAGACTTAAA-----TTCGGCCCGAAGCCTCGAAAA--CCACTT--------------------------------------CTAC--------TGGA-GG------AGTTCCGATTC---------CAGC-ACTAGGCTG--CTGCATCCTGTTT---CC-------CC--ACCGCTGGCGAAA-----------------------T----------------------------GCC-------------GACTTTCATGCAAATGAAGTTGACTG----------------CA-TGTGCAGCAGGATGT--------GCCAGGTAGCTAC------------------------------------------------------------------------------G--ACT------CC-AGCAGCCTCGTAGGCATTT-CT-----------------GCTCAAATTCCATATTTACTGTCAA

droEle1 scf7180000491215:1019194-
1019398 +

AAAACTTTAG-----TTCGCCCTGCAGCCTCGAAAA--CTACTATA------------------------GG---A------GATG--------TCGC-AG------AGTTCCGATTC---------CCGC-ACTAGGCT---CTGCATCCTGTTT---CC-------CT--TGTTCCA----------------------------------------------------------TTC-------------GACTTTCATGTAAATTAAGTTGACTG----------------GG------TGCAGGATGT--------GTCAGGTGCCTAC------------------------------------------------------------------------------G--ACT------TC-TCCTGCCTCGTAGGCATTT-CT-----------------GCTCGAATTCCATATTTACTGTCAA

droRho1 scf7180000778082:88661-
88900 +

TAAACTTAAA-----TTCGCCCTGCAGCCTCGAAAACTAG-----A------------------------GGAGATGTAGGATATG--------TTGGAGAGTTGAGAGTTCCGATTC---------CTGC-ACTAGGCTGCTCTGCATCCTGTTTTTACC-CT--TCCTTCACCGCTGGCAAAA-----------------------T----------------------------GCC-------------GACTTTCATGCAAATAAAGTTGACTG----------------GGAT--G-TGCAGGATGT--------GTCAGGTAGCTAC------------------------------------------------------------------------------G--ACTT---C----TACTGCCTCGTAGGCATTT-CT-----------------GCTCAAATTCCATATTTACTGTCAA

droFic1 scf7180000454039:945994-
946220 -

TAAACTTGGGTTCAACTCGCCCTGCAGCCTCGAAAA--CAACTAGA------------------------GG---A------GATG--------TCGT-GG------AGTTCCGAT-C---------CAGG-ACTAGGCTG--TTGCATCCTGTTT---CCAGTTTCCCC--ACCGCTGGCAAAG-----------------------T----------------------------GCC-------------GACTTTCATGCAAATGAAGTTGACTG----------------GG------TGCAGGATGT--------GTCAGGCGACTGC------------------------------------------------------------------------------G--ACTG---CGAC-TCCTGCCTCGTAGGCATCT-CT-----------------GCTCAAATTCCATATTTACTGTCAA

droKik1 scf7180000302679:186778-
186983 -

GCACCTGGGG-----TGG--CCTGGA--------------------------------------------GG---A------GATG--------CTGTAGA------GGTTCCGATTC---------CT-----------G--CTGCATCCTGCCT---GCCGCCGGCCT-----ACTGGGAAATAATGCTGATGAACCC--------T----------------------------GCC-------------GACTTTCATGCAAATGAAGTTGACTC----------------GT------TGCAGGATGT--------GTCAGGTAGCTAG------------------------------------------------------------------------------G--AGCC---CGAC-TCCTGCCTCGTAGGCATTC-CT-----------------GCTCAAATTCCATATTTACTGTCAA

droAna3 scaffold_13266:9643973-
9644249 +

TAAACTTAAA-----CTCGCCCTCCAGCCTCGAAAA--TAACAACAGCATGTGC-----------CAGGAGG---A------GATGCTACCATGTCGG-AG------AGTTCCGATTC---------CTGC-ACTAGGCTG--CTGCATCCTGTTT---CC-------CC--TCCTTTGGCAAAA--TGCCGATGAGTTCTGTTGATGTGTCGCAA--------------------CTCC-------------GACTTTCATGCAAATTAAGTTGACTC----------------GT------TGCAGGATGT--------GTCAGGTAGTTGGAGCT-----------CTG------------------------------GA----------T---------------CT-G-AC-T---CCGA-CTATGCCTTTTAGGCATTT-TT-----------------GTTCAAATTCCATATTTACTGTCAA

droBip1 scf7180000396427:788296-
788590 +

TAAACTTAAA---------CCCTCCAGTTTCGAATA--TAACAACAGCATGTGCCGGTAGGAGGCCAGGAGG---A------GATGCTACCATGTCGG-AG------AGTTCCGATTC---------CTGC-ACTAGGCTG--CTGCATCCTGTTT---CC-------CC--TCCTTTGGCAAAA--TGCTGATGAGTTCTGTTGATGTGTCGCAG--------------------CTCC-------------GACTTTCATGCAAATTAAGTTGACTC----------------GG------TGCAGGATGT--------GTCAGGTAGTTGCAACTCGACTCTGGCACTG------------------------------GC----------T---------------CT-GA--CT---CTGA-CTATGCCTTTTAGGCATTT-TT-----------------GTTTAAATTCCATATTTACTGTCAA

dp5 3:12808799-12809042 - TAAACTTCTA-----TCTGCCCTGCAGCCACAAACT--AAAC-----------------------------CTGGAGTCGGATATGTAGCCCCCTCTG-GT------AC--CCCTTAC---------CAGC-AGTGGGGTT--CTGCATCCGGCTT---CC-------TC--TGCACTGTGGATG-----------------------C----------------------------ATC-------------GACCTCCATGCAAATGAATCCGACTTGACTCGACTCGACTCGTC------TGCAGGATGT--------GTCAGGTAACTTT------------------------------------------------------------------------------G--ACT--CGCTATTCCCTGCCTCGTAGGCATTT-TT-----------------GCCCAGATTCCATATTTACTGTCAA
droPer2 scaffold_2:8815473-8815716

+
TAAACTTCCA-----TCTGCCCTGCAGCCACAAACT--AAAC-----------------------------CTGGAGTCGGATATGTAGCCCCCTCTG-GT------AC--CCCTTAC---------CTGC-AGTGGGGTT--CTGCATCCGGCTT---CC-------TC--TGCACTGTGGATG-----------------------C----------------------------CTC-------------GACCTCCATGCAAATGAATCCGACTTGACTCGACTCGACTCGTC------TGCAGGATGT--------GTCAGGTAACTTT------------------------------------------------------------------------------G--ACT--CGCTATTCCCTGCCTCGTAGGCATTT-TT-----------------GCCCAGATTCCATATTTACTGTCAA

droWil2 scf2_1100000004514:1845565-
1845643 -

TG---------------------------------------------------------------------------TCAGATACGTTGT--------------------------------------------------------------CTTT---AC-------CT--GTTCCTG-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CC-ACTTGCCTCGTGGGCATTTTCT-----------------GCATAAATTCCATATTTACTGCCAA

droVir3 scaffold_12875:3975155-
3975323 +

TC----------------CCCCCTCAGCCTT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GACT----TGCAAATGAAGTTGACTT----------------TG-T--T-GGCAGGATGTTGGCCGGAGCCAGGG-GCTA-----------------GGGCCCAGACATGGATAGCTGCT---------GC----------A---------------CT-AC--CTGTGCTAC-CTTTGCCTCGTAGGCATTT-TTGGG---CCAGTGCCATTGCACAAATTCCATATTTACTGTCAA

droMoj3 scaffold_6496:21073570-
21073787 -

TG--C------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGATGTGTCGCAATTGCCTCTGCCTGCCAATTCCTCCGCCTGTCAGCCTTGACT----TGCAAATGAAGTTGACTT----------------TG-T--T-GGCACGATGC--------TGCTGT--GCTA------------------------------G----CTGCTACCGGTGTAGCTACCTGAGCTACCTGGGCTACCTGGGCC-AC--CTGAGCTAC-CTATGCCTCGTAGGCATTT-TTGGGGGGCCAGTGCCGATGCACAAATTCCATATTTACTGTCAA

droGri2 scaffold_15112:2220154-
2220303 -

C-----------------------------------------------------------------------------------------------------------------------------------------------------------------CT-------------------------------------------------------------------------TTT-------------GACT----TGCAAATGAAGTTGACTT-------------TT-GT-T--G-GGCAGGATGT--------GAAAAGAGAGATA-----------------------------GAGAG---------------TGAGTTGAGCTA---------------CT-AC--CTGAGCTAC-CTTTGCCTCGTAGGCATTT-TTGGGGGCCAAGTGCCATTGCACAAATTCCATATTTACTGTCAA

Generated: 09/09/2015 at 02:03 AM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:12808799-12809042
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Flybase annnotation

intron [Mp-in]; intron [Mp-in]; intron [Mp-in]; intron [Mp-in]; intron [Mp-in]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AGAAGCCAGAACAGAAACGAACTGAACCGAACCGAACAGAAGTTGCAGGACGATGGCGTAGGTGGTGGTATCTCAATTTTGATGGCATAGATAGCACAACTTTTAGCCGTCTCTTGCGGTTCTGACGCTGCGATAGGCAACGTAAAGTTTTCGCTTCTTGAACTT

******************************************.(((((((.((((((..((((.(((.(((((...............))))).))).))))...)))))))))))))...........************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

V137

Male
aged
head

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

SRR001349

heterozygous_dcr-
2_untreated

GSM609222

ML-DmBG1-
C1

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM379051

Armi
Mutant

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

V133

Sg4

V080

Starvation,
female head

GSM322543

male head
#1

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM609223

male, one
day

V138

Male
cold
body

GSM609234

CS Â male
total RNA
Â 

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR031692

Total
small
RNAs from
Oregon R

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR029633

total
small RNAs
from hen1
homozygous
flies

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V077

cold,
female
head

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V078

Desiccation,
female head

GSM609224

female,
one day

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR010953

Aub
heterozygotes,
oxidized

V136

Male
aged
body

GSM609230

CS,ovary,AGO1IP

AGO1

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609238

embryo
14-24hr

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM379053

Aub
Mutant

GSM379063

Vasa
Heterozygote

SRR001339

WT_females_non-
beta-eliminated

SRR001347

ago2_untreated

SRR001348

ago2_oxidized

SRR001664

homozygous_dcr-
2_untreated

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1
GSM609218

Sg4

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V144

OSC

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2
V074

S3

V131

ML-
DmD16-
c3

V091

fGS/OSS
total
Â 

GSM385748

OSS_s6

V079

Oxidation,
female
head

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM385821

OSS_s7

V086

female
body,
aged

V139

Cold_female_body

SRR014277

Ovary_rep1_NA_P

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

SRR001338

IR_non-
beta-
eliminated

V073

mbn2

GSM379058

Piwi
Heterozygote

GSM379065

Zuc
Heterozygote

GSM467729

Dmel_wt_sRNAseq

GSM322219

2-4day
pupae #1

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR014273

Ovary_rep1_Har_P

SRR060643

A2_testes_total

SRR060649

A2_ovaries_FLAG-
Piwi

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

GSM609247

heat
female
head

GSM609251

aged
female
head

V023

Dcr2
female
head

V031

GM2
cell

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V096

loqsKO/f00791
ovary

GSE24545

CS ovary
total
RNA

V129

ML-
DmBG1-
c1

V142

Oxidation_female_body

GSM609229

embryo 2-
6hr

GSM385822

OSS_s8

GSM609225

ML-DmBG3-
C2

V127

G2

GSM385744

OSS_s2

GSM371638

S2-NP

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

GSM379057

Krimp
Mutant

GSM360262

0-2d
pupae

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR060650

A1_testes_total
GSM609217

MLDmD20c5

V126

CME
L1

GSM609237

ago2[414]
ovary
total RNA

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

V006

r2d2 female:
possibly
heterozygous

SRR032094

ago2
knockdown

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

GSM609244

KC+48 #2

V008

S2-
DRSC

GSM286602

male body

SRR014275

Ovary_rep1_LK_P

SRR029033

lacZ
knockdown

SRR060645

yw67c23(2)_testes_total

SRR065800

zuc_H-
Y_ovaries

SRR097865

Drosophila
S2-NP
cells

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

GSM379052

Aub
Heterozygote

GSM399107

male body
#2

SRR010955

Aub IP in
Ago3
heterozygotes

V141

Heat_female_body

GSM609226

CMEW1
Cl.8+
cell

V032

S1
cell

GSM609250

ML-DmD32
cell

V037

Felix
sample
+mirtrons

V038

Felix
sample
S2
only

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM343287

Drosophila
Toll 10b
mutant
embryos

SRR060644

A2_ovaries_total

GSM379056

Krimp
Heterozygote

V034

ML-
DmD16c3
cell

...........................................................................................TAGCACAACTTTTAGCCGTCTCT................................................... 23 0 1 77.00 77 0 0 7 5 3 0 5 3 6 5 3 1 0 0 1 1 2 2 2 1 0 2 1 1 1 0 2 0 2 0 1 0 0 0 0 1 0 1 0 1 0 1 0 2 0 0 1 0 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 1 0 1 0 1 1 0 0 1 1 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TAGCACAACTTTTAGCCGTCTC.................................................... 22 0 1 18.00 18 0 0 2 0 0 0 1 0 0 1 0 2 0 3 0 0 0 0 0 0 1 0 0 0 0 0 1 0 1 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TAGCACAACTTTTAGCCGTCTCC................................................... 23 1 1 11.00 11 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................ATAGCACAACTTTTAGCCGTCTC.................................................... 23 0 1 8.00 8 0 0 0 2 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TAGCACAACTTTTAGCCGTCT..................................................... 21 0 1 6.00 6 0 0 3 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................ATAGCACAACTTTTAGCCGTCT..................................................... 22 0 1 6.00 6 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................ACGATGGCGTAGGTGGTGGTAT.............................................................................................. 22 0 1 5.00 5 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................ACGATGGCGTAGGTGGTGGTA............................................................................................... 21 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................ATAGCACAACTTTTAGCCGTCTCT................................................... 24 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TAGCACAACTTTTAGCCGTCTCA................................................... 23 1 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TAGCACAACTTTTAGCCGT....................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TAGCACAACTTTTAGCCGTC...................................................... 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................ACGATGGCGTAGGTGGTGGT................................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................GGACGATGGCGTAGGTGGTGGT................................................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................ATAGCACAACTTTTAGCCGTC...................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................ACGATGGCGTAGGTGGTGGTC............................................................................................... 21 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................ATCTCAATTTTGATGGCAT............................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................GTAGGTGGTGGTATC............................................................................................. 15 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................CGATGGCGTAGGTGGTGGTAT.............................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................CAGAAGTTGCAGGACGATGGCGTAGGT...................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................ATAGCACAACTTTTAGCCGTCTA.................................................... 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................ATAGCACAACTTTTAGCCGTCTT.................................................... 23 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................ATAGCACAACTTTTAGCCGTCTCC................................................... 24 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................AGTTGCAGGACGATGGCGTAGGTG..................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TCTTCGGTCTTGTCTTTGCTTGACTTGGCTTGGCTTGTCTTCAACGTCCTGCTACCGCATCCACCACCATAGAGTTAAAACTACCGTATCTATCGTGTTGAAAATCGGCAGAGAACGCCAAGACTGCGACGCTATCCGTTGCATTTCAAAAGCGAAGAACTTGAA

************************************.(((((((.((((((..((((.(((.(((((...............))))).))).))))...)))))))))))))...........******************************************
Read
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Total
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C1

GSM286604
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(7)
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AGO1-
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reseq

AGO1

V074
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GSM609225
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C2

V0652
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AGO1-
IP,
reseq

AGO1

GSM609223

male, one
day
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OSC
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SRR351333
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male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

SRR060653
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ovaries_total
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S2-NP

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb
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flies
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Sg4
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6hr
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R+, FLAG-
HA-AGO2
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SRR031704
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from r2d2
homozygous
flies
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RNAs from
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heterozygous
flies

GSM609232
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ovary
total RNA
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GSM385822

OSS_s8

S6
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10h
embryo
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ago2_oxidized
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RNAs from
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heterozygous
flies
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total
Â 

SRR060643

A2_testes_total

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

SRR031692

Total
small
RNAs from
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SRR060646

yw67c23(2)_ovaries_total

GSM628272

ago2[414]
ovary
total RNA

V022

ML-
DmD32
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V138

Male
cold
body

GSM385744

OSS_s2

GSM240749

female
head

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR060652

hs-
Penelope_testes_total

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1
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Starvation,
female head

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V136

Male
aged
body

V086

female
body,
aged

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM609237

ago2[414]
ovary
total RNA

SRR001337

WT_females_beta-
eliminated

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM322338

2-4day
pupae#2

GSM360257

1st
instar #2

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR065806

Piwi-
IP_squ_mut_ovaries

GSM609220

ML-DmD21
cell

GSM609224

female,
one day

SRR001664

homozygous_dcr-
2_untreated

GSM609217

MLDmD20c5

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

GSM609234

CS Â male
total RNA
Â 

SRR060650

A1_testes_total

GSM609238

embryo
14-24hr

V139

Cold_female_body
GSM385821

OSS_s7

SRR097867

Drosophila
S2-NP
cells

GSM609221

1182-4H
cell

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR010953

Aub
heterozygotes,
oxidized

V146

S1
cell

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR060644

A2_ovaries_total

V015

DreRFHV148h

GSM609227

CMEW1
Cl.8+
cell

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V085

CME
W2
wing
disc

V142

Oxidation_female_body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:7017250-7017415 + dme_167 --CAGAAGCCAGAA--CA-----GAAACGAACTGAACCGAACCGAACAGAAGTTGCAGGACGATGGCGTAG---GTG------G---------------------------------------------------------------T---GGT-A-TCTCAATTTTGATGGCATAGATAGCA-----------------------------------------CAACTTTTAG---------CCGTCTCTT-GCGGTTC--TGACGCTGCGAT---AGGCAA---CGTAAA-GTTTTC-G-----------------------------------------------CT--TCTT-----------GAACTT
droSim2 3l:6878917-6879088 + --CAGAAGCCAGAA--CACAACCGAACCGAACTGAACCGAACCGAACAGAAGTTGCAGGACGATGGCGTAG---GTG------G---------------------------------------------------------------T---GGT-A-TCTCACTTTTGATGGCATAGATAGCA-----------------------------------------CAACTTTTAG--------ACCGACTCTT-GCGGTTC--TGGCGCTGCGAT---AGGCAA---CGCAAA-GTTTTC-G-----------------------------------------------CT--TCTT-----------GAACTT
droSec2 scaffold_2:6944510-

6944681 +
--CAGAAGCCAGAA--CACAACCGAACCGAACTGAACCGAACCGAACAGAAGTTGCAGAACGATGGCGTAG---GTG------G---------------------------------------------------------------T---GGT-A-TCTCACTTTTGATGGCATAGATAGCA-----------------------------------------CAACTTTTGG--------ACCGACTCTT-GCGGTTC--TGACGCTGCGAT---AGGCAA---CGCAAA-GTTTTC-G-----------------------------------------------CT--TCTT-----------GAACTT

droYak3 3L:7601850-7602029 + --CACAAGCCAGAAGCCAGAACCGAACCAAACCAAACTGAAGAGAACAGAAGTGGCAGGACGATGGTGTAG---GTGTAGTTGG---------------------------------------------------------------T---GGT-A-TCTCACTTTTGATGGCATAGATAGCA-----------------------------------------GAACTTTTAG---------CCGACTCTT-GCGGTTT--TGACGCTGCGAT---AGGCAG---CGCAAAAGTTTGC-G-----------------------------------------------CT--TCTT-----------GAACTT
droEre2 scaffold_4784:4341847-

4341995 -
--CAGAAGCCAGAA--CA-------------------------GAGCAAAAGTTGCAGAACGATGGTCTGG---GTG------G---------------------------------------------------------------TGTAGGT-A-TCTCACTTTTGATGGCATGGATAGCG-----------------------------------------CAACTTTTAG---------CCGACTCTT-GCGGTTT--CGACGCTGCGAT---AGGCAG---CGGAAA-GTTTTC-G-----------------------------------------------CT--CCTT-----------GAACTT

droEug1 scf7180000409466:5168635-
5168767 +

--CAGAAGTTCGA--------------------------------------------GAACGTTG---------GTG----------------------------------------------------------------------G---GGT-A-GCTCAATTTTGATGGCATAGATAGGG-----------------------------------------CAACTTTTGCC--TTTTGGGTGACTCTTGGCGGTTT--TGACGGTGCGAT---AGGCACAACAACAAA-GTTTTT-G-----------------------------------------------CC--TTTT-----------GAACTT

droBia1 scf7180000302193:5912466-
5912581 +

--CAGAAGTTCGA--------------------------------------------GAGCGG------------------------------------------------------------------------------------C---GGT-A-GTTCAATTTTGATGGCATAGATAGCG-----------------------------------------CAACTTTTGC---------CCGACTCCT-GCGGTCT--CGACGCTGCGAT---AGGCAC---ATCCAA-GTTTT--G-----------------------------------------------CC--TTTT-----------GAACTT

droTak1 scf7180000415773:697971-
698091 -

--CAGAAGTTCGA--------------------------------------------GGACGG------------------------------------------------------------------------------------T---GGT-A-GTTCAATTTTGATGGCATAGATAGCG-----------------------------------------CAACTTTTGC---------CCGACTCTT-GCGGTTTCTCGACGCTGCGAT---AGGCAC---AGCAAA-GTTTTC-G-----------------------------------------------CCCTTTTC-----------GAACTT

droEle1 scf7180000491255:436051-
436163 -

--CAGAAGTTCGA--------------------------------------------GGACGT------------------------------------------------------------------------------------T---GCT-A-GTTCAATTTTGATGGCATAGATAGCG-----------------------------------------CAACTTTTGT---------CCGACTTTT-GCGGTTT--CGACGCTGCGAT---AGGC------GCAAA-GTTTT--G-----------------------------------------------CC--TTTC-----------AAACTT

droRho1 scf7180000779419:6707-
6825 -

GGCAGAAGTTCG--------------------------------------------AGGACGG------------------------------------------------------------------------------------T---GGT-A-GTTCAATTTCGATGCCATAGATAGCG-----------------------------------------CAACTTTGGC---------CCGACTCCT-GCGGTCT--TGACGCTGCGAT---AGGCGG--CAACAAA-GTTTT--G-----------------------------------------------CC--TCTG-----------GAACTT

droFic1 scf7180000453839:981541-
981659 +

--CAGGAGTTCGA--------------------------------------------GGACGACGG---------------------------------------------------------------------------------C---AGT-A-GTTCAATTTTGATGGCAAAGATAGCG-----------------------------------------CAACTTTGGC---------CCAACTCTT-GCGGTTT--CGACAGGGAGAT---AGGCAA---AGCAAA-GTTTC--G-----------------------------------------------CC--TTTT-----------GAACTT

droKik1 scf7180000302391:238401-
238527 -

--CAGAAGTTCGA--------------------------------------GTTCGAGGACGG------------------------------------------------------------------------------------T---GGAAAGTCGCATTTTCGATGGCATAGATAGCG-----------------------------------------AAACTTTTCC---------GCGACTTGT-GCGGTTT--CGTCAGTGAGATAGTAGGCAC---AACAAA-GTTTC--C-----------------------------------------------TT--CTCT-----------GAACTT

droAna3 scaffold_13337:1547956-
1548136 +

--CAGAAGTTGGA--------------------------------------GTTG------------------------------CCTTTGTTTGTGCCCCTCCTGCCG-CCCACTG----------------------CTGCCTCAT---GGT-A-GTTCCAATTTGATGGCATAGATACCGCCCCGAAAGTCGAA------------------------AGGCAACTTTTCGCCAG--CAACTGACTTCT-GCGGCTT--CGACAGCCAGAT---AGGCAA---AACAAA-GTTTCG-------------------------------------------------CCT-TTTT--------GCCAAACTT

droBip1 scf7180000396544:546135-
546314 -

--CAGAAGTTGGA--------------------------------------GTTGTGC--------------------------TCCATTGTTTGTGCCCCTTCTGCTGTCCCACTG----------------------CTGCCTCAT---GGT-A-GTTCCAATTTGATGGCATAGATACCGCCTGGAAAGTCGAA------------------------AGGCAACTTTTCT--------CCTGACTTTT-GCGGCTT--CGACAGCCAGAT---AGGCAA---AACAAA-GTTTCG-------------------------------------------------TCT-TTTT--------GCCAAACTT

dp5 XR_group6:2424077-2424319
-

--CGAAAGCCAA---------------------------------------GTTCGGGGACGATGC-----GCC----------TCTTTTGTTTGCGGTGACTGTGGCGTGGCCCTGGGCCCTGGGCCCGACCCCACCGC-------C---AGTAA-GTCCAACGTCGATGGTATAGATAGGG------AGATGGCAGAGTCCCGGCTTTGGGCTCGGGGGTGGCAACTTTTGC---------ATGACTTTT-GCGGTTC--TGACAGTGTGAT---AGGCAC---AACAAA-GTTTTG-G-CAGAT-TCCCAGAGCAGACCGCCC----------------------CC--TCTT-----------AAACTT

droPer2 scaffold_9:717082-717324
-

--CGAAAGCCA---------------------------------------AGTTCGGGGACGATGC-----GCC----------TCTTTTGTTTGCGGTGACTGTGGCGTGGCCCTGGGCCCTGGGCCCGACCCCACCGC-------C--AGTC-A-GTCCAACGTCGATGGTATAGATAGGG------AGATGGCAGAGACCCGGCTTTGGGCTCGGGGGTGGCAACTTTTGC---------ATGACTTTT-GCGGTTC--TGACAGTGTGAT---AGGCAC---AAAAAA-GTTTTG-G-CAGAT-TCCCAGAGCAGACCGCCC----------------------CC--TCTT-----------AAACTT

droVir3 scaffold_13049:7470755-
7470899 +

---------------------------------------------------------------------------------------------------------------------------------------------------------------------TTGATGGCATAGATAGCG-----------------------------------------TAACTTTGCAGAAGATGCGCTGACTTCT-GCGGTTT---GC--CTGCGAT---AGGCAC---AACAAA-GTTTTT-GTCAGTTCTCCCAGTTTT-CTCGCCCCCCCCTCTGCAAACTCTGGCTCC-------ACGTTCGAACTTAACTT

droMoj3 scaffold_6680:5720674-
5720807 +

---------------------------------------------------------------------------------------------------------------------------------------------------------------------TTGATGGCATAGATAGCG-----------------------------------------CAACTTTGCAGAAGCTGCGCTGACTTTT-GCGGCTT--G---GCTGTGAT---AGGCAC---AACAAA-GTTTTCTGTCAGCTGT-------------GGCCCGCCCTGCGC-----CTGGCCGCT--CTTCGAGTTCGAACCAAACTT
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CAATTTATTATTCTTCATATTAAAATAGCTCTTGACTTTGATAAAGCAATAATTAAATAATTACAAAATGTTAGTTATATTTACAAATTAGTTTTTAGTACTAGAAAACTACCTAGATTTGTAAATATCTCTAACAAACATGTTGTTATAAGATACACATTTCCAGTGGGAAAAATCATAAAACTGAAGTTGCATTGATACCC

***************************************************.....(((((.(((...((((((..((((((((((((((((((((.......))))))).....)))))))))))))..))))))....))).)))))....**************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM385748

OSS_s6

GSM385822

OSS_s8

GSM385744

OSS_s2

GSM385821

OSS_s7

V032

S1
cell

V127

G2

V125

ML-
DmD9

V091

fGS/OSS
total
Â 

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V073

mbn2

GSM467729

Dmel_wt_sRNAseq

GSM467730

Dmel_r2d2_sRNAseq
V074

S3

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR031692

Total
small
RNAs from
Oregon R

GSM467731

Dmel_loq_sRNAseq

SRR001349

heterozygous_dcr-
2_untreated

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

GSM609239

IR- 2-
18hr

GSM609220

ML-DmD21
cell

GSM399101

kc167
cell

V034

ML-
DmD16c3
cell

GSM609250

ML-DmD32
cell

V134

ML-
DmD8

V146

S1
cell

GSM609222

ML-DmBG1-
C1

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1
GSM609217

MLDmD20c5

V008

S2-
DRSC

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609234

CS Â male
total RNA
Â 

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM286606

2-6h #2
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A2_ovaries_FLAG-
Piwi

GSM609226

CMEW1
Cl.8+
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V086

female
body,
aged

SRR010953

Aub
heterozygotes,
oxidized

SRR001347

ago2_untreated

SRR010954

Aub trans-
heterozygotes,
oxidized

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V077

cold,
female
head

GSM609219

GM2 cell

GSM609227

CMEW1
Cl.8+
cell

GSM609224

female,
one day

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609237

ago2[414]
ovary
total RNA

GSM628272

ago2[414]
ovary
total RNA
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dcr-
2[G31R]
male
total
RNA Â 

GSM609225

ML-DmBG3-
C2

V078

Desiccation,
female head

V036

ML-
DmD20c5
cell

GSM609221

1182-4H
cell

GSM286613

0-1hr #1
(A)

SRR001664

homozygous_dcr-
2_untreated

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

..................................................................AATGTTAGTTATATTTACAAAT................................................................................................................... 22 0 1 6.00 6 2 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TTTGTAAATATCTCTAACAAA................................................................. 21 0 1 4.00 4 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TTTGTAAATATCTCTAACAAAC................................................................ 22 0 1 3.00 3 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TTGTAAATATCTCTAACAAACA............................................................... 22 0 1 2.00 2 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................ATGTTAGTTATATTTACAAA.................................................................................................................... 20 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TTTGTAAATATCTCTAACA................................................................... 19 0 1 2.00 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................CTACCTAGATTTGTAAATATCT......................................................................... 22 0 1 2.00 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TTTGTAAATATCTCTAACAAACATC............................................................. 25 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................TAGTACTAGAAAACTACCTAGATTT................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TTTGTAAATATCTCTAACAAAA................................................................ 22 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................ATCATAAAACTGAAGTTGCAT........ 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................AAAAATCATAAAACTGAAGTTGCA......... 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TTGTAAATATCTCTAACAAAC................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................AATGTTAGTTATATTTACAAA.................................................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................CCTAGATTTGTAAATATCTCT....................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................GCTCTTGACTTTGATAAAGCAATAATTA.................................................................................................................................................... 28 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TTTGTAAATATCTCTAACG................................................................... 19 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................TACTAGAAAACTACCTACT...................................................................................... 19 2 4 0.50 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................ACTAGAAAACTACCTACT...................................................................................... 18 2 11 0.18 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GTTAAATAATAAGAAGTATAATTTTATCGAGAACTGAAACTATTTCGTTATTAATTTATTAATGTTTTACAATCAATATAAATGTTTAATCAAAAATCATGATCTTTTGATGGATCTAAACATTTATAGAGATTGTTTGTACAACAATATTCTATGTGTAAAGGTCACCCTTTTTAGTATTTTGACTTCAACGTAACTATGGG

**************************************************.....(((((.(((...((((((..((((((((((((((((((((.......))))))).....)))))))))))))..))))))....))).)))))....***************************************************
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OSS_s8
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Total small
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GSM609227
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GSM609239
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SRR001339
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female head
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eliminated

SRR031702

2'-O-
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small RNAs
from r2d2
heterozygous
flies

GSM609222
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CME
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Dcr2 male
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whole fly?)

GSM360257

1st
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GSM360256

1st
instar #1

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

V074

S3

SRX247213

FLAG-IP
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GSM609240
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SRR001349
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SRR031704
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SRR010954
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GSM609224

female,
one day

SRR001337
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SRR001340
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eliminated
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CME
L1
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Aub
heterozygotes,
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GSM609251
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female
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0-1h #3
(7)
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total small
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female
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6-10h #2
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SRR001347

ago2_untreated
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head
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from dcr-2
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flies
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AGO1

GSM609247

heat
female
head

V015

DreRFHV148h

..............................................................................................TATCATGATCTTTTGATGGA......................................................................................... 20 1 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................AGAGATTGTTTGTACAACAATATT.................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:12058940-12059142 + sblock147574 CAATTTATTATTCT-----------------------------------TCA-------------------------------------------------------------------------------------------------TATTAAAATAGCTCTT-------GAC---------TTTGATAAAGCAATAATTAAATAATTACAAAAT--------------------------------GTTAGTTATATTTACAAATTAGTTTTTAGTACTAGAAAACTACCTAGATTTGTAAATATCTCTAACAAAC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATGTTGTTATAAGATACACATTTCCAGT---GGGA-AAAATCATAAAACTGAAGTTGCATTGATACCC
droSim2 3r:9192029-9192197 - CATATTA----TAATA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAGTAATTAATTAATTACAAAAT--------------------------------GTAGGTTATACTTAGAAAATAGTTGTTAGTACTACAAAACTACGTAGATTTGTAAATATCTCTAACAAAC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATGTTGTTATAAGATACACATTTCCAGT---GGGA-AAAATCATAAAACTGAAGTTGCATTGATACCC
droSec2 scaffold_219:5752-5915 - TACATA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAGTAATTAATTAATTACAAAAT--------------------------------GTAGGTTATATTTAGAAAATAGTTGTTAGTACTACAAAACCACCTAGTTTTGTAAATATCTCTAGCAAAC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATTTGGTTATAAGATACACATTTCCAGT---GGGGAAAAATCATAAAACTGAAGTTGCATTGATACCC
droYak3 3R:14371399-14371649 - AAATGTATTATTTT-----------------------------------TCA-------------------------------------------------------------------------------------------------TAATGTAATATCTTGT-------GAGCAATTTCACACAGAAAAATCAGTAATTAA----CTTAAATAT--------------------------------TACATTTAAATTTAGAAATTGGGT----GTAAAACAGAAGTACCTCAATTTGCAAATAACTTTAAAAAAGGTTTATTTTCGAACTATCGATCATTTCGT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAGCCTTGATTTA------------ACCCTAG---CT-GTTGCG-AAAAGTTAAT-TTTCCAGT---GGGA-AAAATCATAGAACTGAAGTTGCATTGATACCC
droEre2 scaffold_4770:11583128-

11583265 +
CAACTTT----TAGAACCTTGT----------T----------------------------TT---------------------------------------------------------------------------------TATAAGGTTGA--------------------------------------------------------------------------------------------------------TTTTG-----------------------------------------------------------------GAACTAGCGATCAGTTCGT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTGCCTAGATTTG------------TACTTAA---CT-GTTGCG-AAAAATAAAT-TTTCCAGT---GGGA-AAAATCATAAAACTGAAGTTGCATTGATACCC

droEug1 scf7180000409797:1457925-
1458074 -

CTATTCT----TTAACCT-----------------------------------TTTAAGACTT---------------------------------------------------------------------------------------------------CAAGAG----------------------------------------------------------------------------------G-------------------------------------------------------------------------------------------------------------------------------------AAACTTAACAATATTTAAGT-----TT----------------------------------TCCCTGTTAATCAT---------------------------------------------------------------------------------------------TAACT-----ATCACTTA------------TTCCTAA---CA-CTTACCAAAATATCCAT-TTTCCAGT---AAGG-TAAATCATAAAACTGAAGTTGCATTTATGCTC

droBia1 scf7180000302075:3196783-
3196867 +

TTAGT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAGCCTCTCTGAA------------TTCCTAA---CA-CCTA---AAAAATACGT-TTTCCAGT---GGGT-TAAATCATAAAACTGAAGTTGCATTGATGCCC

droTak1 scf7180000413892:95399-
95672 -

CAATATA----CAGACTTAATATCTAACTCCTTTTTACATTAAAAGTATCAAATTATGGGTTTTTCGGGTTTTTCATTCCTAAAAATACTTTACTGAATGTACTACGTTTTGCAATAATTTTAAGCAAATTTCTTTCCATTTCTATTCAGGAAGC---------------------------------------------------------------------------------------TTTTCAGTTAATTTTCCCAAAG-----------------------------------------------------------------GAATTAGCGATCATATAGT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TAGCCTCAATATA------------TTCCCAG---CA-CTTGCC-AAAAATACAT-TTTCCAGT---GGGT-AAAATCATAAAACTGAAGTTGCATTGATGCTC

droEle1 scf7180000491080:1872777-
1873068 +

TAGATGG----TTAT----------------------------------CTA-------------------------------------------------------------------------------------------------AA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATTTTCACATTTAAACTTTAGCAAATTAAAAGGTAAAAACTTTACAAAATTAAAACTGGAAATGTCATGATAAAG-TCAAATGATACTTATGTATATTACATTTTAATTATAAAAAACACTATTTTTTAATGAGCTTTATTTTCGTCACAAAAACATTTTAATAAAATAATATTATTGTATATTGCTGCTTATAAAAAGTTCGAT-CCT-----TTAGCTTA------------AATCCATCAAC--ACAGCT-A-AAATAAAT-TTTCCAGT---GGA--AAAATCATAAAACTGAAGTTG--------CTC

droRho1 scf7180000767081:47247-
47478 -

CAGTAGA----AACA------------------------------------------------------------------------------------------------------------------------------------------------TATTG----------------------------------------------------------------------------------------GGCTTT------------------------------------------------------------------------------------------ATTTCCACTTTTAAGCCTTACTAAACAAG-----AAAAACTTCGCGAA-----------------------AAAG-TCA-----------------------TTTAAAAGTAACTAACAC-ATATTTTAATGGGCT-TATTAACGTTAGACAAATACTTTTACGAGACT----------------------GTTATAAGTCCTCTACCT-----GTTGTTTA------------TATCCAC-AAC--CTAGCA-AAAAGTACAT-TTTTCAGT---GGG--AAAATCATAAAACTGAAGTTGCATTGATGCTC

droFic1 scf7180000453488:5697-
5901 +

TTAGTAT----TTT-----------------------------------TCACTTATAGTTTT---------------------------------------------------------------------------------------------------GTTGAGGTTAAATTGTTTTTATACCTTGGTACCTGCACTTAA----CTTAAGTTTTGTATTTTATTATCTATTAGGAACCCCTT------------------------------------------------TGGTTA--------------------------------TTAATTATCGTTTAGT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCACTTCAACCTA------------AGCCTAT---CA-GTTACC-CAA-AT-AGT-TGTCCAGT---GGG--AAAATCATAAAACTGAAGTTGCATTGATGCCC

droKik1 scf7180000302706:1039105-
1039243 -

TGATTTC----AA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATC-------AA----CAGAAAACTAGTATACTATTACCTTTT--------------------------CAGAATATTCCC----ATAAAACACA------------------------------------------------ATCATATTTAAAA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACACTTCAAAC-------------------------AT----------GTTAAAC-TTTCCAGT---GTA--TAAATCATAAAAGTGGAGTTGCATCGATGCTC

droAna3 scaffold_12911:2484051-
2484083 -

AA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACATCACAAAAGTAGAGTTGCATTGATGCTC

droBip1 scf7180000396714:624047-
624212 +

TTTATTT---TTCT-----------------------------------TCA-------------------------------------------------------------------------------------------------GAAAGA-----TTTAA--------------------------------------------------GA--------------------------------GAAGTTCTCACTCAGAAAT-GGGT----------------------------------------------------------------------------------------------------------------------------------------GTTTCACAACCAATGAGAACTTAT-----------------------------------------------------------------------------------------------------------------------AATCC-----ATTATTTATCTAAAACTTTAAATGCAC----AGAT-----TGAGACACAA-ATTCTAGCAGTGTA--AACATCACAAAAGTAGAGTTGCATTGATGCTC

dp5 2:25304947-25304993 + AAAATCA----TAAAAACGACC----------T---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CATCT---------------------------------------------------------------------------------------------------------------------------------------------------------------------GAGAGGGAGCTGCAGCAACAGCA
droPer2 scaffold_6:632909-632955

+
AAAATCA----TAAAAACGACC----------T---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CATCT---------------------------------------------------------------------------------------------------------------------------------------------------------------------GAGAGGGAGCTGCAGCAACAGCA

Generated: 09/09/2015 at 02:04 AM
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Flybase annnotation

CDS [csw-cds]; breakpoint [Dp(1%3BY)BSC314:bk2]; CDS [csw-cds]; CDS [csw-cds]; CDS [csw-cds]; breakpoint [Dp(1%3BY)BSC217:bk3]
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CCGACATCGGCGGATTTGGGCACTGGGATGGGCCTAAGCATGGGCGTGGGCATGGGCGTCGGCAACAAGCACGCATCGAAGCAGCAGCCGCCGTTGCCGGTGGTCAACTGCAACAATAATAACAACGGCATTGGCAATAGCGGCTGCAGCAACGGCGGCGGGAGCAGCACCACCAGCAGCAGCAACGGCAGCAGCAACGGTAACATCAACGCCCTACTGGGCGGCATCGGCTT
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............................................................................................................................ACGGCATTGGCAATAGCGGCT........................................................................................ 21 0 1 26.00 26 0 0 0 0 0 1 0 0 0 2 3 0 0 4 0 0 0 0 1 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 2 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

............................................................................................................................ACGGCATTGGCAATAGCGGCTG....................................................................................... 22 0 1 20.00 20 0 0 0 0 0 0 0 0 0 1 1 0 0 0 1 0 0 0 0 3 0 0 1 0 0 4 0 1 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................ACGGCATTGGCAATAGCGGCTGC...................................................................................... 23 0 1 18.00 18 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 3 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 1 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

...................................................................................GCAGCCGCCGTTGCCGGTGGTCAACT............................................................................................................................ 26 0 1 12.00 12 0 0 0 0 12 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............ATTTGGGCACTGGGATGGGCC....................................................................................................................................................................................................... 21 0 1 4.00 4 0 0 3 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................CACGCATCGAAGCAGCAGCC................................................................................................................................................ 20 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................CTAAGCATGGGCGTGGGCATG................................................................................................................................................................................... 21 0 1 4.00 4 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................ACGGCATTGGCAATAGCGGC......................................................................................... 20 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................ATGGGCGTGGGCATGGGC................................................................................................................................................................................ 18 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.CGACATCGGCGGATTTGGGCAC.................................................................................................................................................................................................................. 22 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................AACGGCATTGGCAATAGCGGCTGCAGC................................................................................... 27 0 1 3.00 3 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................ATGGGCGTGGGCATGGGCGTCGGCAA........................................................................................................................................................................ 26 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................AGCAGCAACGGCAGCAGCAACGGT................................ 24 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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.........GCGGATTTGGGCACTGGGATGGG......................................................................................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................................................................................AGCAGCAACGGTAACATCAACGC..................... 23 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................ATGGGCGTGGGCATGGGCGTCGGCA......................................................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................GCACGCATCGAAGCAGCAGC................................................................................................................................................. 20 0 2 1.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GGCTGTAGCCGCCTAAACCCGTGACCCTACCCGGATTCGTACCCGCACCCGTACCCGCAGCCGTTGTTCGTGCGTAGCTTCGTCGTCGGCGGCAACGGCCACCAGTTGACGTTGTTATTATTGTTGCCGTAACCGTTATCGCCGACGTCGTTGCCGCCGCCCTCGTCGTGGTGGTCGTCGTCGTTGCCGTCGTCGTTGCCATTGTAGTTGCGGGATGACCCGCCGTAGCCGAA

*************************************************************************((.(((..((..((.((((((((.((((((((((..........................)))))))))).)))))))).))..))))))).********************************************************************
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............................................................CCGTTGTTCGTGCGTAGCTTC........................................................................................................................................................ 21 0 1 2.00 2 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................GGCCACCAGTTGACGTTGTTA.................................................................................................................... 21 0 1 2.00 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................TGTTGCCGTAACCGTTATCGCC.......................................................................................... 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................TGCGGGATGACCCGCCGTAGC.... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................................CGTCGTCGTTGCCATTGTAGT......................... 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................GCCGTTGTTCGTGCGTAGCTT......................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TTGACGTTGTTATTATTGTTG........................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................................ATTGTAGTTGCGGGATGACCC............ 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................................ATTGTAGTTGCGGGATGACC............. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................ACCAGTTGACGTTGTTATTAT................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................................................CCATTGTAGTTGCGGGATGAC.............. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................CCAGTTGACGTTGTTATTATT............................................................................................................... 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................................................TCGGGATGACCCGCCGTAGCCG.. 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................................................CATTGTAGTTGCGGGATGAC.............. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................CGTCGTTGCCATTGTAGTTGC...................... 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................GTTGACGTTGTTATTATTGTT............................................................................................................ 21 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................TCGTCGTTGCCGTCGTCGTTG................................... 21 0 4 0.25 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................GTCGTCGTCGTTGCCGTCGTC....................................... 21 0 5 0.20 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................ATCGTCGTCGTTGCCGTCG......................................... 19 1 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

.......................................................................................................................................AGCTCGCCGACGTCGTTGCCG............................................................................. 21 3 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chrX:2005332-2005564 + dme_396 CCGACATCGGCGGA-----TTTGGGCACTGGGATG---------GGCCT---------------A-------------AG------------CATGGGCGTGGGCAT------------GGGC---GT--------------CGGCAACAAGCACG--CATCGAAG-------CAGCAGCCGC------------CGT---TGCCGG---TGGTCAAC---------TG---CAACAATAATAACAACGGCATTGGCAATAG------------------CG---------GC------TGCAGCAACGG-----------------------CGGCGGGAGC----------AGCAC---CACCAGCAGCAGCAACGGCAGC------------------------AGCAACGG------TAA------------------CATCAACGCCCTACTGGGCGGCATCGGCTT
droSim2 x:1847302-1847534 + dsi_116 CCGACATCGGCGGA-----CTTGGGCACTGGGATG---------GGCCT---------------A-------------AG------------CATGGGCGTGGGCAT------------GGGC---GT--------------CGGCAACAAGCACG--CATCGAAG-------CAGCAGCCGC------------CGT---TGCCGG---TGGTCAAC---------TG---CAACAATAATAACAACGGCATCGGCAATAG------------------CA---------GC------TGCAGCAACGG-----------------------CGGCGGGAGC----------AGCAA---TACCAGCAGCAGCAACGGCAGC------------------------AGCAACGG------CAA------------------CATCAACGCCCTGCTGGGCGGCATCGGCTT
droSec2 scaffold_10:1789777-1790009

+
dse_320 CCGACATCGGCGGA-----CTTGGGCACTGGGATG---------GGCCT---------------A-------------AG------------CATGGGCGTGGGCAT------------GAGC---GT--------------CGGCAACAAGCACG--CATCGAAG-------CAGCAGCCGC------------CGT---TGCCGG---TGGTCAAC---------TG---CAACAATAATAACAACGGCATCGGCAATAG------------------CA---------GC------TGCAGCAACGG-----------------------CGGCGGGAGC----------AGCAA---TACCAGCAGCAGCAACGGCAGC------------------------AGCAACGG------CAA------------------CATCAACGCCCTGCTGGGCGGCATCGGCTT

droYak3 X:6318221-6318465 - dya_1808 CCGCCATTGGCGGA-----CTTGGGCACTGGGATG---------GGCCT---------------A-------------GG------------CATGGGCGTGGGCAT------------GGTC---GT--------------CGGCAACAAGCACG--CATCGAAG-------CAGCAGCCGC------------CGT---TGCCGG---TGGTCAAC---------TG---CAACAATAATAACAACGGCATCGGCATCGG------------CAATAGCAGCAGCA------------GCAGCAACGG-----------------------CAGCGGTAGC----------AGCAA---CACCAGCGGCAGCAACGGCAGC---------------------AGCAGCAACGG------CAA------------------CATCAACGCCCTGCTGGGCGGGATCGGCTT
droEre2 scaffold_4644:1979654-

1979916 +
der_1539 CCGCCATTGGCGGA-----ATTGGGCACTGGGATG---------GGCCT---------------A-------------GG------------CATGGGCGTGGGCAT------------GGGC---GT--------------CGGCAACAAGCACG--CATCGAAG-------CAGCAGCCGC------------CGT---TGCCGG---TGGTCAAC---------TG---CAACAATAATAACAACGGCATCGGCATCGG------------CAATAGCAGCAGCAGCAGCAGCAGCTGCAGCAACGG--------CAGCGG---------CAGCGGGAGC----------AACAA---CACCAGCGGCAGCAACGGCAGC---------------------GGCAGCAACGG------CAA------------------CATCAACGCCCTGCTGGGCGGCATCGGCTT

droEug1 scf7180000409093:112277-
112533 -

CCGCCATCGGCGGA-----TTCAGGCATTGGGTTG---------GGCCT---------------G-------------GG------------CATGGGCGTGGGCAT------------GAGCGTCGT--------------CGGCAACAAGCATG--CCTCGAAG-------CAGCAGCCGC------------CGT---TGCCGG---TGGTTAAC---------TG---CAACAACAATAACAATGGCAGCGGCAATAG------------------CAGCAACA---GC------TGCAACAATGG-----------------------CAGCAGCAGCAAC-------AACAG---CGTCAGCAGCAGCAACGGCAGC------------AGTAGCAACAGCAGCAACGG------CAA------------------CATCAACGCCATGTTAGGCAGTATCGGCTT

droBia1 scf7180000301760:1973729-
1973949 +

CCGCCGTCAACGGA-----TTCGGGCATTGGGATG---------GGCCT---------------G-------------GG------------CATGGTCGTGGGCAT------------GGGC---AT--------GGGAGGCGGCAACAAGCACG--CTTCGAAG-------CAGCAGCCGC------------CGT---TGCCGG---TGGTTAGT---------TG---CAGCAGCAGTAGCAACAACAACAACAATGG------------------CAGCAACA---AC------TGCAGCAACGG-----------------------CAGCGGCAAC-------------AA---CTGCAGCAACGGCAGCAG------------------------CAGCAGCAACGG------CAA---------------------------------------CATTGGCTT

droTak1 scf7180000415191:76874-
77130 +

CCGCCGTCGGCGGA-----TTCGGGCATGGGGATG---------AG----------------------------------------------CATGGGCATGGTCAT------------GGGCGTCGT--------------GGGCAACAAGCATG--CCTCCAAG-------CAGCAGCCGC------------CGT---TGCCGG---TGGCTAGC---------TG---CAACAACAACAACAATGGCAGTGGCAGTGG------------CAATA------------GC------TGCAGCAACGG-----------------------CAGCAACAGC----------AGCAG---CAACAACGGCAGCAACAGTATGAGCAACGGAGGCGGCAGCAACAGCAGCAACGG------CAA------------------CATCAATGCCCTGCTGGGCGGAATCGGCTT

droEle1 scf7180000491001:1536581-
1536837 +

ACGCCTTCGGCGGA-----TTCGGGGATTGGGATG---------GGCTT---------------A-------------GG------------CATGGGCATGGCCAT------------GGGC---GT--------------GGGCAACAAGCATG--CTTCGAAG-------CAGCAGCCGC------------CTTTGCCGTCGG---TGGTCAGT---------TG---CAACAACAATAACAATGGCAGCGGCAGCGG------------CAATAGCAGTAGCA---GC------TGCAACAATGG--------------CAGCAGCCAC---AGCAGC----------AGCAA---CGGCTGCAGCAGCAA---------------------------CAGCAGCAACGG------CAA---------CAGC---AACATCAACGCCCTACTGGGTGGCATCGGCTT

droRho1 scf7180000779506:63635-
63921 +

CCGCCGTCGGCGGA-----CTCGGGCATTGGGATG---------GACCT---------------G---GG----CCTGGGCGTGGGCATGGGCATGGGCATGGTCAT------------GGGC---GT--------------GGGCAACAAGCATG--CTTCGAAG-------CAGCAGCCGC------------CTT---TACCGG---TGGTCAAC---------TG---CAACAACAATAACAACGGCAGCGGCAATAG------------------CGTTAGGA---GC------TGCAACAACGG-----------------------CAGCAGCAGCAGCAGCAGC-AACAGCCACAGCAGCAGCAGCAACGGCAGC------------AGCAGCAACAGCAGCAATGG------CAA---------CAGC---CACTTCAACGCCCTGCTGGGTGGCATCGGTTT

droFic1 scf7180000453808:36853-
37087 -

ACCACAG---CGGA-----CACGG----TGGGATGGGTGGTCACAACCA---------------C-------------GG------------AATGGGCGTGGCCAT------------GGGA---AT--------------GGGCCACAATCATG--CCACCTTG-------GGGCATCCCCATCCCCACTCGCATT------------CG--CATC---------CG---C-ACAACAACAACAGCAACATGAGCAACAACATGAGCAACAGCAACAACAGCA---------------GC--------GGCAACAGCAGCAGCAGCGTG---------------------------------------------GGGC---------------------------AGCATCTG-------AT------------------CTTCCCCGACGACATGGACAGCATCGAGTT

droKik1 scf7180000302385:13756-
13991 +

ACGAAAGCTGCGAA---GCAACGAGCGCCAGCGAA---------AGCCT---------------C-------------AC------------CACGGACGCATTTAT------------GGAT---GC--------------GGGCGGCCTGCCAGTCTTCCAGAG-------CGCCAGCCAA-------------GC---AGCCGT---CGCCCAGC---------AG---CAGCAACAGCAGCAGCAGCAACAGCAACAA------------------CA---------CC------TGAATCTCCAG-----------------------TTGCACCAGCAGCACCTG-GGCCTT---CACCTGCAGCAGCAACAGCAGC------------------------TGCAACTG------CAA------------------CAACAAC---------AGCAGCAACAGCAC

droAna3 scaffold_13340:8381710-
8381953 +

CCGGCAGCGGAGGA-----AGTCTGAACGGACATG---------TGCCC---------------A-------------GC------------CAGACACCGATGCAC------------GGCC---AC--------------CAT-GGCCAGCACG--GAATGCAG-------GCCCAGCA--------------CGT---AGGC------GGTGGAA---------TG---AGCCAGCAGCAGCAGCAACAGCAGCAATCG------AGGCTGCCCCCGCATCT---------------GC------AA-----------------------CAGCAGCAGC-------------AG---CACCATTTGCAGCAACAGCAGC------------------------AGCAGCCG------GGA---GGTCAATCGCAGCAGCAGCACCGCAAGGAATGAAAGTATCTG-TT

droBip1 scf7180000396641:501487-
501694 +

GCAACATCGGT---------CTCGGCTCTGGGATC---------GGGTC---------------A-------------TC------------CAATATCGCTGGC-----------------------------------------GGG-CTCGGG--AGCGGG-----------ACAAGTGC------------CAA---C-------------------------------GCCAGCAATAGCAATGCCACCGGCAACAG------------CAACAACAACA---------------GC--------AGCAGCAGCGGCGGGAGTAATGGCGGCGGGAGT----------ATCAA---CCCCAACAACAACAACGGCAGC------------------------GGGAGCGG------GAGCA-ATGCTGC------------------------AGCAACAACAGC--

dp5 XL_group1e:474047-474321 + CCTGGAGTTGGAGG-----AGGAGCTGTTTTGAT----------GGCGAC--------AGG-------GGAGCCACTGGG------------CATGGCGATGGGGATGGGCGCGGCAATGG------C--------------CGGGAACAAACATG--GCTCCAAG-------CAGCAGCCCC------------CGC---TGCCGGGATCGGTCACC---------CA---CCACAACAACAACAACGGCAG---CAGTGG------CAGTGGCAGTGGCAGCG---------------GC--------AGCGGCAGCAGTGGGAGCAGTGGG------AAC----------AGCAG---CATCTGCAGCAGCGGC------------------------AACAGCAGCAATGG------CAA------------------CTTGAACGGGCTGCTAAGTGGCATCGGCAT
droPer2 scaffold_30:742815-743092 - CCTGGAGTTGGAGG-----AGGAGCTGTTTTGAT----------GGCGAC--------AGG-------GGAGCCACTGGG------------CATGGCGATGGGGATGGGCGCGGCAATGG------C--------------CGGGAACAAACATG--GCTCCAAG-------CAGCAGCCCC------------CGC---TGCCGGGATCGGTCACC---------CACCACAACAACAACAACAACGGCAG---CAGTGG------CAGTGGCAGTGGCAGTG---------------GC--------AGCGGCAGCAGTGGGAGCAGTGGG------AAC----------AGCAG---CATCTGCAGCAGCGGC------------------------AACAGCAGCAATGG------CAA------------------CTTGAACGGGCTGCTAAGTGGCATCGGCAT
droWil2 scf2_1100000004515:3759880-

3760123 -
GCAGCGTCAGTCGG-----ATCGGTTTCTGGGTCA---------G----------------TGTCCGG------GCCTGG------------AATGGGCGTGTC----------------------TGGTGGGCAGCAGGGGCGAAAAAGAAAACG--CA----AGAAGGAACCACCAGCATC------------CGC---TGGTCA---CGGTCAAC---------AG---CAGCAACATCACCAGCAACAGCAGCAACAG------------------CAGCAGCA---AC------AGC---AACAA-----------------------CAACTGAGTC----------AACAA---CAACAACATCAGCAGCAGCAGC------------------------AGCAACAG------CAACTAAATCAAC------------------------AGCAGCAGCAGC--

droVir3 scaffold_12855:4645702-
4645925 +

GCGACAACGGTGGG-----TGCGGGCACGCCTAC----------GGCTACACAGCTGG---CGGCCGC------ATCGCA------------GGCGGCCATGG-------------------C---GG--------------CGGC------------------GG-------CAGCAGCGGC------------ATT---TACAGC---CGCGCATC---------AG---CAACAACAGCAACAACAACAGCAGCAGCAG------CAGCAGCAACAACAACA---------------GC--------AGCAACAGCAGCAGCAGCAACGCG------AGC----------AACAA---CAGTCACTGCAGCAAC------------------------AACAA------------------------------------------------GCGCAGCAGCAACAGCA-

droMoj3 scaffold_6496:16382680-
16382902 -

GCAACATCAGCAGC-----A----ACAGCAGGAGG---------AGCAA---------------C-------------AG------------CATCAGGAAAAGCAA------------TAGC---AG--------------CAGCAGG-AGTAGG--AATAGCAG-------CAGCAGCAGC--------------------------------------------------------AGCAGCAACAGCAA---CATCAG------CAGCAACAGCAGGAGGA---------------GC--------AACAGCAGCAGCAAAAGCAATAGCAGCAGGAGC----------AGCCG---CAGCAGCAGCAGCAAGGGCAGC------------------------AGCAACAGTATCAGGAA---AAGCAAT------------------------AGCATCAGCAGCAG

droGri2 scaffold_3013:4029-4258 - CAGC-AGCAGCAGCTCT--GGTCAGCAGCAGCAGC---------AGCTG---------------C-------------AG------------CAGCAGCAGCAGCAG------------CGGC---AG--------------CAGCAGCA-GCA-G--CAGCG------------GCAGCAGC--------------------------------AGCAGCAGCAGCGG---CAGCAGCAGCAGCGGCAGCAGCAGCAGCAG------------CAGCAGCAGCAGCAGCAGC------GGCAGCAGCAG-----------------------CAGCGGCAGC----------GGCAG---CGGCAGCAGCAGCAGCAGCAGC------------------------AGCAGCGG------CAGCAGCAGCAGC------------------------AGCAGCAGCAGC--
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TTCTCGTAGACCTTGGGCAAGGTAAACAGCGAGACAAAGGCTGCACAAATATAGAAGATAATCAGTTCTGTTTTCGATTGGTTTAAGTTAATCCTCCACTTACCCAAGATGACCAGAGTCATGCCATTGAACCAGGCACCCACGTAGGTGAAGACCCACAGAATGACGCCGAACTTGATCGAATCGATGATATCCTCAACAAGAAACAGACGCCTCAGCTCGGAGATGAAGCCATTGATATGTGCCACAGC
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#
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Total
Norm Total

GSM609222

ML-DmBG1-
C1

V144

OSC

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSE24545

CS ovary
total
RNA

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM609217

MLDmD20c5

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

V086

female
body,
aged

V096

loqsKO/f00791
ovary

V126

CME
L1

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM609223

male, one
day

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V131

ML-
DmD16-
c3

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V073

mbn2

GSM609234

CS Â male
total RNA
Â 

GSM628272

ago2[414]
ovary
total RNA

SRR032093

ago1
knockdown

V085

CME
W2
wing
disc

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR014282

Ovary_rep1_wK_P

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609224

female,
one day

V036

ML-
DmD20c5
cell

SRR029028

untreated
(mock)

V074

S3

SRR031692

Total
small
RNAs from
Oregon R

V034

ML-
DmD16c3
cell

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

V129

ML-
DmBG1-
c1

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR029032

r2d2
knockdown

V079

Oxidation,
female
head

GSM609229

embryo 2-
6hr

GSM609225

ML-DmBG3-
C2

GSM385822

OSS_s8

SRR014275

Ovary_rep1_LK_P

SRR014277

Ovary_rep1_NA_P

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM609237

ago2[414]
ovary
total RNA

V038

Felix
sample
S2
only

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V015

DreRFHV148h

V077

cold,
female
head

GSM609227

CMEW1
Cl.8+
cell

GSM609238

embryo
14-24hr

V006

r2d2 female:
possibly
heterozygous

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1
GSM609235

CMEL1

GSM609240

IR+ 2-
18hr

GSM280085

WT testes
(18-24nt)

V148

mbn2

SRR010953

Aub
heterozygotes,
oxidized

V138

Male
cold
body

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR060652

hs-
Penelope_testes_total

V125

ML-
DmD9

GSM467729

Dmel_wt_sRNAseq

GSM467730

Dmel_r2d2_sRNAseq

GSM467731

Dmel_loq_sRNAseq
GSM385821

OSS_s7

GSM361908

s2-48
Biological
Replicate
#2

GSM609241

s2+48 #1

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

SRR060646

yw67c23(2)_ovaries_total

SRR065801

zuc_het(H-
Y)_ovaries

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

V078

Desiccation,
female head

V142

Oxidation_female_body

SRR097866

Drosophila
S2-NP
cells

V091

fGS/OSS
total
Â 

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V137

Male
aged
head

V145

S2-
DRSC

SRR097867

Drosophila
S2-NP
cells

GSM399105

disk #2

SRR060644

A2_ovaries_total

GSM609239

IR- 2-
18hr

V147

1182-
4H
cell

V134

ML-
DmD8

GSM379052

Aub
Heterozygote

V037

Felix
sample
+mirtrons

SRR029031

loqs-ORF
knockdown

GSM609230

CS,ovary,AGO1IP

AGO1

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

GSM180333

late
embryo
(12-24)

GSM286602

male body

SRR097865

Drosophila
S2-NP
cells

V012

Dcr2 male
(Katsutomo,
whole fly?)

V132

ML-
DmD32

V146

S1
cell

V135

CME
W2
(wing
disc
line)

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR065802

Piwi-
IP_zuc_mut_ovaries

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

SRR060643

A2_testes_total

SRR060651

A2_ovaries_Ago3

AGO3
GSM609219

GM2 cell

GSM609242

s2+48 #2

GSM399110

KC-48 #2

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

V031

GM2
cell

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1
GSM371638

S2-NP

V127

G2

V140

Dessication_female_body

GSM379050

Armi
Heterozygote

GSM379062

Squ
Mutant

GSM379067

SpnE
Mutant

GSM609226

CMEW1
Cl.8+
cell

SRR001341

WT_males_non-
beta-
eliminated

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

GSM272652

S2 -48
Biological
Replicate
#1

GSM399107

male body
#2

GSM609244

KC+48 #2

SRR001347

ago2_untreated

GSM399100

Kc167
cell

GSM379059

Piwi
Mutant

GSM379061

Squ
Heterozygote

GSM379066

Zuc
Mutant

GSM609218

Sg4

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

V130

ML-
DmBG3-
c2

GSM272653

KC -48 #1

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

.......................................................................................................................................................................GCCGAACTTGATCGAATCGATGA............................................................. 23 0 1 34.00 34 0 0 0 11 0 0 5 0 0 0 0 0 3 0 0 0 0 0 2 0 0 3 0 0 0 0 3 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................GCCGAACTTGATCGAATCGA................................................................ 20 0 1 6.00 6 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................GCCGAACTTGATCGAATCG................................................................. 19 0 1 5.00 5 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................CAAGGTAAACAGCGAGACAAAGGC.................................................................................................................................................................................................................. 24 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................GCCGAACTTGATCGAATCGAT............................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................................................................AGATGAAGCCATTGATATGTG....... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................................................................GCCTCAGCTCGGAGATGAAG.................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................................................AGAAACAGACGCCTCAGCTCG............................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................ACCAGAGTCATGCCATTGAG........................................................................................................................ 20 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................TCAGTTCTGTTTTCGATTGGTTTAAGT................................................................................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................AATGACGCCGAACTTGATCGA..................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..CTCGTAGACCTTGGGCAAGG..................................................................................................................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................GAACTTGATCGAATCGATGAT............................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................GCCGAACTTGATCGAATCGATGATA........................................................... 25 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................CCCACAGAATGACGCCGAACT............................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................................................................CTCAGCTCGGAGATGAAGCCA................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................................GATGAAGCCATTGATATGTGC...... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................CCATTGAACCAGGCACCCACG........................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................................................................CTCGGAGATGAAGCCATTGA............. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................GCCGAACTTGATCGAATCGATGATATCC........................................................ 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................CAGACGCCTCAGCTCGGAGATG....................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................GCCGAACTTGATCGAATCGATTC............................................................. 23 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................................................AGCTCGGAGATGAAGCCATTG.............. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...TCGTAGACCTTGGGCAAGGT.................................................................................................................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................TGAAGACCCACAGAATGACGC.................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................................AACAGACGCCTCAGCTCGGAG.......................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................................................GGAGATGAAGCCATTGAT............ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............TGGGCAAGGTAAACAGCGAGA......................................................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AAGAGCATCTGGAACCCGTTCCATTTGTCGCTCTGTTTCCGACGTGTTTATATCTTCTATTAGTCAAGACAAAAGCTAACCAAATTCAATTAGGAGGTGAATGGGTTCTACTGGTCTCAGTACGGTAACTTGGTCCGTGGGTGCATCCACTTCTGGGTGTCTTACTGCGGCTTGAACTAGCTTAGCTACTATAGGAGTTGTTCTTTGTCTGCGGAGTCGAGCCTCTACTTCGGTAACTATACACGGTGTCG

**********************************************...................(((.(((((((((((((((..((((.((((.(((((((......((.((....(((......)))....)))).....))))))).)).......)).))))...))))).)))))))..............)))..)))**********************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V131

ML-
DmD16-
c3

V144

OSC

V085

CME
W2
wing
disc

GSM609217

MLDmD20c5

V126

CME
L1

V034

ML-
DmD16c3
cell

V036

ML-
DmD20c5
cell

SRR060648

A2_ovaries_FLAG-
Aub

SRR060649

A2_ovaries_FLAG-
Piwi

GSM609227

CMEW1
Cl.8+
cell

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRR065806

Piwi-
IP_squ_mut_ovaries

GSM609226

CMEW1
Cl.8+
cell

V129

ML-
DmBG1-
c1

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM609240

IR+ 2-
18hr

GSM360256

1st
instar #1

GSM609235

CMEL1

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM609222

ML-DmBG1-
C1

V127

G2

GSM399107

male body
#2

SRR010954

Aub trans-
heterozygotes,
oxidized

V141

Heat_female_body

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609239

IR- 2-
18hr

GSM399105

disk #2

GSM360257

1st
instar #2

SRR029633

total
small RNAs
from hen1
homozygous
flies

V136

Male
aged
body

V142

Oxidation_female_body

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V135

CME
W2
(wing
disc
line)

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR010953

Aub
heterozygotes,
oxidized

SRR060651

A2_ovaries_Ago3

AGO3

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

GSM360260

0-1d
Pupae (w)

GSM286602

male body

GSM286604

0-1h #3
(7)

SRR029032

r2d2
knockdown

GSM609224

female,
one day

GSM628272

ago2[414]
ovary
total RNA

GSM609234

CS Â male
total RNA
Â 

V140

Dessication_female_body

V145

S2-
DRSC

V148

mbn2

SRR031692

Total
small
RNAs from
Oregon R

GSM399106

female
body #2

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM467729

Dmel_wt_sRNAseq

GSM286607

6-10h #1
(10)

GSM364902

12-24hr
embryo

SRR010960

wt,
oxidized

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR060646

yw67c23(2)_ovaries_total

SRR065801

zuc_het(H-
Y)_ovaries

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V080

Starvation,
female head

GSM609229

embryo 2-
6hr

GSM609238

embryo
14-24hr

GSM609223

male, one
day

V086

female
body,
aged

V091

fGS/OSS
total
Â 

V092

dcr-
2[G31R]
male
total
RNA Â 

V138

Male
cold
body

V146

S1
cell

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

V073

mbn2

GSM385821

OSS_s7

GSM379063

Vasa
Heterozygote

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM286613

0-1hr #1
(A)

GSM322219

2-4day
pupae #1

SRR001347

ago2_untreated

SRR010955

Aub IP in
Ago3
heterozygotes

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

V031

GM2
cell

GSM609237

ago2[414]
ovary
total RNA

V096

loqsKO/f00791
ovary

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V137

Male
aged
head

GSM379050

Armi
Heterozygote

SRR001339

WT_females_non-
beta-eliminated

SRR060652

hs-
Penelope_testes_total

GSM609251

aged
female
head

GSM379052

Aub
Heterozygote

V130

ML-
DmBG3-
c2

V132

ML-
DmD32

GSM1528798

follicle
cells

GSM280082

WT
ovaries
(18-29nt)

GSM379054

Flam
Heterozygote

GSM379060

SpnE
Heterozygote

GSM379064

Vasa
Mutant

GSM379065

Zuc
Heterozygote

GSM467730

Dmel_r2d2_sRNAseq

GSM322208

3rd
instar #2

GSM609241

s2+48 #1

GSM275691

imaginal
disc

S6

0-1,2-
6,6-
10h
embryo

SRR010952

Ago3 trans-
heterozygotes,
oxidized

SRR010956

Piwi IP in
Ago3
heterozygotes

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR014275

Ovary_rep1_LK_P

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR014282

Ovary_rep1_wK_P

SRR060643

A2_testes_total

SRR060644

A2_ovaries_total

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR065802

Piwi-
IP_zuc_mut_ovaries

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

V015

DreRFHV148h
GSM609219

GM2 cell

GSM609248

ML-DmD9
cell

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSE24545

CS ovary
total
RNA

V134

ML-
DmD8

V139

Cold_female_body

V147

1182-
4H
cell

GSM609220

ML-DmD21
cell

GSM385744

OSS_s2

GSM385822

OSS_s8

SRR001349

heterozygous_dcr-
2_untreated

GSM379057

Krimp
Mutant

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

V079

Oxidation,
female
head

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

GSM379062

Squ
Mutant

V032

S1
cell

GSM609250

ML-DmD32
cell

GSM379061

Squ
Heterozygote

GSM609249

ML-DmD21
cell

GSM379051

Armi
Mutant

GSM379056

Krimp
Heterozygote

GSM379059

Piwi
Mutant

GSM379067

SpnE
Mutant

SRR001337

WT_females_beta-
eliminated

SRR001341

WT_males_non-
beta-
eliminated

GSM609225

ML-DmBG3-
C2

....................................................................................................................................................................CTGCGGCTTGAACTAGCTTAGCTA............................................................... 24 0 1 64.00 64 0 0 0 0 0 0 0 25 23 0 0 0 10 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................................GTCTTTGTCTGCGGAGTCGAGCCT........................... 24 1 1 9.00 9 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................GGGTGTCTTACTGCGGCTTGAA........................................................................... 22 0 1 8.00 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................CTTCTGGGTGTCTTACTGCGGCTTGAA........................................................................... 27 0 1 6.00 6 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................GGGTGTCTTACTGCGGCTTGAACT......................................................................... 24 0 1 6.00 6 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................CTGGTCTCAGTACGGTAACTTGG...................................................................................................................... 23 0 1 6.00 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................TGGGTGTCTTACTGCGGCTTGAA........................................................................... 23 0 1 5.00 5 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................CTGGGTGTCTTACTGCGGCTTGAAC.......................................................................... 25 0 1 5.00 5 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................CTGGTCTCAGTACGGTAA........................................................................................................................... 18 0 1 5.00 5 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:4994405-4994655 + sblock20749 TTCTCGTAGACCTTGGGCAAGGTAAACAGCGAGACAAAGGCTGCACAAA-TATAGA-------------A-GATA-----ATCAGTTCTGTTTTCG--------------AT-----T--GGTTTAAG--------------TT--AAT---------CCTC----------CACTTACCCAAGATGACCAGAGTCATGCCATTGAACCAGGCACCCACGTAGGTGAAGACCCACAGAATGACGCCGAACTTGATCGAATCGATGATATCCTCAACAAGAAACAGACGCCTCAGCTCGGAGATGAAGCCATTGATATGTGCCACAGC
droSim2 2l:4807712-4807962 + TTCTCGTACACCTTGGGCAAGGTAAACAGCGAGACAAAGGCTGCACAAA-TATAGA-------------A-GATA-----ATCAGTTGTGTATCCG--------------AT-----T--GTGTTAAG--------------TT--AAT---------CCTC----------CACTTACCCAAGATGACCAGAGTCATGCCATTGAACCAGGCACCCACGTAGGTGAAGACCCACAGAATGACGCCGAACTTGATCGAATCGATGATATCCTCAACCAGAAACAGACGCCTCAGCTCGGAGATGAAGCCATTGATATGTGCCACAGC
droSec2 scaffold_5:3081020-3081265

+
TTCTCGTACACCTTGGGCAAGGTAAACAGCGAGACAAAGGCTGCA-------TAGA-------------A-GATA-----ATCAGTTGTGTATCCG--------------AT-----T--GTGTTAAC--------------TT--AAT---------CCTC---------CCACTTACCCAAGATGACCAGAGTCATGCCATTGAACCAGGCACCCACGTAGGTGAAGACCCACAGAATGACGCCGAACTTAATCGAATCGATGATATCCTCAACCAGAAACAGACGCCTCAGCTCGGAGATGAAGCCATTGATATGTGCCACAGC

droYak3 2L:10532340-10532590 - TTTTCGTAGACCTTGGGCAAGGTAAACAGCGAGACAAAGGCTGCACAAA-TATGGA-------------A-GATT-----ATCAGTTGTATATCGG--------------AT-----T--GGGCGTAG--------------TC--AAT---------TCTC----------CACTTACCCAAGATGACCAGAGTCATGCCATTGAACCAGGCACCCACAAAGGTGAAGGCCCACAGAATGACGCCAAACTTGATCGAATCGATGATATCCTCAACCAGAAACAGACGCCTCAGCTCGGAGATGAAGCCATTGATATGTGCCACAGC
droEre2 scaffold_4929:5072513-

5072763 +
TTCTCGTAGACCTTGGGCAAGGTAAACAGCGAGACAAAGGCTGCAAAAA-TATAGA-------------A-GATT-----ATCAGTTGTACACCCG--------------AT-----T--GGGCTTAG--------------CG--AAT---------CCTC----------CACTTACCCAAGATGACCAGAGTCATGCCATTGAACCAGGCACCCACGTAGGTGAAGACCCACAGAATGACGCCGAACTTGATCGAATCGATGATATCCTCAACCAGAAACAGACGCCTCAGCTCGGAGGTGAAGCCATTGATATGTGCCACAGC

droEug1 scf7180000409005:876755-
877001 +

TTCTCATATACCTTGGGCAAGGTAAACAGCGAGACAAAGGCTGCAA--A---TAGA-------------C-AGTT-----ATCAGTTGTAAATCCG--------------AT-----G--GGGATCAG--------------GT--CTT---------CCTC----------AACTTACCCAAGATGACCAGAGTCATGCCGTTGAACCAGGCGCCAACGTAGGTGAAGACCCACAGAATGACGCCGAATTTGATCGAATCGATGATATCCTCAACCAGAAACAGACGCCTCAGCTCAGAGGTGAAGCCATTGATATGTGCCACAGC

droBia1 scf7180000302261:417618-
417865 +

TTCTCGTAGACCTTGGGCAAGGTAAACAGCGAGACGAAGGCTAGACAAG-CAGAGA---------------GA-T-----ATGAGTTATGGGTCCG--------------C------G--GGGATTAG--------------GT--TAT---------CTTC----------CACTCACCCAGGATGACCAGAGTCATGCCGTTGAACCAGGCACCCACGTAGGTGAAGACCCACAGGATGACGCCGAACTTGATCGAATCGATGATGTCCTCAACCAGGAACAGGCGCCTCAGCTCCGAGACGAAGCCGTTGATATGTGCCACAGC

droTak1 scf7180000415204:163442-
163694 -

TTCTCGTAAACCTTGGGCAAGGTAAACAGCGAGACAAAGGCTAAACAAA-TAGAGA-------------G-GTTT-----ATCAATTGTAAATTCA--------------AA-----T--AG------AGC----------T--AG----GGTAAT--AAA---------AAAACCTACCCAAGATGACCAGAGTCATGCCATTGAACCAGGCACCCACGTAGGTGAAGACCCACAGAATGACGCCGAACTTGATCGAATCGATGATATCCTCAACCAGGAACAGACGCCTCAGTTCGGAGGTGAAGCCATTGATATGTGCCACAGC

droEle1 scf7180000491273:245835-
246086 -

TTCTCGTAAACCTTGGGCAAGGTAAACAGCGAGACAAAGGCTAGGATAG-GATA---------------G-GATT-----GTCAGTTGTTAATAGC--------------AT-----C--TTGATTGG--------------AT--TACTCTT---GA---C----------TGCTTACCCAAGATGACCAGAGTCATGCCGTTGAACCAGGCACCCACGTAGGTGAAGACCCACAGAATGACGCCGAACTTGATCGAATCAATGATGTCCTCAACCAGAAACAGACGCCTCAGCTCGGAGGTGAAGCCATTGATATGTGCCACAGC

droRho1 scf7180000777055:60891-
61147 +

TTCTCGTAGACCTTGGGCAAGGTAAACAGCGAGACAAAGGCTGCACAAA-TAAAG----------------GGTTATCATATCAGTTGTAAATACT--------------AT-----T--TGGTTTAG--------------GT--AATTCT------CCTC----------CACTTACCCAAGATGACCAGAGTCATGCCGTTGAACCAGGCACCCACGTAGGTGAAGACCCACAGGATGACGCCGAACTTGATCGAATCGATGATATCCTCAACCAGGAACAGACGCCTCAGCTCGGAGGTGAAGCCATTGATATGTGCCACAGC

droFic1 scf7180000453842:1257837-
1258088 -

TTCTCGTAGACCTTGGGCAAGGTAAACAGCGAGACAAAGGCTAAACCAA-ACAAGA----------------G--ATGATATCAGTTATAAATCCC--------------AT-----T--AGGTATAA--------------TT--AAT---------CCTC----------CGCTTACCCAAGATGACCAGAGTCATGCCGTTGAACCAGGCACCAACGTAGGTGAAGACCCACAGAATGACGCCGAACTTGATCGAATCGATGATGTCCTCAACGAGAAACAGACGCCTCAGCTCGGAGGTGAATCCATTGATATGTGCCACAGC

droKik1 scf7180000302271:110950-
111198 +

TTCTCGTAGACCTTGGGCAAGGTAAACAGCGAGACAAAGGCTGTGCGGG-TAAATC-------------A-AATA-----G---GTTAT--------TGCCCAGG-----CT-----T--TTGTTAAT--------------AT--GGT---------TAG----------GAACTCACCCAAGATGACCAGAGTCATGCCATTGAACCAGGCACCGATGTAGGTGAACACCCACAGAAGACCGCCAAACTTGATCGAATCGATGAGATCCTCAACCAAGAACAGACGCCTCAGCTCCGCGGTAAAGCCATTGATATGTGCCACAGC

droAna3 scaffold_12916:13624031-
13624286 +

TTCTCGTAGACCTTGGGCAAGGTAAACAGCGAGACGAAGGCTAAGAAAG-TATAAA-------------A-TTTA-----ATT-------T-----AGTTTAGTTTAATT-------ACTAAG-TA------------------AT----GGTGGCAAA---A------GTGAACTAACCCAAGAGGACCAGAGTCATGCCATTGAACCAGGCGCCAATGTAGGTGAAGACCCACAGAATGACACCGAACTTGATCGAGTCGATGAGATCCTCAACCAGGAAGAGGCGCCTCAGCTCGGCAACAAAGCCATTGATATGTGCCACAGC

droBip1 scf7180000396535:595469-
595718 +

TTCTCGTAGACCTTGGGCAAGGTAAACAGCGAGACGAAGGCTGTTTAAA-TAGAAG-------------A-ATTA-----ATTAATCTTTTACTTG--------------AT-----A--A---A----------------------ATTGTTAAT--TAA---------AAAACCTACCCAAGAGAACCAGAGTCATGCCATTGAACCAGGCGCCAATGTAGGTGAAGACCCACAGAATGACACCAAACTTGATCGAGTCGATGAGATCCTCAACCAGAAACAGGCGCCTCAGCTCAGCGACAAAGCCATTGATATGTGCCACAGC

dp5 4_group4:1509530-1509786 + TTCTCGTAGACCTTGGGCAAGGTAAACAGCGAGACGAAGGCTGTGGAAG-TGGAAG-------------AAAAAT-----ACC--TAGTTA-----GT--------------AACTTC--ATAAATAGATC----------------ATTTTT---AAA---G------ATGAACCTACCCAAAATGACCAGAGTCATGCCATTGAACCAGGCACCGATATAGGTGAAGACCCACAGGATGACGCCGAACTTGATCGAATCGATCAGATCCTCAACTAGAAACAGACGCCTCAGCTCAGCGGTGAAGCCATTGATATGTGCCACAGCdroPer2 scaffold_10:513288-513544 + TTCTCGTAGACCTTGGGCAAGGTAAACAGCGAGACGAAGGCTGTGGAAA-TGGAAG-------------AAAAAT-----AAC--TAGTTA-----GT--------------AACTTC--ACAAATAGATC----------------ATTTTT---AAA---G------ATGAACCTACCCAAAATGACCAGAGTCATGCCATTGAACCAGGCACCGATATAGGTGAAGACCCACAGGATGACGCCGAACTTGATCGAATCGATCAGATCCTCAACAAGAAACAGACGCCTCAGCTCAGCGGTGAAGCCATTGATATGTGCCACAGC

droWil2 scf2_1100000004585:1777980-
1778133 +

-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACCTACCCAGAATCACCAAGGTCATGCCATTGAACCAGGCTCCAATGTAGGTGAAGACCCACAGTATGACACCAAATTTAATGGAATCGATCAAATCCTCAACCAGAAACAGACGCCTCAGTTCGGCAGTGAAGCCATTGAGATGAGCCACAGC

droVir3 scaffold_12963:7836329-
7836581 -

TTCTCATAGACCTTGGGCAAGGTGAACAGCGAGACAAAGGCTATGGATA-TAC--G-------------A---AT-----ATA--TAATTA-----ATATCCATGCGATT-------TCCATG-TAAA--------------AG--AGC---------TCTG----------CACTTACCCAGAATGACCAGGGTCATGCCATTGAACCAGGCGCCAATGTAGGTGAACACCCACAGAATGACACCGAATTTAATTGAATCGATAATATCCTCAACCAGGAACAGACGCCTCAGCTCCGCAACAAAGCCGTTGATGTGTGCCACAGC

droMoj3 scaffold_6500:3015113-
3015364 +

TTCTCATAGACCTTGGGCAAGGTAAACAGCGAGACGAAGGCTAATCAAG-TAAACA-------------A-GAAT-----ATAAGTTAA--------TAT--------------------AA------GTCTAGCTAACCAT--AGATT---------TATC----------GAAATACCTAGTATGACCAGCGTCATGCCGTTGAACCAGGCTCCAATGTAGGTGAATACCCACAGAATAACTCCAAATTTAATCGAATCAACGATATCCTCAACCAAAAACAAGCGCCTCAGCTCGGCCGTGAAGCCATTTATATGGGCCACAGC

droGri2 scaffold_15252:10917978-
10918247 -

TTCTCATAGACCTTGGGCAAGGTGAACAGCGAGACGAAGGCTGTTTGAAATCGAATTAATATTTGGATCA-GAAT-----ATA--------------TAT--------------------AT------ATATATATATCTAT--ATATA---------TGTTAAATTATGTGCTCTTACCCAAGATGACCAGAGTCATGCCATTGAACCAGGCACCAATGTAGGTGAAGACCCACAGAATGACACCGAATTTAATCGAATCGATCAGATCCTCAACTAAAAAGAGACGCCTCAGCTCTGCAGTAAAACCATTGAGATGTGCAACAGC
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TATGTCCCGAGTGCGAAAAGTTTCGCTGCATGTGTGAGCGCCCGGCAAGTGTGCAGCCGCCGCCGCCGCCATCGGCCAGCGAGGCAAGTCTTTTTCGCCGCGCCTTTGGCGGCAGCAGCAGCTCAGTGGCCACCAGTAGCGCCCAGTCCACGCCCACCAGCGATTGCAGCTCCGCCGG
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Read
size

#
Mismatch
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Norm Total

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1
GSM371638

S2-NP

SRR032094

ago2
knockdown

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR032093

ago1
knockdown

SRR097865

Drosophila
S2-NP
cells

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR065806

Piwi-
IP_squ_mut_ovaries

GSM609222

ML-DmBG1-
C1

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2
V073

mbn2
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loqs-ORF
knockdown

SRR097866

Drosophila
S2-NP
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V0642

ago2
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AGO1-
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reseq

AGO1
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SRR031703

Total
small RNAs
from r2d2
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flies

GSM379052

Aub
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GSM467729

Dmel_wt_sRNAseq

SRR031702

2'-O-
methylated
small RNAs
from r2d2
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flies

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1
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AGO2 IP
dcr2
knockdown
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6hr
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dcr-
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RNA Â 

GSM609225
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from hen1
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flies

GSM609217
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DmD20c5
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GSM609221

1182-4H
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GSM399110

KC-48 #2

SRR031699
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small RNAs
from dcr-2
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flies

GSM467730

Dmel_r2d2_sRNAseq
GSM385744

OSS_s2

GSM385748

OSS_s6

GSM385822

OSS_s8
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#1
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female
head #1

GSM609242

s2+48 #2
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Felix
sample
+mirtrons
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head

V144

OSC
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S1
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mbn2

SRR097867

Drosophila
S2-NP
cells

V074

S3

GSM343832

S2R+ cell

SRR010953

Aub
heterozygotes,
oxidized

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609224

female,
one day

SRR029029

dcr-1
knockdown

V085

CME
W2
wing
disc

V091

fGS/OSS
total
Â 

V125

ML-
DmD9

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM609219

GM2 cell

V077

cold,
female
head

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM280087

S2cell
(AGO2IP)

AGO2
GSM609218

Sg4

SRR001347

ago2_untreated

GSM609220

ML-DmD21
cell

GSM609223

male, one
day

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

GSM280088

S2cell
(AGO1IP)

AGO1

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

GSM343833

S2R+ cell

SRR001349

heterozygous_dcr-
2_untreated

SRR001664

homozygous_dcr-
2_untreated

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR031692

Total
small
RNAs from
Oregon R

GSM609235

CMEL1

V012

Dcr2 male
(Katsutomo,
whole fly?)

V086

female
body,
aged

...........................................................CCGCCGCCGCCATCGGCCAGCG................................................................................................. 22 0 1 12.00 12 0 0 0 0 2 0 0 0 0 0 1 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 1 0 1 0 1 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................GTGAGCGCCCGGCAAGTGTGCAGC......................................................................................................................... 24 0 1 3.00 3 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................CCGCGCCTTTGGCGGCAGCAGCA.......................................................... 23 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................CGCCGCCGCCATCGGCCAGCG................................................................................................. 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................TGCATGTGTGAGCGCCCGGCAAGTGT.............................................................................................................................. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................GCCGCCATCGGCCAGCGAGGA............................................................................................. 21 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................CGCCGCCGCCATCGGCCAGCGT................................................................................................ 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................CCGCGCCTTTGGCGGCAGCAGCAG......................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................CCGCCGCCGCCATCGGCCAGCGT................................................................................................ 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................CGCCGCCGCCATCGGCCAGC.................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................GGCGGCAGCAGCAGCTCAGTG.................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................TCCACGCCCACCAGCGATTGCAGC........ 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................TGCATGTGTGAGCGCCCGGC.................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................CCGCCGCCGCCATCGGCCAGA.................................................................................................. 21 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................CCGCCGCCGCCATCGGCCAGC.................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................CTTTGGCGGCAGCAGCAGCTCT..................................................... 22 1 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ATACAGGGCTCACGCTTTTCAAAGCGACGTACACACTCGCGGGCCGTTCACACGTCGGCGGCGGCGGCGGTAGCCGGTCGCTCCGTTCAGAAAAAGCGGCGCGGAAACCGCCGTCGTCGTCGAGTCACCGGTGGTCATCGCGGGTCAGGTGCGGGTGGTCGCTAACGTCGAGGCGGCC

****************************************((..(((.(((((.((.((.(((((((..(((..((((((........))))))...)))..))))))).)).)).))).....)))))..)).********************************************
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Sg4
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SRR010959

Ago3 IP in
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SRR031702
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methylated
small RNAs
from r2d2
heterozygous
flies

GSM609223

male, one
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male
total
RNA Â 

GSM322219

2-4day
pupae #1

SRR010958

Piwi IP in
Ago3 trans-
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GSM609225
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SRR001664
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2_untreated

GSM609224
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one day

SRR031703
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small RNAs
from r2d2
homozygous
flies

SRR029033

lacZ
knockdown

SRR001347
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:9894677-9894854 + sblock102079 TATGTCCCGAGTGCGAAAAGTTTCGCTGCATGTGTGAGCGCCCGGCAAGT---GTGCAGCCGC---------------------------------------------------CGCCGCCGCCATCGGCCAGCGAGGCAAGT------CTTTTTCGCCGCGCCTTTGGCGGCAGCAGCAGCTCAGTGGCCACCA---GTAGCGCC------------CAGTC------------CACGCCCACC---------AGCGATTGCAGCTCC------------------------------------------------G---CCGG
droSim2 3l:9654304-9654478 + TATGTCCCGAATGCGAAAAGTTTCGCTGCATTTGCGAGCGCCCTGCAAGT---GTGCAGC------------------------------------------------------CGCCGCCGCCATCGGCCAGCGAGTCAAGT------CTCTTTCGCCGCGCCTTTGGCGGCAGCAGCAGCTCAGTGGCCACGA---GTAGCGCC------------CAGTC------------CACGCCCGTC---------AGCGATTGCAGCTCC------------------------------------------------G---CCGG
droSec2 scaffold_0:2127083-2127257

+
TATGTCCCGAATGCGAAAAGTTTCGCTGCATTTGCGAGCGCCCGGCAAGT---GTGCAGC------------------------------------------------------CGCCGCCGCCATCGGCCAGCGAGTCAAGT------CTCTTTCGCCGCGCCTTTGGCGGCAGCAGCAGCTCAGTGGCCACGA---GTAGCGCC------------CAGTC------------CACGCCCGTC---------AGCGATTGCAGCTCC------------------------------------------------G---CCGG

droYak3 3L:9871008-9871179 + TATGTCCCGATTGCGAAAAGTTTCGCTGCATTTGTGAGCGCCCGGCAACT---CTGCAGC---------------------------------------------------------CGCCGCCATCGGCCAGCGAGTCGAGT------CTCTTTCGCCGCGCCTTTGGCGGCAGCAGCAGCTCGGTGGCCACCA---GTAGCGCC------------CAGTC------------CACGCCCGCC---------AGCGATTGGAGTTCC------------------------------------------------T---CCGG
droEre2 scaffold_4784:9886311-

9886482 +
TATGTCCCGAGTGCGAAAAGTTTCGCTGCATTTGTGAGCGCCCGGCAACT---CTGCAGC---------------------------------------------------------CGCCGCCATCGGCCAGCGAATCGAGT------CTCTTTCGCCGCGCCTTTGGCGGCAGCAGCAGCTCAGTGGCCACCA---GTAGCGCC------------CAGTC------------CACGCCCGCC---------AGCGATTGCAGTTCC------------------------------------------------T---CCGG

droEug1 scf7180000409711:1752802-
1752973 +

TATGTCCCGAATGCGAAAAGTTTCGCTGCGTTTGCGAGCGACCGGCGACA---CTGCAGC---------------------------------------------------------CGCCGTCAACGGCCAGCGAGACAAGT------CTCTTTCGCCGTGCCTTTGGCGGCAGCAGCAGCTCAGTGGCTACCA---GTAGCGCC------------CAGTC------------CACGCCTGTC---------AGCGATTGCAGTTCC------------------------------------------------T---ACGG

droBia1 scf7180000302428:7869031-
7869202 -

TATGTCCCGAATGCGAAAAGTTTCGCTGCATTTGCGAGCGCCCGGCGTCC---CTGCAGC---------------------------------------------------------CGCCGCCATCGGCCAGCGAGACGAGT------CTCTTTCGCCGCGCCTTTGGCGGCAGCAGCAGCTCAGTGGCCGCCA---GTAGCGCC------------CAGTC------------CACGCCCGTC---------AGCGATTGCAGTTCC------------------------------------------------T---CCGG

droTak1 scf7180000415269:130533-
130704 -

TATGTCCCGAGTGCGAAAAGTTTCGCTGCATTTGCGAGCGCCCGGCGACC---CTGCAGC---------------------------------------------------------CGCCGCCATCGGCCAGCGAGTCGAGT------CTCTTTCGCCGAGCCTTTGGCGGCAGCAGCAGCTCGGTGGCCGCCA---GTAGCGCC------------CAGTC------------CACGCCCGCC---------AGCGACTGCAGCTCC------------------------------------------------T---CCGG

droEle1 scf7180000490564:698296-
698464 +

TATGTCCCGAGTGCGAAAAGTTTCGCTGCATTTGCGAGCGCCCGGCGACT---CTGCAGC---------------------------------------------------------CGCCGCCATCGGCCAGCGAGTCTAGT------CTCTTTCGCCGCGCCTTTGGCGGCAGCAGCAGCTCAGTGGCCACC------AGCGCC------------CAGTC------------CACGCCCGCC---------AGCGATTGCAGCTCC------------------------------------------------T---CCGG

droRho1 scf7180000776514:98277-
98445 +

TATGTCCCGAGTGCGAAAAGTTTCGCTGCGTTTGCGAGCGCCCGGCGACA---CTGCAGC---------------------------------------------------------CGCCGCCATCGGCCAGCGAGTCGAGT------CTCTTTCGCCGCGCCTTTGGCGGCAGCAGCAGCTCAGTGGCCACC------AGCGCC------------CAGTC------------CACGCCCTCC---------AGCGATTGCAGCTCC------------------------------------------------T---CCGG

droFic1 scf7180000453807:1057847-
1058018 +

TATGTCCCGAGTGCGAAAAGTTTCGCTGCATTTGCGAGCGCCCTGCGACT---CTGCAGC---------------------------------------------------------CGCCGCCATCGGCAAGCGAGTCAAGT------CTCTTTCGTCGCGCCTTTGGCGGCAGCAGCAGCTCGGTGGCCACGA---GTAGCGCC------------CAATC------------CACGCCCGCC---------AGCGATTGCAGCTCA------------------------------------------------T---CCGG

droKik1 scf7180000302486:2495874-
2496063 +

TATGTCCCGACTGCGAAAAGTTTCGCTGCATTTGCGAGCGCTCCGAGCCGCTGCTGCAGC---------------------------------------------------------CGCCGCCAACTGCCAGCGAATCGAGTTCGAGCCTCTTTCGTCGCGCCTTTGGCGGCAGCAGTAGCTCAGTGGCCACCA---GCAGCTCC------------CAGTC------------CACGCCCGTC---------AGCGACTGCAGCTCC-------------------------------------GGCACGGCA--C---CCAG

droAna3 scaffold_13337:14824475-
14824692 +

TGTGTCCCGAGTGCGAAAAGTTTCGTTGCATTTGTGAGCGCCCGGCGACA---CTGCAGCCT--------------------------------------------ACGACCG-CGCCGCCGCCATCGGCCAGCGATTCGAGT------CTATTTCGTCGCGCCTTTGGCGGCAGCAGCAGCTCAGTGGCCAACA---GTGGCACCTCCTCCTCCCAACAGTCCCAAACGTCCACAACGCCCGTC---------AGCGAGAGCAGTTTG-------------------------------------GG--GGGCAGCTTCGCC--

droBip1 scf7180000395155:755522-
755721 +

TGTGCCCCGAGTGCGAAAAGTTTCGCTGCATTTGCGAGCGTCCGTTGTC------GCCGC---------------------------------------------------------CGCCGCCATCGGCCAGCGATTCGAGT------CTATTTCGTCGCGCCTTTGGCGGCAGCAGCAGCTCAGTGGCCAATA---GTGGCACCTCCTCCACC---CAGTCCCAACCGTCCACCACGCCCGTC---------AGCGAGAGCAGTATG-------------------------------------GG--CGGCAGCTTCGCC--

dp5 Unknown_singleton_3004:285-
471 +

TATGTCCTGAATGCGAAAAGTTTCGCTGCATTTGCGAGCGCCCGTCCACG---CTCCAGTCGC---------------------------------------------------CGCCGCCGCCATCGGCCAGCGACTCGAGC------CTGTTTCGTCGTGCCTTTGGCGGCAGCAGCGGCTCCGTTGTGAC------AAGCGCC------------CAGAC------------CACGCCAGTC---------AGCGATGGCGGCTGT----------------------------------TCGAG--CAGCAGCT---CTAG

droPer2 scaffold_27:704118-704304 + TATGTCCTGAATGCGAAAAGTTTCGCTGCATTTGCGAGCGCCCGTCCACG---CTCCAGTCGC---------------------------------------------------CGCCGCCGCCATCGGCCAGCGACTCGAGC------CTGTTTCGTCGTGCCTTTGGCGGCAGCAGCGGCTCCGTTGTGAC------AAGCGCC------------CAGAC------------CACGCCCGTC---------AGCGATGGCGGCTGT----------------------------------TCGAG--CAGCAGCT---CTAG
droWil2 scf2_1100000004511:6421347-

6421583 -
TGTGTCCTGATTGTGATAAGTTTCGATGCATTTGCGAGCGGCCATCGCCG---CCGCCGTCGCTGCCGTTGCCGTTGCCAACGTCGTCGTCGTCGTCCTCATCAGTAGGATCGTTGCTGCCGCCATCTGGTAGCGAGCCGAGC------CTATTTCGTCGTGCCTTTGGCGGCAGCAGCAGCTCCTTTGTAACGTCCAGTAGTGCC------------CAGAC------------AACAACATCCGCCGGCAGCAGCGATGGCAGCTC-------------------------------------------------------GA

droVir3 scaffold_13049:9023582-
9023774 +

TATGTCCTGAATGTCAAAAGTTTCGTTGCATCTGCGAACGTGCCT------------------------------------------------------------------------CGCTGTCATCGGGCAGCGAAACTAGT------CTCTTTCGCCGCGCCTTTGGCAGCGTCAGTGGCAGCAGCGCCGGCG---GCGGCTCG------------CTGGC------------AACGCCCTGT---------AGCGATGGCGGCTGGACCGACTGCAATG---------CTGCACAG----C--GTCGCGGCAGTT---TAAG

droMoj3 scaffold_6680:6318187-
6318346 -

TATGTCCTGATTGTCAAAAGTTTCGCTGCACTTGTGAGCGTGCTGCA------------------------------------------------------------------------CTGTCGCCAGGCAGCGAAACGAGT------CTCTTTCGTGGAGCCTTCGTCAGCACGACCAGCGCAAGTGGCAGCA---ACTCCGCT------------TTGGC------------AACGCCCAGC---------AGCGAGGGCAGCAAC------------------------------------------------A---GCGG

droGri2 scaffold_15110:4797421-
4797614 +

TATGTCCTGATTGTCAAAAGTTTCGTTGCGCCTGCGAACGTGCTACG------------C---------------------------------------------------------TGTCTTCGCCCGGCAGCGAAACTAGT------CTCTTTCGTCGCGCCTTTGGCAGCGGCGTTAGC------------A---GCGATGCT------------CAGAC------------AACGCCCACC------AGCAGCGATGTCAGCTGGACAGATTGCAATAATCCTGCTCCTGCTC--CTGTTTTGG--CTGCAAC-------G
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CAAAAACGCCACCTAAAACACCAAAGAACCCCCCCTTGAAGAGAAGCCCCATTAGGCTAAATGTTTACTGCGCTGCCAAAGCAAAAGCAGGCCAGTTTGCCATCGTGGGACAGCCCTCGATTGCATTCTGAGTTGCATTCTGCAGCCAGTTTCCCTTGTTTTTCTTCTTTTGTTTTTTTTTTGGGCGGGGTCAGCACTCTCCGTCACACGCGGCGTATGAGTAATTAAAG
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....................................................................................................................TCGATTGCATTCTGAGTTGCAT............................................................................................ 22 0 1 4.00 4 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................AAGAGAAGCCCCATTAGGCTA........................................................................................................................................................................... 21 0 1 2.00 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............TAAAACACCAAAGAACCCCCCCTTGAAGA............................................................................................................................................................................................ 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................................................................................................TGGGCGGGGTCAGCACTCTCCG........................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................................................GTTTTTCTTCTTTTGTTTTTT.................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................ATGTTTACTGCGCTGCCAAAG..................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................GCCAAAGCAAAAGCAGGCCAGC...................................................................................................................................... 22 1 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................TTGAAGAGAAGCCCCATTAGG.............................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................TCGATTGCATTCTGAGTTGCAC............................................................................................ 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................................................GCACTCTCCGTCACACGCGGC................ 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................GCCAGTTTGCCATCGTGGGA........................................................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................AGAACCCCCCCTTGAAGAGA.......................................................................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................................................................................CTCTCCGTCACACGCGGCGTA............. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................TGCGCTGCCAAAGCAAAAGCAGGCC......................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................................................................................TCAGCACTCTCCGTCACACGC................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................TCGATTGCATTCTGAGTTGC.............................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................ATTCTGAGTTGCATTCTGCA...................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................AGTTTGCCATCGTGGGACAGC.................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................CTCGATTGCATTCTGAGTTGCAT............................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................................................................................GTCACACGCGGCGTATGAGTAATTAAA. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................ATTCTGAGTTGCATTCTGCAGC.................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................TTCTGAGTTGCATTCTGCAGC.................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................GCCAGTTTGCCATCGTGGGAC....................................................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................CAAAGCAAAAGCAGGCCAGTTT.................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................TTTGCCATCGTGGGACAGC.................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................CGTGGGACAGCCCTCGATTGC.......................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................TAAATGTTTACTGCGCTGCCA........................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................TTACTGCGCTGCCAAAGCAAA................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................................................................GTTTTTTTTTTGGGCGGG......................................... 18 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................................................TTTTTCTTCTTTTGTTTTT..................................................... 19 0 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GTTTTTGCGGTGGATTTTGTGGTTTCTTGGGGGGGAACTTCTCTTCGGGGTAATCCGATTTACAAATGACGCGACGGTTTCGTTTTCGTCCGGTCAAACGGTAGCACCCTGTCGGGAGCTAACGTAAGACTCAACGTAAGACGTCGGTCAAAGGGAACAAAAAGAAGAAAACAAAAAAAAAACCCGCCCCAGTCGTGAGAGGCAGTGTGCGCCGCATACTCATTAATTTC

*************************************....(((....((((......(((..(((.((((((...))))))))).....................))).........))))....)))*****************************************************************************************************
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............................GGGGGGGAACTTCTCTTCGGG..................................................................................................................................................................................... 21 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................................................TGAGAGGCAGTGTGCGCCGCA.............. 21 0 1 2.00 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......ATGGTGGATTTTGTGGTTTCT........................................................................................................................................................................................................... 21 2 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......AGGTGGATTTTGTGGTTTCT........................................................................................................................................................................................................... 20 1 1 2.00 2 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................................GTCGTGAGAGGCAGTGTGCGCCG................ 23 0 1 2.00 2 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................ACCCTGTCGGGAGCTAACGTA........................................................................................................ 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....TGCGGTGGATTTTGTGGTTTCT........................................................................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................CTAAATGACGCGACGGTTT...................................................................................................................................................... 19 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................AACCCGCCCCAGTCGTGAGAG............................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................................GTGAGAGGCAGTGTGCGCCG................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................AGAAGAAAACAAAAAAAAA................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......ACGTGGATTTTGTGGTTTCT........................................................................................................................................................................................................... 20 2 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................GGGAACTTCTCTTCGGGGTAA................................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................TCGGGAGCTAACGTAAGACTCA................................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................TTGGAACTTCTCTTCGGGGTAAT................................................................................................................................................................................ 23 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:14714752-14714981 + dme_403 C-----AAAAACGCCA-CCTAAAACACCAAAGAAC-CCCC--CC---------TTGAAGAGAAGCCCCATTAGGCTA-AATGTTTA--------------------CT---GC---------------GCTGC---CAAA---------GCAAAAGCAGGCCA------------------------------------G-------------------------TTT---------GCCATCGTGGGACA---GCCC------TCGATTGCATTCTG--AGTTGCATTCTGC-------------------AGCCAGTTTCCCTTGTTTTTC--------------------------------TTC--------TTTTGTTTT-TTTTTTGGGCG-GGGTC-----AGCAC-----T------------------C---TCCGTCACACGCGGCGTATGAGTAATTAAAG
droSim2 2r:15363033-15363246 + C-----AAAA--GCCA-CCTAAAACGCCAAAGAAT-CCCC--CC---------TCGAAGAGAAGCCCCATTAGGCTA-AATGTTTA--------------------CT---GC---------------GCTGC---CAAA---------GCAAAAGCAGGCCA------------------------------------G-------------------------CTT---------GCCATCGTGGGACA---GCCT------TCGATTGCATTCTG--AGTTGCATTCTGC-------------------AGTCAGTTTCCCC----------------TGT--------------------------------------TTT-TTTTTTGGGCG-GGGTC-----AGCAC-----T------------------C---TCCGTCACACGCGGCGTATGAGTAATTAAAG
droSec2 scaffold_1:12222842-

12223063 +
dse_140 A-----AAAA--GCCA-CCTAAAACGCCAAAGAAT-CCCC--CC---------TCGAAGAGAAGCCCCATTAGGCTA-AATGTTTA--------------------CT---GC---------------GCTGC---CAAA---------GCAAAAGCAGGCCA------------------------------------G-------------------------CTT---------GCCATCGTGGGACA---GCCC------TCGATTGCATTCTG--AGTTGCATTCTGC-------------------AGTCAGTTTCCCC----------------AGTT---------T---------------------TTTTTTTTT-TTTTTTTGGCG-GGGTC-----AGCAC-----T------------------C---TCCGTCACACGCGGCGTATGAGTAATTAAAG

droYak3 2R:14481060-14481256 - C-----AAAA--ACCA-CCT---------CAGAAC-CCCC--CAG-------TTTGAAAAGAAGCCCCATTAGGCTA-AATGTTTA--------------------CT---GC---------------GCTGC---CAAA---------GCAAAAGCAGGCCA------------------------------------G--------------------------TT---------GCCATCGTGGGACA---GCCC------TCGATTGCATTCTG--AGTTGCATTCTGC-------------------AGGCAGTTT---------------------------------------------------------------A-TTTTTTGGGCG-GGGTC-----AGCTC-----T------------------C---TTCGTCACACGCGGCGTATGAGTAATTAAAG
droEre2 scaffold_4845:8906639-

8906848 +
C-----AAAA--GCC---------------------CCCC--TCTGAAGAGATTTGAAAAGAAGCCCCATTAGGCTA-AATGTTTA--------------------CT---GC---------------GCT-C---CAAA---------GCAAAAGCAGGCCA------------------------------------T--------------------------TT---------GCCGCCGTGGGACA---GCCC------TCGACTGCATTCTG--AGTTGCATTCTGT-------------------AGCCAGTTTTTGC----------------AGCT--------T----------------------TGTATTTTG-TTTTTTGGGCG-GGGTC-----AGCAC-----T------------------C---CGCGTCACACGCGGCGTATGAGTAATTAAAG

droEug1 scf7180000409663:632291-
632517 -

T-----AAAAAGGGGG-CC---------------T-CCCCCCTCT-------TTGGCAAAGAAGCCCCATTAGGCTA-AATGTTTA--------------------CT---GC---------------CCTGC---CAAA---------TCAAAAGCAGGCCA------------------------------------C--------------------------TT---------GCCATCGTGGGACA---GCCC------TCAATT------CG--ATGCGCATTCTGC-------------------AGCCAGTTTCCCC----------------TTTT-CCTCCGTTCACATTTGTTGTTC--------TTGTTTTTT-TATTTTGGGCG-GGGTC-----AGCAC-----T------------------C---TTCGTCACACTTGGCGTATGAGTAATTAAAG

droBia1 scf7180000302292:1671425-
1671623 -

C-----AAA---GCCC-CCGAAA---------------CC--CC---------CTGGGAAGAAGCCCCATTAGGCTA-AATGTTAA--------------------CT---GC---------------CCCGC---CAAA---------TCAAAAGCAGGCCA------------------------------------G--------------------------TT---------GCCATCGTGGGACA---GCCC------TCGATT------CG--CGGTGCATTCTGC-------------------AGCCGGTTTCCCC----------------ATT---------TCG--------------CT-GCT--------C-ACTTCTGGGCG-GGGTC-----AGCGC-----C------------------C-A-CTCGTCACACTCGGCGTATGAGTAATTAAAG

droTak1 scf7180000415991:150926-
151126 +

C-----CT------------AAACCCCCAA---AC-CCCC--CC---------TGGAAAAGAAGCCCCATTAGGCTA-AATGTTTA--------------------CT---GC---------------CCTGC---CAAA---------TCAAAAGCAGGCCA------------------------------------G--------------------------TT---------TCCATCGTGGGACA---GCCC------TCAATT------CG--TGGTGCATTCTGC-------------------AGCCAGTCGCCCC----------------TTT---------TCG--------------GT-CCT--------C-ACTTTTGGGCG-GGGTC-----AGCAC-----T------------------C---TTCGTCACACTCGGCGTATGAGTAATTAAAG

droEle1 scf7180000491228:247796-
248008 -

A-----C-----GCCG-CGCAGCACCCCAAA-------CC--CC---------CTGAAGAGAAGCCCCATTAGGCTA-AATGTTAA--------------------CT---GC---------------CCTGC---CAAA---------TCAAAAGCAGGCCA------------------------------------C--------------------------TT---------GCCATCGTGGGACA---GCCC------TCGATT------CG--TGGTGCATTCTGC-------------------AGCCAGTTTCCCC----------------AGTTTCCCCAGTTCG--------------CT-GCT--------C-ACTTTTGGGCG-GGGTC-----AGCGT-----T------------------A---GTCGTCACACTCGGCGTATGAGTAATTAAAG

droRho1 scf7180000766409:37702-
37885 -

C--------------------------------------C--CC---------CTGAAAAGAAGCCCCATTAGGCTG-AATGTTTA--------------------CT---GC---------------CCTGC---CAAA---------TCAAAAGCAGGCCA------------------------------------C--------------------------TT---------GCCATCGTGGGACA---GCCC------TCAATT------CG--TGTTGCATTCTGC-------------------AGCCAGTTTCCCT----------------GGT---------TTG--------------CG-CTT--------C-ACTTTTGGGCG-GCGTC-----AGCAC-----T------------------A---GTCGTCACACTCGGCGTATGAGTAATTAAAG

droFic1 scf7180000453811:243656-
243868 -

T-----AAAAA-GCCCCCCTAAAACCCC------T-CCCC--CC---------CTGAAGAGAAGCCCCATTAGGCTA-AATGTTTA--------------------CT---GC---------------CCTGC---CAAA---------TCAGAAGCAGGCCA------------------------------------G--------------------------TT---------GCCATCGTGGGACA---GCCC------TCAATT------CG--CGGTGCATTCTGC-------------------AGCCAGTTTCCCC----------------ATT---------TCG--------------CT-CTC--------CACTTTTCGGGCG-GGGTC-----AGTAC-----T------------------ACTCGCTGTCACACTCGGCGTATGAGTAATTAAAG

droKik1 scf7180000302682:429711-
429925 +

A---------------------------------CCTCCC--TCC--------GGTCAAAGAAGCCCCATTAGGCTA-AATGTTTA--------------------CT---GC---------------CCTGC---CAAA---------TCAAAAGCAGGCCA---GCCAG-----------------CCAGC-CAGCAG--------------------------TT---------GCCATCGTGGGACAGCAGCCC------TCGATT------TGCCTGGTGCATTT-----------------------GCCAGTTTCCCC----------------TATT--------TCT----TATTATTT--------TTTGTTTTC-TGCTCTTTGCG-GGGTC-----AGCAG-----------------------------TCGTCACACAGGGCGTATGAGTAATTAAAG

droAna3 scaffold_13266:17639049-
17639302 -

TGTCGCAAAA--------------CTCT------C-ACCC--TT---------CGGAAAAGAAGCCCCAACGGGCTA-AATGTTTA--------------------CT---GC---------------CCCGC---CAAA---------TCAAAAGCAGGGCA------------------------------------GGCCACTTTT----------TTTCCGTTT---------GCCATCGTGGGACA---GCCC------TCATTT------CG--CACTGCATTATGCACTTGCCCCAAGTGGAGGCAGCCCTTATCCCG---------------------------------------------GGC-------CTCTT-CGTTTTGGGCG-CGGCCGGGCCGGCAC-----TCAGCACTCACA-CACGGCA---GTCGTCACACACGGCGTATGAGTAACTAAAG

droBip1 scf7180000396735:907123-
907369 -

G-ACGCAAAA--------------CTCT------C-ACCC--TT---------CGGAAAAGAAGCCCCAACGGGCTA-AATGTTTA--------------------CT---GC---------------CCCGC---CAAA---------TCAAAAGCAGGGCA------------------------------------GGCCACTTT-----------TTTCCGTTT---------GCCATCGTGGGACA---GCCC------TCATTT------CG--CACTGCATTATGCACTTGCCCCAAGTGGAGGCAGCCAGCCT--------------------AGTC--------------------CCC--------TGGGTTCTT-CGTTTTGGGCG-GGGCC-----GGCAC-----TAAGCACTCACCTC-----C---CTCGTCACACACGGCGTATGAGTAACTAAAG

dp5 3:2509594-2509814 + A---------------------------------C-ACCC--TC---------TTAAAAAGAAGCCCCATTAGGC-A-AATGTTTA--------------------CT---GC---------------CCAGC---AAAA--------GGCAAAAGCAGGCAAAGTGCTGGCGGCGGAGGAGGAGGAGGTGGAGAACAAG--------------------------CT---------GCAATCGTGGGATA---GCCC------TCAATT------CG--CGGTGCATTC-----------------------GCTG-GGACCCC----------------ACT---------GCA------------CGCTC------CTCTTC-CATTTTGGGCG-GGGTC-----AGCAC-----T------------------------CGTCACACTCGGCGTATGAGTAATTAAAG
droPer2 scaffold_2:2698746-2698966

+
A---------------------------------C-ACCC--TC---------TTAAAAAGAAGCCCCATTAGGC-A-AATGTTTA--------------------CT---GC---------------CCAGC---AAAA--------GGCAAAAGCAGGCAAAGTGCTGGCGGCGGAGGAGGAGGAGGTGGAGAACAAG--------------------------CT---------GCAATCGTGGGATA---GCCC------TCAATT------CG--CGGTGCATTC-----------------------GCTG-GGACCCC----------------ACT---------GCA------------CGCTC------CTCTTC-CATTTTGGGCG-GGGTC-----AGCAC-----T------------------------CGTCACACTCGGCGTATGAGTAATTAAAG

droWil2 scf2_1100000004510:2218461-
2218687 +

A-----T----------------------------------------------GGAAAAAGAAGCCCCATTAGGCATACATTTGGATTTCTGTTGGGCATATGTAGTTATTGCCATTAGACCACCAACGCGAAGGCGTATCCCACAT--ACAAAAG--------------------------AACTAGAACTAG------------------------------------------------------------------------AACT------CG--TTGCACATGTTGC-------------------TGTTAGTTGTTG-----------------------------------------TTC--------TTTTTTTTT-TTTTTTGGGCG-GGGTC-----AGTGCTTCAGTTGAGA-----------GCAATCGTCGTCACACATGGCGTATGAGTAATTAAAG

droGri2 scaffold_15245:17764859-
17765138 +

A-----AC----GGTG-TGTATGGTCGCACAGGGC-ACCC--TA---------GCTAAAAGAAGCCCCATTAGGT------GCTTA--------------------TTACTGCAA--ACACCCCCTGCGCCGA---GCAACCCAAAAAAATAAACGAAAACAG-------------------------AACTGC-AACTG-------TTGCAAAACGGA------CTTGACACAGAAGCAGCCGTGGGATT---GTCACAGTTACAAATT------CG--------------C-------------------ATGCAGTTCTTTTTGTTATTGTTTTCTTGATATT-------TTG--------------AT-TTT--------TGTTGTTTAAGTGTGGGTC-----AGTTCC----TAAAA-----------A--ACT-TGCGTGCCACTTGGCGTATGAGCAAT-----

Generated: 09/09/2015 at 02:06 AM

crit.star
crit.loop
crit.mor
crit.half

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
0
0
0
0
0
1
1
1
0
0
0
1
0
0
2
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http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_403.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:15363033-15363246
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:12222842-12223063
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_140.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:14481060-14481256
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:8906639-8906848
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409663:632291-632517
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302292:1671425-1671623
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415991:150926-151126
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491228:247796-248008
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000766409:37702-37885
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453811:243656-243868
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302682:429711-429925
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:17639049-17639302
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396735:907123-907369
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:2509594-2509814
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:2698746-2698966
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004510:2218461-2218687
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:17764859-17765138
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chrX:15403506-15403579 -

Confidence:

Known Ortholog

Class:

antisense_to_intron

Genomic Locale:

antisense_to_intron
[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation
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GGGTGAAGCGCGCGCGTTGGTTGTTGGTCATGCGGTTAGTGCGATCCGTGCACGGCGTAGTATGACATAAGTACTGGTTGTTGGATTTAAGGCACACCAGTACCTGATGTAATACTCAACCGTACAGACGCTGCTCCTTCGTACAGACGATCCTTCAGTGCGTCGCGGCAATGG

***************************************.(((.((.((..((((...(((((.((((..((((((((((((........)))).))))))))...)))).)))))...)))))).)))))..*****************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V141

Heat_female_body

GSM609222

ML-DmBG1-
C1

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

V142

Oxidation_female_body

GSM609229

embryo 2-
6hr

GSM399110

KC-48 #2

SRR060653

hs-Penelope_
ovaries_total

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

V086

female
body,
aged

V074

S3

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609238

embryo
14-24hr

V136

Male
aged
body

GSM609217

MLDmD20c5

GSM628272

ago2[414]
ovary
total RNA

V077

cold,
female
head

GSM385822

OSS_s8

GSM609237

ago2[414]
ovary
total RNA

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM609220

ML-DmD21
cell

V079

Oxidation,
female
head

V137

Male
aged
head

V138

Male
cold
body

GSM385748

OSS_s6

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR031692

Total
small
RNAs from
Oregon R

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

GSM609223

male, one
day

GSM609234

CS Â male
total RNA
Â 

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609224

female,
one day

V092

dcr-
2[G31R]
male
total
RNA Â 

V139

Cold_female_body

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM280082

WT
ovaries
(18-29nt)

GSM379061

Squ
Heterozygote

GSM379063

Vasa
Heterozygote

GSM379065

Zuc
Heterozygote

GSM467730

Dmel_r2d2_sRNAseq
GSM385744

OSS_s2

SRR001348

ago2_oxidized

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

V030

ML-
DmD8
cell

V031

GM2
cell

V037

Felix
sample
+mirtrons

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V078

Desiccation,
female head

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V129

ML-
DmBG1-
c1

V130

ML-
DmBG3-
c2

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V091

fGS/OSS
total
Â 

SRR001339

WT_females_non-
beta-eliminated

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

GSM609251

aged
female
head

V073

mbn2

V144

OSC

V036

ML-
DmD20c5
cell

GSM371638

S2-NP

GSM343287

Drosophila
Toll 10b
mutant
embryos

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

GSM609239

IR- 2-
18hr

SRR001349

heterozygous_dcr-
2_untreated

SRR010954

Aub trans-
heterozygotes,
oxidized

V032

S1
cell

V140

Dessication_female_body

V147

1182-
4H
cell

GSM609240

IR+ 2-
18hr

V008

S2-
DRSC

GSM609227

CMEW1
Cl.8+
cell

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM385821

OSS_s7

GSM286601

male head

SRR001341

WT_males_non-
beta-
eliminated

V146

S1
cell

V034

ML-
DmD16c3
cell

SRR010953

Aub
heterozygotes,
oxidized

SRR001664

homozygous_dcr-
2_untreated

SRR029028

untreated
(mock)

V006

r2d2 female:
possibly
heterozygous

.............................................................................................................................................TACAGACGATCCTTCAGTGCG............ 21 0 1 4.00 4 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........CGCGCGCGTTGGTTGTTGGTC................................................................................................................................................. 21 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................AGTATGACATAAGTACTGGTT............................................................................................... 21 0 1 3.00 3 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................CCAGTACCTGATGTAATACTCA........................................................ 22 0 1 3.00 3 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................ATCCTTCAGTGCGTCGCG....... 18 0 1 3.00 3 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................AGTATGACATAAGTACTGGTTG.............................................................................................. 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................TTGGTCATGCGGTTAGTGCGA.................................................................................................................................. 21 0 1 2.00 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................GTTGGTCATGCGGTTAGTGCG................................................................................................................................... 21 0 1 2.00 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................AATACTCAACCGTACAGACGC........................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................CTGGTTGTTGGATTTAAGGCA................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................ACAGACGATCCTTCAGTGCGTC.......... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................AACCGTACAGACGCTGCTCCT.................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................CCAGTACCTGATGTAATACTC......................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............GCGTTGGTTGTTGGTCATGCGGTT......................................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................TTGGTTGTTGGTCATGCGG........................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................CATAAGTACTGGTTGTTGGAT........................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................ACGATCCTTCAGTGCGTCGCG....... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................AGACGCTGCTCCTTCGTACAGA........................... 22 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................CGATCCTTCAGTGCGTCGCGG...... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................TGTTGGTCATGCGGTTAGTGC.................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................TTGTTGGTCATGCGGTTAGTG..................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....AAGCGCGCGCGTTGGTTGTT..................................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................TGATGTAATACTCAACCGTAC................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................CCTTCGTACAGACGATCCT.................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................AGACGATCCTTCAGTGCGTC.......... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................CGCTGCTCCTTCGTACAGAC.......................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................ACGCTGCTCCTTCGTACAGAC.......................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............CGCGTTGGTTGTTGGTCATGC............................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................TTCAGTGCGTCGCGGCAATGG 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................ACGCTGCTCCTTCGTACA............................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................ATGACATAAGTACTGGTTGT............................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................TAGTATGACATAAGTACTGGTT............................................................................................... 22 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CCCACTTCGCGCGCGCAACCAACAACCAGTACGCCAATCACGCTAGGCACGTGCCGCATCATACTGTATTCATGACCAACAACCTAAATTCCGTGTGGTCATGGACTACATTATGAGTTGGCATGTCTGCGACGAGGAAGCATGTCTGCTAGGAAGTCACGCAGCGCCGTTACC

*****************************************.(((.((.((..((((...(((((.((((..((((((((((((........)))).))))))))...)))).)))))...)))))).)))))..***************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM280085

WT testes
(18-24nt)

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM399107

male body
#2

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR060643

A2_testes_total

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

GSM379065

Zuc
Heterozygote

GSM379057

Krimp
Mutant

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

SRR060652

hs-
Penelope_testes_total

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR060645

yw67c23(2)_testes_total

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM286604

0-1h #3
(7)

SRR060650

A1_testes_total

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

V146

S1
cell

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

GSM609238

embryo
14-24hr

V032

S1
cell

GSM379051

Armi
Mutant

SRR014275

Ovary_rep1_LK_P

GSM379064

Vasa
Mutant

GSE24545

CS ovary
total
RNA

SRR014277

Ovary_rep1_NA_P

GSM379061

Squ
Heterozygote

GSM399106

female
body #2

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

GSM379063

Vasa
Heterozygote

SRR014273

Ovary_rep1_Har_P

GSM322219

2-4day
pupae #1

GSM379056

Krimp
Heterozygote

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

GSM399110

KC-48 #2

GSM467729

Dmel_wt_sRNAseq

GSM286602

male body

GSM628272

ago2[414]
ovary
total RNA

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

GSM379053

Aub
Mutant

GSM609230

CS,ovary,AGO1IP

AGO1

GSM1528798

follicle
cells

V096

loqsKO/f00791
ovary

SRR060644

A2_ovaries_total

GSM360262

0-2d
pupae

V015

DreRFHV148h

GSM379060

SpnE
Heterozygote

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

GSM609249

ML-DmD21
cell

GSM467730

Dmel_r2d2_sRNAseq

GSM379066

Zuc
Mutant

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

GSM609244

KC+48 #2

GSM609239

IR- 2-
18hr

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

GSM322543

male head
#1

V138

Male
cold
body

GSM286607

6-10h #1
(10)

V140

Dessication_female_body

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM379052

Aub
Heterozygote

GSM272653

KC -48 #1

GSM379062

Squ
Mutant

SRR065801

zuc_het(H-
Y)_ovaries

V006

r2d2 female:
possibly
heterozygous

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

GSM379054

Flam
Heterozygote

GSM609234

CS Â male
total RNA
Â 

GSM286611

6-10h #2
(11)

GSM609240

IR+ 2-
18hr

SRR014280

Ovary_rep1_w1118_P

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM609223

male, one
day

GSM609237

ago2[414]
ovary
total RNA

GSM379050

Armi
Heterozygote

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM609226

CMEW1
Cl.8+
cell

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

V092

dcr-
2[G31R]
male
total
RNA Â 

V136

Male
aged
body

SRR014282

Ovary_rep1_wK_P

V091

fGS/OSS
total
Â 

GSM360260

0-1d
Pupae (w)

V141

Heat_female_body

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM322533

female
head #1

GSM399105

disk #2

GSM609227

CMEW1
Cl.8+
cell

GSM313163

dcr-2
heterozygous,
untreated

GSM379067

SpnE
Mutant

GSM399101

kc167
cell

S6

0-1,2-
6,6-
10h
embryo

SRR060646

yw67c23(2)_ovaries_total

V142

Oxidation_female_body

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

GSM379058

Piwi
Heterozygote

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM286605

2-6h #1
(8)

GSM609243

KC+48 #1

GSM322245

3rd
instar #1

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR031692

Total
small
RNAs from
Oregon R

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

GSM609235

CMEL1

SRR065800

zuc_H-
Y_ovaries

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

GSM379059

Piwi
Mutant

GSM385748

OSS_s6

GSM609224

female,
one day

SRR001349

heterozygous_dcr-
2_untreated

V125

ML-
DmD9

GSM385744

OSS_s2

GSM275691

imaginal
disc

GSM609250

ML-DmD32
cell

GSM280083

dcr-2-/-
ovaries
(18-29nt)

V080

Starvation,
female head

GSM286603

female
body

GSM609229

embryo 2-
6hr

V139

Cold_female_body

V086

female
body,
aged

GSM609219

GM2 cell

V078

Desiccation,
female head

GSM385822

OSS_s8

GSM364902

12-24hr
embryo

V137

Male
aged
head

V074

S3

GSM609220

ML-DmD21
cell

GSM385821

OSS_s7

V079

Oxidation,
female
head

GSM313162

dcr-2
homozygous,
untreated

V031

GM2
cell

GSM280082

WT
ovaries
(18-29nt)

V077

cold,
female
head

V144

OSC

SRR010959

Ago3 IP in
heterozygotes

AGO3

GSM609248

ML-DmD9
cell

GSM240749

female
head

V148

mbn2

V127

G2

GSM609242

s2+48 #2

SRR001347

ago2_untreated

SRR001338

IR_non-
beta-
eliminated

GSM609251

aged
female
head

SRR001664

homozygous_dcr-
2_untreated

GSM609222

ML-DmBG1-
C1

V128

S3

GSM399100

Kc167
cell

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM379055

Flam
Mutant

SRR060653

hs-Penelope_
ovaries_total

GSM609218

Sg4

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

V085

CME
W2
wing
disc

GSM467731

Dmel_loq_sRNAseq

V126

CME
L1

GSM272651

S2-
48,+48,
KC-48,
+48 mix

GSM180329

adult
bodies
(female
bodies,
male
bodies)

GSM609217

MLDmD20c5

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

V036

ML-
DmD20c5
cell

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

GSM609247

heat
female
head

V034

ML-
DmD16c3
cell

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM322208

3rd
instar #2

V147

1182-
4H
cell

SRR010956

Piwi IP in
Ago3
heterozygotes

V022

ML-
DmD32
cell

GSM286613

0-1hr #1
(A)

GSM360256

1st
instar #1

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

V073

mbn2

GSM360257

1st
instar #2

SRR001345

ago2_non-
beta-
eliminated

GSM322338

2-4day
pupae#2

GSM286601

male head

GSM609221

1182-4H
cell

GSM180333

late
embryo
(12-24)

V129

ML-
DmBG1-
c1

GSM286606

2-6h #2
(9)

V023

Dcr2
female
head

V008

S2-
DRSC

SRR010955

Aub IP in
Ago3
heterozygotes

V145

S2-
DRSC

GSM361908

s2-48
Biological
Replicate
#2

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM609241

s2+48 #1

V132

ML-
DmD32

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V030

ML-
DmD8
cell

SRR001339

WT_females_non-
beta-eliminated

V133

Sg4

GSM272652

S2 -48
Biological
Replicate
#1

GSM180335

imaginal
discs

GSM180328

adult
heads
(female
heads,
male
heads)

V131

ML-
DmD16-
c3

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V014

DTT
8h

SRR001343

dcr-2_non-
beta-
eliminated

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

V037

Felix
sample
+mirtrons

GSM180332

mid
embryo
(6-10)

SRR060651

A2_ovaries_Ago3

AGO3

GSM180336

pupae: 0-
1 day, 0-
2 day, 2-
4 day

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

GSM180334

larvae:
1st
instar
and 3rd
instars

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM609225

ML-DmBG3-
C2

V134

ML-
DmD8

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

SRR001341

WT_males_non-
beta-
eliminated

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR001348

ago2_oxidized

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM313161

dcr-2
heterozygous,
oxidized

V135

CME
W2
(wing
disc
line)

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

GSM343832

S2R+ cell

GSM343833

S2R+ cell

SRR001344

dcr-
2_beta-
eliminated

GSM313160

dcr-2
homozygous,
oxidized

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

V130

ML-
DmBG3-
c2

SRR010953

Aub
heterozygotes,
oxidized

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRR065807

Piwi-
IP_squ_het_ovaries

GSM180331

early
embryo
(2-6)

V038

Felix
sample
S2
only

GSM371638

S2-NP

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

SRR097865

Drosophila
S2-NP
cells

SRR032092

mock
oxidized

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM154618

23-29
nucleotide
RNAs from
Drosophila
melanogaster
ovaries

SRR029028

untreated
(mock)

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

GSM239041

fly heads,
non beta-
eliminated

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR060649

A2_ovaries_FLAG-
Piwi

SRR010960

wt,
oxidized

GSM154621

piRNAs
associated
with Ago3
from
Drosophila
melanogaster
ovaries

SRR097866

Drosophila
S2-NP
cells

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

GSM280088

S2cell
(AGO1IP)

AGO1

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR029030

dcr-2
knockdown

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

SRR065802

Piwi-
IP_zuc_mut_ovaries

SRR010952

Ago3 trans-
heterozygotes,
oxidized

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

SRR097867

Drosophila
S2-NP
cells

GSM239052

S2 cells,
non beta-
eliminated

SRR060648

A2_ovaries_FLAG-
Aub

SRR001337

WT_females_beta-
eliminated

SRR032094

ago2
knockdown

GSM280087

S2cell
(AGO2IP)

AGO2

GSM180330

very
early
embryo
(0-1)

GSM246084

D.
melanogaster
adult male
heads 454

SRR065806

Piwi-
IP_squ_mut_ovaries

SRR010951

Ago3
heterozygotes,
oxidized

SRR029032

r2d2
knockdown

SRR029031

loqs-ORF
knockdown

GSM239051

S2 cells,
beta-
eliminated

AGO2

GSM312995

WT,
oxidized

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

SRR029033

lacZ
knockdown

GSM313164

ago2
homozygous,
oxidized
(technical
replicate
#1)

SRR023400

total RNA
extracted
from P19
cells

SRR032093

ago1
knockdown

GSM313165

ago2
homozygous,
oxidized
(technical
replicate
#2)

SRR001346

ago2_beta-
eliminated

SRR023399

RNA bound
by P19
protein

AGO2

GSM154622

piRNAs
associated
with
Aubergine
from
Drosophila
melanogaster
ovaries

GSM180337

tissue
culture
cells (S2
only)

SRR001340

IR_beta-
eliminated

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

GSM239050

fly heads,
beta-
eliminated

V003

dsDcr-1
(katsutomo
RNA)

GSM154620

piRNAs
associated
with Piwi
from
Drosophila
melanogaster
ovaries

GSM280086

WT
ovaries
(AGO2IP)

AGO2

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

SRR001342

WT_males_beta-
eliminated

SRR029029

dcr-1
knockdown

SRR023197

RNA
Library
from S2
control
cells

SRR023402

total RNA
extracted
from NLS-
P19 cells

SRR032096

AGO2 IP
dcr2
knockdown

AGO2
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...............................................................................................CGGTCATGGACTACATTATGAGT........................................................ 23 1 1 7289.00 7289 315 49 26 850 42 364 42 16 939 59 48 19 227 198 83 419 7 20 257 104 338 32 8 11 51 25 26 35 38 240 29 48 36 95 15 33 133 8 26 107 27 10 94 24 13 0 12 55 3 73 41 9 8 20 14 23 15 40 11 0 18 18 8 23 22 8 9 16 11 17 8 11 10 16 9 11 13 49 15 14 12 23 17 29 57 4 19 9 2 19 13 10 37 5 4 26 25 10 7 15 0 41 15 2 8 3 1 8 40 5 2 106 9 20 15 13 9 16 5 1 13 26 6 5 3 4 5 12 3 20 10 18 7 19 4 4 3 12 9 2 14 0 3 8 11 2 2 5 4 3 1 1 4 2 5 2 6 5 6 2 11 1 0 0 6 0 3 0 1 7 1 0 21 4 2 4 2 3 0 3 0 1 1 4 0 2 1 0 1 9 2 3 1 1 2 1 0 0 2 2 0 0 1 1 2 3 0 1 0 1 3 2 0 0 0 2 3 4 0 0 0 4 2 0 3 0 0 0 0 1 0 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................TGTCATGGACTACATTATGAGT........................................................ 22 1 1 5788.00 5788 198 123 253 70 293 68 459 40 104 37 401 35 37 34 128 58 26 270 61 75 18 156 69 55 129 282 16 93 28 9 68 15 22 19 17 20 9 50 18 3 38 66 29 18 38 0 46 15 0 11 15 11 15 26 17 21 8 11 2 0 7 52 35 3 1 24 137 3 39 33 4 10 5 14 0 41 21 61 5 1 4 31 13 20 12 6 6 3 0 42 76 1 2 15 24 38 42 4 13 11 0 7 7 13 7 37 10 4 11 11 8 19 24 23 17 3 14 1 17 6 12 22 0 3 3 1 7 25 11 1 16 26 3 16 7 3 33 3 3 6 20 0 2 1 16 2 4 4 8 8 2 5 22 10 3 6 4 3 1 4 1 2 1 2 1 0 0 6 10 0 1 4 3 4 0 5 4 1 2 1 2 0 2 8 2 1 1 2 0 0 0 4 1 2 3 0 5 0 3 0 2 0 0 0 1 1 2 1 2 0 0 1 0 0 0 0 1 0 0 2 0 0 0 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 1 0 3 0 0 0 0 0 0 0 0 1 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................CTAGGTCATGGACTACATTATGAGT........................................................ 25 3 1 5598.00 5598 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3961 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1636 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................ATGGTCATGGACTACATTATGAGT........................................................ 24 1 1 5236.00 5236 453 330 418 111 0 80 69 335 88 159 104 400 65 71 53 50 160 46 32 77 39 41 160 242 39 20 22 0 26 17 7 27 23 26 19 29 26 28 25 22 26 23 17 27 0 0 9 14 84 17 18 0 11 19 23 25 22 14 4 0 14 14 7 9 8 15 2 14 8 26 16 3 11 21 13 5 15 4 21 6 14 31 4 5 4 8 5 4 65 8 5 13 2 5 5 18 23 17 17 4 0 9 3 9 11 5 8 9 23 20 13 4 11 12 4 4 6 6 9 7 2 5 2 8 12 1 4 0 6 7 3 3 3 10 3 10 6 0 0 4 4 0 0 1 3 0 9 3 9 4 2 5 4 4 4 3 2 0 3 3 3 1 2 1 1 0 0 1 3 1 3 0 2 0 2 6 3 1 3 0 24 4 11 0 4 6 1 2 0 3 1 0 0 0 0 0 0 1 0 0 1 0 1 0 0 3 3 0 8 0 0 0 0 1 0 2 2 0 3 0 1 0 0 1 1 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 4 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................CGCATCATACTGTATTCATGAC.................................................................................................. 22 0 1 5054.00 5054 351 541 249 52 107 44 66 373 51 22 18 369 24 33 36 41 191 9 4 11 18 10 85 74 7 3 10 1 22 11 35 14 17 30 18 22 19 21 20 25 11 18 9 7 67 103 4 7 0 6 3 0 4 1 36 4 7 2 21 68 9 1 12 23 8 3 3 77 1 30 5 31 7 4 5 4 8 3 82 4 7 10 0 5 5 10 6 44 0 4 1 1 27 9 0 11 17 3 3 45 28 4 15 29 2 0 17 3 3 41 8 3 17 10 2 51 4 6 1 77 0 5 4 64 5 23 3 1 7 18 1 2 13 1 60 15 1 8 13 54 1 16 10 0 0 4 0 5 3 2 6 7 3 10 0 2 5 5 10 0 2 3 3 2 16 9 6 6 2 1 2 8 8 0 20 2 1 1 0 2 2 0 0 0 0 3 0 1 3 2 5 6 0 1 0 3 1 68 3 1 67 3 4 0 1 1 0 2 0 4 4 1 7 0 0 6 0 2 1 1 3 0 1 7 7 0 3 0 7 2 0 4 0 1 5 5 0 1 0 1 2 3 1 3 5 0 12 0 0 0 0 0 0 1 0 4 0 0 0 0 0 0 0 0 0 2 2 0 0 0 0 0 0 0 0 2 1 0 0 2 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................CATGGACTACATTATGAGT........................................................ 19 0 1 4970.00 4970 108 90 35 113 534 22 287 25 91 9 105 31 12 6 35 53 10 27 25 74 11 29 22 12 55 58 3 303 7 3 111 5 7 9 5 9 3 71 13 5 12 30 12 14 73 88 47 6 22 8 19 13 3 9 35 81 6 19 8 47 9 20 45 1 0 31 47 1 13 39 9 50 5 1 22 12 1 17 3 2 2 94 4 5 3 4 9 6 15 11 30 2 2 14 19 38 40 15 6 10 37 5 4 4 0 11 35 1 97 4 19 17 65 38 13 10 0 2 20 32 3 24 4 34 9 3 5 46 12 1 5 20 7 16 24 2 37 7 4 44 31 34 6 4 13 14 6 7 4 3 1 7 8 18 39 24 1 1 3 1 1 10 1 1 2 16 3 11 0 2 0 2 13 15 0 18 6 0 0 1 1 1 1 5 3 0 3 1 2 0 1 0 3 1 0 6 0 44 3 0 30 0 4 0 1 0 0 0 0 7 1 1 3 1 0 0 0 0 2 0 9 3 0 6 1 46 10 0 3 1 0 1 0 1 6 0 1 41 0 0 0 1 0 4 0 0 5 0 0 0 1 3 0 0 0 0 1 0 0 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 3 0 0 2 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0
...............................................................................................GGGTCATGGACTACATTATGAGT........................................................ 23 1 1 4000.00 4000 245 28 16 166 9 148 24 20 130 74 31 19 113 555 28 77 6 8 78 48 64 15 4 8 20 5 53 43 10 18 7 45 11 92 5 18 67 9 19 349 10 1 7 6 30 0 0 40 0 49 56 3 2 6 12 13 17 28 7 0 9 29 12 16 9 2 6 6 6 10 0 8 13 2 6 6 3 18 7 7 5 11 32 16 25 0 11 6 0 17 4 2 21 7 5 12 76 2 2 8 0 30 5 9 8 2 2 9 15 2 2 120 61 12 18 5 2 2 5 2 14 14 3 0 9 2 2 1 3 3 2 32 7 9 2 3 1 7 2 1 12 0 3 2 6 3 6 2 0 3 3 4 6 1 3 2 11 4 3 2 6 1 0 1 2 0 0 1 2 4 0 1 6 2 2 0 0 0 0 1 0 4 0 3 1 3 0 0 0 0 1 0 0 0 1 3 0 1 2 3 0 0 1 1 0 0 0 1 1 12 0 1 1 0 2 0 0 2 1 1 1 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 2 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................AGGTCATGGACTACATTATGAGT........................................................ 23 1 1 3903.00 3903 387 134 207 73 24 106 72 94 77 38 34 101 245 189 49 36 70 47 48 46 112 33 61 73 87 13 17 32 9 27 11 20 11 89 7 16 22 15 16 61 17 12 23 13 1 0 28 13 31 77 10 2 6 9 7 14 5 4 8 0 5 14 9 3 16 21 7 8 15 20 3 10 2 3 4 9 15 10 4 7 3 23 3 11 13 2 1 1 19 12 12 2 2 3 10 13 17 9 2 3 0 19 3 4 3 4 6 3 11 7 0 81 17 16 9 0 2 1 4 1 6 8 7 2 6 0 1 0 3 4 5 10 3 5 5 1 4 3 0 0 17 0 2 2 6 0 0 3 4 6 1 6 1 4 6 1 2 1 0 1 3 0 0 7 1 0 3 3 6 1 1 3 1 1 1 6 1 2 0 0 4 3 3 2 1 3 1 4 0 10 1 0 2 0 0 0 0 0 0 1 1 0 0 0 0 9 5 0 2 0 1 3 1 0 0 15 0 2 0 5 0 0 0 0 1 2 0 0 0 8 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 2 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................GTGGTCATGGACTACATTATGAGT........................................................ 24 0 1 3728.00 3728 142 60 63 2 2 10 2 63 3 137 7 83 78 133 57 4 23 12 0 8 2 11 29 35 2 2 28 15 9 7 2 46 18 25 4 15 16 0 20 17 6 0 8 14 5 1124 0 2 0 32 1 0 1 2 1 19 7 1 6 719 17 2 0 4 25 0 3 2 0 3 14 0 7 2 4 2 5 1 12 7 24 3 0 1 1 16 0 1 0 0 0 14 3 0 1 0 3 1 1 0 0 5 3 0 1 2 3 5 2 0 0 1 1 2 0 11 1 11 4 1 0 0 3 5 0 2 2 1 0 1 2 0 20 1 1 0 1 6 47 2 1 0 0 1 2 3 0 2 0 5 1 0 0 0 2 0 7 5 29 3 4 0 12 1 1 110 1 0 0 5 0 0 1 0 0 0 0 1 0 9 0 1 1 0 0 1 0 1 1 0 10 0 0 5 0 9 0 2 1 2 3 0 3 2 0 0 0 4 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 2 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0
...............................................................................................TGGTCATGGACTACATTATGAG......................................................... 22 0 1 2993.00 2993 106 148 127 148 23 106 22 43 78 54 19 57 31 41 36 39 37 16 66 26 34 8 29 22 6 12 18 26 38 22 17 12 28 16 29 26 18 7 19 12 10 11 18 14 50 40 3 23 0 5 23 98 37 8 10 3 8 8 25 41 5 8 4 8 10 5 5 48 6 20 3 15 1 7 6 4 4 1 20 3 5 35 12 3 7 5 5 17 0 4 9 2 9 7 3 25 31 1 8 20 19 3 20 5 2 2 9 2 13 2 3 1 15 18 3 12 2 7 2 20 4 8 5 14 3 10 0 2 0 8 6 3 6 1 24 12 3 7 14 10 4 7 6 1 1 13 5 3 1 7 3 1 6 7 1 10 3 4 5 0 3 0 5 2 4 6 3 1 0 6 0 5 6 0 1 2 1 0 5 3 0 1 0 4 0 2 2 0 1 0 3 3 0 9 0 3 2 1 13 4 1 0 2 1 6 0 0 0 0 2 2 2 2 0 3 0 0 0 1 1 5 0 0 1 0 0 1 0 1 0 1 1 2 1 1 2 0 0 0 0 0 1 8 1 2 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................TGGTCATGGACTACATTA............................................................. 18 0 1 2602.00 2602 4 3 1 146 4 41 0 0 30 413 73 0 1 2 61 28 0 4 21 2 14 7 0 0 0 34 237 2 23 75 15 9 25 2 19 26 11 1 35 11 19 0 1 22 0 0 0 14 0 1 30 331 8 23 0 4 1 6 2 0 9 261 0 29 0 4 3 3 8 1 1 0 4 7 1 184 6 7 0 11 1 2 3 7 5 6 2 1 0 7 3 0 5 0 0 1 0 0 0 3 0 1 2 0 6 1 1 2 0 0 0 0 0 0 8 0 1 7 1 7 12 0 0 10 0 2 8 2 0 5 0 5 1 1 11 0 4 2 2 6 0 0 1 10 2 2 0 2 0 0 1 0 0 0 0 0 0 0 0 0 2 0 0 0 4 0 2 0 0 0 2 0 0 0 0 0 0 0 0 1 0 1 2 14 3 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 7 0 2 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................ATGGACTACATTATGAGT........................................................ 18 0 1 1839.00 1839 25 32 1 11 109 10 108 1 11 65 57 4 19 29 17 15 0 73 5 8 3 73 2 0 33 26 33 24 3 5 28 4 3 11 2 6 3 27 11 10 6 5 3 5 10 54 16 2 0 0 3 0 6 14 23 11 5 1 4 42 4 16 17 6 8 14 5 0 6 22 5 4 3 2 6 12 3 7 1 5 2 14 0 7 1 4 4 1 0 0 4 1 0 11 5 1 3 8 2 5 21 3 4 1 8 5 14 1 3 2 3 44 7 8 3 1 3 2 4 8 3 7 1 8 1 1 18 23 4 1 1 12 3 10 4 0 2 4 0 3 17 13 2 5 6 3 0 1 5 0 1 1 2 2 5 2 3 0 1 0 0 0 0 0 2 6 1 0 0 1 0 5 4 1 0 1 3 0 0 2 1 1 0 3 5 0 1 1 0 0 0 0 0 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 4 0 0 0 0 0 0 0 2 0 0 9 0 60 5 0 4 0 0 0 0 1 9 0 0 30 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 3 1 0 0 0 0 0 0 0 0 0 1 0 1 0 1 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0
.......................................................GCATCATACTGTATTCATGAC.................................................................................................. 21 0 1 1203.00 1203 59 94 57 6 35 12 8 56 9 8 4 42 2 4 1 10 35 0 1 1 4 1 12 11 0 2 2 4 1 5 4 2 3 5 3 3 0 4 4 0 0 8 1 3 52 21 1 4 0 0 5 0 0 1 10 0 0 0 10 17 0 1 21 3 0 1 2 16 2 4 0 26 1 1 1 0 0 0 13 2 4 9 0 0 1 0 2 12 0 0 0 0 17 2 0 1 3 2 1 28 0 2 1 3 0 1 4 0 1 16 9 0 6 1 0 26 1 1 0 32 1 1 1 25 1 6 0 2 1 3 1 0 8 0 29 6 0 5 3 23 0 0 4 0 0 3 0 2 1 2 0 3 0 0 1 1 10 2 4 0 0 0 0 1 10 1 5 5 0 3 0 2 8 0 4 1 0 1 0 0 0 0 0 0 0 0 0 0 2 1 3 3 0 1 0 2 5 7 3 1 9 0 3 1 5 1 0 3 0 1 0 0 3 0 0 1 0 0 0 0 2 2 0 8 1 0 0 1 0 0 0 0 0 0 7 2 0 0 0 0 1 1 0 1 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0
................................................................................................GGTCATGGACTACATTATGAG......................................................... 21 0 1 1194.00 1194 112 106 73 30 53 19 20 31 20 9 4 50 8 3 2 15 23 5 2 4 0 1 15 19 10 1 8 6 5 2 0 1 1 2 8 1 0 10 5 0 3 12 1 3 56 27 2 3 0 2 1 0 5 0 1 1 1 1 1 20 2 2 7 0 0 12 0 0 1 18 2 23 0 0 0 2 1 0 2 0 0 14 1 4 0 0 1 2 0 0 2 0 0 1 0 9 16 1 3 1 0 1 1 0 0 0 14 0 10 1 6 2 11 12 0 2 1 0 0 14 0 4 0 11 2 0 0 0 0 0 0 0 0 1 12 0 0 3 0 5 2 0 0 0 0 0 0 0 1 0 0 18 4 4 0 2 0 0 0 0 0 0 0 2 0 9 1 0 2 0 7 0 0 0 0 2 1 0 0 0 6 0 0 1 0 2 0 0 0 3 0 0 0 0 2 0 7 5 6 0 9 0 0 0 6 1 0 0 0 1 0 1 2 0 0 0 0 1 0 0 5 0 0 0 1 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 1 8 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................TTCATGGACTACATTATGAGT........................................................ 21 1 1 1194.00 1194 3 3 2 2 41 2 92 2 2 1 6 1 14 4 58 0 0 4 2 32 11 56 0 0 63 6 0 3 0 0 56 12 10 12 0 10 2 25 9 2 5 63 64 13 11 0 18 0 2 21 1 0 0 1 7 16 5 0 2 0 0 5 12 0 0 6 4 0 0 10 3 3 3 5 52 0 1 7 0 0 2 1 0 0 5 3 1 0 0 2 0 2 0 3 0 5 0 12 13 1 0 7 16 3 2 0 1 3 1 11 12 9 0 3 3 3 3 0 5 0 0 9 0 1 3 2 25 9 2 0 2 1 0 2 0 0 0 0 10 0 1 0 1 11 5 0 1 0 0 0 0 4 20 3 2 14 0 0 0 1 1 0 1 0 0 0 0 2 4 1 1 0 0 0 1 0 1 0 0 3 0 0 0 1 1 0 0 1 4 2 0 8 0 2 0 0 0 1 0 0 0 0 0 0 3 1 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................AGTCATGGACTACATTATGAGT........................................................ 22 1 1 830.00 830 25 21 43 5 24 0 40 7 1 11 12 13 4 6 7 1 5 10 1 6 2 17 5 9 43 5 6 21 2 4 4 0 4 2 0 3 2 9 4 0 4 8 4 2 2 0 13 1 143 0 1 0 2 0 4 11 0 0 0 0 1 5 2 0 0 3 10 0 1 13 0 1 1 0 0 1 0 3 0 0 0 8 0 0 0 1 0 0 11 1 1 0 0 7 4 13 3 0 2 1 0 1 0 3 0 1 3 0 4 3 3 6 5 8 0 0 1 0 0 0 0 5 2 0 0 0 1 3 0 0 1 3 2 1 0 0 3 1 0 1 1 0 0 0 3 0 1 0 6 0 1 2 5 9 0 3 1 0 0 0 0 0 0 2 0 0 1 0 8 0 1 0 1 1 0 0 1 1 0 0 1 0 0 0 0 0 0 2 0 10 2 0 0 0 0 1 0 0 0 0 0 0 2 0 0 7 3 0 0 0 0 2 0 0 0 3 0 4 0 1 0 0 0 0 0 4 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................TGGTCATGGACTACATTAT............................................................ 19 0 1 801.00 801 3 0 0 167 2 7 0 0 13 10 38 0 5 2 12 3 1 4 9 1 2 1 0 0 0 16 4 1 5 19 0 2 5 11 6 9 2 0 10 3 4 0 2 7 0 0 0 1 0 3 62 125 1 7 0 1 2 4 0 0 3 9 0 43 6 0 4 5 6 0 2 0 1 3 2 2 1 10 0 9 4 0 5 6 2 1 1 0 0 3 4 0 3 0 0 0 0 0 0 1 0 0 0 0 2 1 0 2 0 0 0 0 0 2 5 0 0 1 1 4 4 0 0 11 0 0 2 2 0 1 0 2 0 0 1 0 2 0 0 7 1 0 0 2 0 0 4 1 0 0 2 0 0 0 0 0 0 2 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................CATGGTCATGGACTACATTATGAGT........................................................ 25 2 1 800.00 800 0 0 1 0 0 0 1 1 0 0 0 1 0 0 2 0 0 0 0 1 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 476 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 309 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................AATGGTCATGGACTACATTATGAGT........................................................ 25 2 1 719.00 719 24 29 116 5 0 17 2 54 4 6 9 54 2 1 1 9 37 2 9 5 3 2 60 69 2 1 5 0 6 0 0 0 0 1 2 0 2 3 2 2 4 1 4 1 0 0 1 3 0 1 0 0 2 5 2 1 1 1 2 0 1 3 1 1 0 0 0 0 1 1 1 0 0 5 1 1 1 0 5 0 0 6 0 0 3 0 1 0 0 0 0 0 0 0 1 2 0 0 0 0 0 1 0 2 2 0 1 1 4 7 0 0 4 1 0 0 3 0 1 2 0 1 1 3 2 0 0 0 1 8 0 0 0 3 1 0 0 0 0 2 0 0 0 0 1 2 0 0 0 1 0 0 0 0 1 1 0 0 0 1 0 0 1 0 0 0 0 0 0 0 3 0 0 0 0 0 1 0 1 0 15 0 5 0 1 0 1 0 0 0 0 4 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................CTGGTCATGGACTACATTATGAGT........................................................ 24 1 1 656.00 656 36 18 19 11 1 17 4 21 15 29 11 19 7 15 15 6 15 6 13 9 9 10 11 18 2 8 6 2 4 4 4 12 4 11 8 2 1 3 1 22 2 2 5 5 0 0 1 3 18 5 4 0 5 1 4 10 3 7 3 0 3 0 0 5 4 0 2 0 5 5 7 2 4 1 3 1 4 2 2 3 1 1 2 1 2 1 3 2 7 1 1 0 2 1 0 0 1 3 4 1 0 2 0 0 0 2 2 1 1 0 0 1 0 0 0 0 0 0 2 1 1 0 2 0 0 1 0 2 0 0 2 0 0 0 2 1 0 1 3 2 1 0 0 0 1 0 1 0 0 0 0 0 0 1 3 0 0 0 0 1 2 0 1 0 1 0 0 0 0 1 0 0 0 1 0 0 1 1 2 1 0 0 2 0 0 0 1 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................ATCATGGACTACATTATGAGT........................................................ 21 1 1 588.00 588 0 2 5 3 46 3 21 0 5 4 8 1 7 0 6 3 0 6 3 1 6 11 1 0 56 12 1 2 0 1 12 2 1 2 0 0 1 8 4 0 4 7 6 5 12 0 64 0 5 0 1 0 0 2 3 11 2 1 0 0 0 7 11 1 0 13 0 0 0 7 3 3 1 1 0 1 1 0 0 1 0 1 0 0 0 0 0 0 0 3 0 0 0 1 1 2 0 2 2 2 0 1 1 7 2 0 1 0 4 17 8 5 0 1 0 0 0 2 1 1 1 1 1 0 1 0 0 1 5 1 1 1 1 0 0 2 0 0 0 1 1 0 0 0 2 0 0 0 8 0 0 0 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0 2 19 0 0 1 0 0 0 1 0 0 0 0 3 1 0 1 1 0 0 1 0 6 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 10 9 0 0 0 0 1 0 0 0 3 0 6 1 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................TGGTCATGGACTACATTATG........................................................... 20 0 1 543.00 543 1 2 2 66 3 5 0 2 2 12 8 0 1 2 17 4 0 0 2 0 0 2 0 0 2 2 7 0 2 3 1 0 1 1 2 8 0 0 5 2 1 1 2 4 1 0 0 1 0 0 9 263 0 1 2 0 0 1 0 0 4 2 0 1 0 11 0 4 1 0 0 0 0 2 0 4 0 0 3 1 0 1 1 1 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 1 0 1 1 0 0 0 3 0 0 0 0 0 0 1 1 2 0 0 0 2 0 0 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 15 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 0 0 4 0 0 2 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................CTACGCATCATACTGTATTCATGAC.................................................................................................. 25 3 1 502.00 502 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 363 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 139 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................ACGCATCATACTGTATTCATGAC.................................................................................................. 23 1 1 495.00 495 30 45 34 0 4 5 0 61 0 1 4 59 1 3 0 4 46 2 0 1 3 2 14 11 0 0 0 0 0 0 3 0 1 0 1 2 0 1 2 0 0 3 1 0 21 0 0 2 1 0 0 0 4 1 0 0 0 0 4 0 0 1 0 1 0 0 2 2 0 0 0 9 2 0 0 0 1 0 2 1 0 1 0 0 1 0 0 1 1 1 0 0 1 2 0 3 2 0 0 1 0 0 0 0 0 0 0 0 0 0 6 0 2 0 1 4 2 0 0 2 0 0 1 2 0 2 0 0 0 1 0 0 0 1 5 0 0 0 1 3 0 0 2 0 0 1 0 0 0 0 1 0 0 1 0 1 1 0 1 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 3 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 11 1 0 8 0 3 0 0 0 0 1 0 1 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 2 0 0 0 0 0 1 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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.....................................................................................................TGGACTACATTATGAGT........................................................ 17 0 1 123.00 123 13 22 0 0 0 0 0 0 0 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 43 0 0 0 0 0 0 0 0 0 0 0 0 0 33 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................GCATCATACTGTATTCATGACC................................................................................................. 22 0 1 121.00 121 10 6 8 0 0 0 2 8 0 5 0 4 0 2 0 1 1 0 0 0 0 0 1 3 0 0 0 0 0 0 1 0 0 1 0 0 0 2 1 0 0 1 0 0 5 0 0 0 0 1 0 0 0 0 1 0 0 2 1 0 0 0 2 0 0 0 1 0 0 1 0 2 0 0 1 0 0 0 2 0 0 1 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 2 3 0 0 0 1 0 1 0 0 0 3 0 0 0 1 0 0 0 0 0 0 0 0 1 0 3 0 0 1 3 4 0 0 0 0 1 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 3 0 0 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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Species Coordinate ID Alignment
dm3 chrX:15403456-15403629 - dme-

mir-
12-
as

GGG--------TGAAGCGCGCGCG--TTGGT--------------T----------------------------------------G-----------------------------------------------------------------------------------TTGGTCATGCGGTTAGTGCGATCCGTGCACGGCGTAGTATGACATAAGTACTGGTTGTTGGATTTAAGGCACACCAGTACCTGATGTAATACTCAACCGTACAGACGCTG------CTCCTTCGTACAGA--CGA-------TCCTT---CAGT-G-C-----------------------------------------GTCGCG------------------------------------GCAATGG---------------------------

droSim2 x:14568744-14568918 - GGG--------TGAAGCGCGCGCG--TTGGT-------------TT----------------------------------------G-----------------------------------------------------------------------------------TTGGTCATGCGGTTAGTGCGATCCGTGCACGGCGTAGTATGACACAAGTACTGGTTGTTGGATTTCAGGCACACCAGTACCTGATGTAATACTCAACCGTACAGACGCTG------CTCCATCGTACAGA--CGA-------TCCTT---CAGT-G-C-----------------------------------------GTCGCG------------------------------------GCAATGG---------------------------
droSec2 scaffold_73:137879-138053 - GGG--------TGAAGCGCGCGCG--TTGGT-------------TT----------------------------------------G-----------------------------------------------------------------------------------TTGGTCATGCGGTTAGTGCGATCCGTGCACGGCGTAGTATGACACAAGTACTGGTTGTTGGATTTCAGGCACACCAGTACCTGATGTAATACTCAACCGTACAGACGCTG------CTCCATCGTACAGA--CGA-------TCCTT---CAGT-G-C-----------------------------------------GTCGCG------------------------------------GCAATGT---------------------------
droYak3 X:9589834-9589874 - CT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CCTTCGTACATGCG---------------------------A-------TCGTT---CACT-G-A-----------------------------------------GCCCCG------------------------------------AAAAAGG---------------------------
droEre2 scaffold_4690:11630904-

11631076 +
GGG--------AGAAGCGCGCGCG--T-GGT-------------TT----------------------------------------------------------------------------------------------------------------------------TTGGTCATGCGGTTAGTGCGATCCGTGCACGGCGTAGTATGACATAAGTACTGGTTGTTGGTTTTAAGGCACACCAGTACCTGATGTAATACTCAACCGTACAGACGCTG------CTCCTTCGTACAGC--CGA-------TCCTT---CACT-G-C-----------------------------------------GTCGCG------------------------------------GGAATGA---------------------------

droEug1 scf7180000409533:552697-
552881 -

GAGA-------AGAAGCGCGCGCG--T-GGT-------------AA----------------------------------------G-----------------------------------------------------------------------------------TT-GGCATGCGGTTAGTGCGATCGGTGCACGGCGTAGTATGACATAAGTACTGGTTGTTTATTTAAAGGCACACCAGTACCTGATGTAATACTCAACCGTACAGACGCTG------CTCCTTGG-----------------------------G-T-A-T--------GGATGGATGGATGGCTG----TCCTTTACGTATCGCGA------------------------------------GGGCTG---------------------------

droBia1 scf7180000302041:37850-38019
-

GAG--------AGAGGCGCGCGCG--T-GGT-------------TT----------------------------------------G-------------------------------------------------------------------------------------GGGCATGCGGTTAGTGCGATCGGTGCACGGCGTAGTATGACATAAGTACTGGTTGTTGGATTTAAGGCACACCAGTACCTGATGTAATACTCAACCGTACAGACGCTG------CTCCTGGG-GCTGT--CG--------TCC-T---CAG----------------------------------------------GTGGTGC---------TGCT----------------------GCT-GGG---------------------------

droTak1 scf7180000414432:174034-
174204 -

GAG--------AGAAGCGCGCGCG--T-TTT---------------------------------------------------------------------------------------------TGGTT-----------------------TTCTTTTCTTTT-----GGT-GGCATGCGGTTAGTGCGATCGGTGCACGGCGTAGTATGACATAAGTACTGGTTGTTGGATTTAAGGCACACCAGTACCTGATGTAATACTCAACCGTACAGACGCTG------CTCCTTGG-----------------------------T-T-C-----------------------------------------CTCGCGT------------------------------------TGGCTG---------------------------

droEle1 scf7180000491023:1178488-
1178673 +

GGG--------AGAAGCGCGCGCG--T-GGA-------------TA----------------------------------------TATT--------------------------------------------------------TTAGT-TTCT-ATTTTGT----ATTT-TGCATGCGGTTAGTGCGATCGGTGCACGGCGTAGTATGACATAAGTACTGGTTGTTGGATTTAGGGCACACCAGTACCTGATGTAATACTCAACCGTACAGACGCTG------CTCCTTGG----GC--TGT-------TCCTT---CT--------------------------------------------CACGTCGCGA---------------------------------------GGG---------------------------

droRho1 scf7180000777097:73372-73553
+

GGG--------AGAAGCGCGCGCG--T-GGG------------------------------------------------------------------------------------TTTTTTTTTTGGTT----------------------------------------TTT-GGCATGCGGTTAGTGCGATCGGTGCACGGCGTAGTATGACATAAGTACTGGTTGTTAAGTTTAAGGCACACCAGTACCTGATGTAATACTCAACCGTACAGACGCTG------CTCCTTGG---------GC-------TCCTT---CA----------------------------------------------CGTCGCGA-----------------------------GGGATGGCGATGA---------------------------

droFic1 scf7180000454038:647522-
647701 -

GAG--------TAAAGCGCGCGCG--T-GGA-------------TT----------------------------------------G---------------------------------------------------------GTTTGGTTTTCTCGGGTTCT----GGTT-GGCATGCGGTTAGTGCGATCGGTGCACGGCGTAGTATGACATAAGTACTGGTTGTTCGATTTTAGGCACACCAGTACCTGATGTAATACTCAACCGTACAGACGCTG------CTCTCTTCTTTCGA--TTGGG-----TCCTT---CA---------------------------------------------------------------------------------------------------------------------------

droKik1 scf7180000302696:761519-
761706 -

GGG--------AGAAGCGCGCGCG--T-GTT-------------------------------------------------------G---------------------------------------------------------GCTTAGT-TGC--------------TTT-GGCATGCGGTTAGTGCGATCCGTGCACGGCGTAGTATGACATAAGTACTGGTTGTTGGATTTATGGCACACCAGTACCTGATGTAATACTCAACCGTACAGACGCTG---A-GCTCCTCCGATCTGCTCTGA--TCTGAT-CTG---CTGT-GGC-----------------------------------------G--GCG------------------------------------GCACT-G---------------------------

droAna3 scaffold_12929:2898564-
2898693 +

-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CATGCGGTTAGTGCGATCGGTGCACGGCGTAGTATGACATAAGTACTGGTTGTTGGATTAAAGGCACACCAGTACCTGATGTAATACTCAGCCGTACAGACGCC------------------------AG-------TTGTC---GAGT-G-T-----------------------------------------GTTTCC------------------------------------AGGATAT---------------------------

droBip1 scf7180000396740:80271-80508
+

ATG--------AAAAGCGCGCGCG--T-TTT-------------TTTTGAAAAGTAGGGATATTATTTTGAGGTCTGTTTTGGATATATTTTGAGGTATCTG-------------------------------------------------------------------GTT-GGCATGCGGTTAGTGCGATCGGTGCACGGCGTAGTATGACATAAGTACTGGTTGTTGGATTTAAGGCACACCAGTACCTGATGTAATACTCAACCGTACAGACGCCA------TTCATTGG-----------------------------TTG-TGTGTTTTCCAGG----------AGCAGTACATCC--AACACGACGCGT----------------------------------------AG---------------------------

dp5 XL_group1a:977946-978184 - GAT---------AAAGCGCGCGCGCCT-GGA-------------------------------------------------------------------TCTGGAGATGGCTTGGGCTTTGTCTTTGGCTTTGTCTTTGGCTTTGGCTTGGT------------------CTT-GGCATGCGGTTAGTGCGATCAGTGCACGGCGTAGTATAACATAAGTACTGGTTGTTGGATTTAAAGCACACCAGTACCTGATGTAATACTCAGCCGTACAGACGCTG------CTGGA---------------------TCCTG---GA------------------------------------------AACGCGTCGCGA--------------------------------------ATGGTTAGCGGAGTTGGCGGCTGCGAGTGGC
droPer2 scaffold_26:1092592-1092819

-
GAT---------AAAGCGCGCGCGCCT-GGA-------------------------------------------------------------------TCTGGAGATGGCTTGGGCTTTGTCTTTGGCTT------TGGCTTTGGCTTGGT------------------CTT-GGCATGCGGTTAGTGCGATCAGTGCACGGCGTAGTATAACATAAGTACTGGTTGTTGGATTTAAAGCACACCAGTACCTGATGTAATACTCAGCCGTACAGACGCTG------CTGGA---------------------TCCTG---GA------------------------------------------AACGCGTCGCGA--------------------------------------ATGGTTAGCGGAGTTGGCGGCTGCGA-----

droWil2 scf2_1100000004515:1592707-
1592850 +

ACGATGATG----AT--------------GA-------------------------------------------------------------------TCAGGA-------------------------------------------TGGT------------------G-TGGACATGCAGTTAGTGCGATCCGTGCACGGCGTAGTATGACATAAGTACTGGTTGTTGGATTAAAGGCACACCAGTACCTGATGTAATACTCAACCGTACAGGCGCTG------CC--A---------------------------------------------------------------------------------GCG------------------------------------GC--TGT---------------------------

droVir3 scaffold_12970:2049258-
2049479 -

GGGGAGACGAGGAGGGCGCGCGCG--T-GTGCGAACATAAACATTTTTGAAA----------------------------------G---------------------------------------------------------------------------------GCGT-GGCATGCGGTTAGTGCGCCCACTGCACGGCGTAGTATGACATAAGTACTGGTTGTTAGTTAAATGGCACACCAGTACCTGATGTAATACTCAACCGTACAGACGCTG------ATGCGGAT-------------GCTGATGCGG---CT-------------------------------------------------------GTTGATGCGGCTGCTATTAATGTTGATGCGGCTGGCATTTG---------------------------

droMoj3 scaffold_6359:3259728-
3259882 -

-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CATGCGGTTAGTGCGCCCACTGCACGGCGTAGTATGACATAAGTACTGGTTGTTAGTTAATTGGCACACCAGTACCTGATGTAATACTCAACCGTACAGACGCTG------ATGCTGAT-------------GCTGATG------CAG----------------------------------------------TTGCTGTTGTTGTTGTTGCTGTTGTTACTGTT--------------------------------------------

droGri2 scaffold_14853:6951654-
6951862 +

ACA--------CGAAACGCGGGCGCGC-GGG------TAATTATT-----------------------------------------------------------------------------------------------------------------TGTTTTGTAGGCGT-GGCATGCGGTTAGTGCGCCCACTGCACGGCGTAGTATGACATAAGTACTGGTTGTTGGTTAAATGGCACACCAGTACCTGATGTAATACTCAACCGTACAGACGCTTGTGATGCTGCTTCGGA------T----GCTGATGCTGATGCTG----------------------------------------------------------ATG---CTGCGATTA-------------------AGTTTAGCTGTTT-----------------
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396740:80271-80508
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:977946-978184
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_26:1092592-1092819
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004515:1592707-1592850
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:2049258-2049479
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6359:3259728-3259882
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:6951654-6951862


ID:

dme_295

Coordinate:

chrX:13175272-13175322 -

Confidence:

candidate

Class:

Canonical miRNA

Genomic Locale:

intron
[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [HDAC4-in]; intron [HDAC4-in]; intron [HDAC4-in]; intron [HDAC4-in]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ACTGTGCGTTTGTTGCTCCTCTCATTGGGCCGAAAAGTGGGGGGGTATAATGGGTGGGTTGGTGGGTCTGTACAGTGGGATCTACTGACTTTTGTCCCGGGCAGGCCCAGACCAACAACAAGAACATTGTCCATGGTCGTCAACGTTGCTT

***********************************..(((..((((....((((.((((((((((((((........))))))))))))))....)))).....))))...)))..***********************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V137

Male
aged
head

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V077

cold,
female
head

V085

CME
W2
wing
disc

V080

Starvation,
female head

V134

ML-
DmD8

V141

Heat_female_body

GSM609222

ML-DmBG1-
C1

V086

female
body,
aged

V073

mbn2

V074

S3

V138

Male
cold
body

SRR031692

Total
small
RNAs from
Oregon R

V127

G2

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V078

Desiccation,
female head

V125

ML-
DmD9

V146

S1
cell

GSM609234

CS Â male
total RNA
Â 

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR097866

Drosophila
S2-NP
cells

V147

1182-
4H
cell

GSM609223

male, one
day

GSE24545

CS ovary
total
RNA

V031

GM2
cell

V003

dsDcr-1
(katsutomo
RNA)

GSM609229

embryo 2-
6hr

V023

Dcr2
female
head

GSM286605

2-6h #1
(8)

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

GSM609217

MLDmD20c5

V136

Male
aged
body

GSM609251

aged
female
head

GSM609249

ML-DmD21
cell

V030

ML-
DmD8
cell

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V132

ML-
DmD32

V139

Cold_female_body

V079

Oxidation,
female
head

GSM609247

heat
female
head

SRR029633

total
small RNAs
from hen1
homozygous
flies

V091

fGS/OSS
total
Â 

V015

DreRFHV148h

GSM379063

Vasa
Heterozygote

GSM322219

2-4day
pupae #1

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

GSM609220

ML-DmD21
cell

GSM609238

embryo
14-24hr

V096

loqsKO/f00791
ovary

V148

mbn2

SRR010959

Ago3 IP in
heterozygotes

AGO3

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609221

1182-4H
cell

GSM609230

CS,ovary,AGO1IP

AGO1

GSM609224

female,
one day

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR001339

WT_females_non-
beta-eliminated

GSM609225

ML-DmBG3-
C2

GSM280083

dcr-2-/-
ovaries
(18-29nt)

GSM467730

Dmel_r2d2_sRNAseq

GSM272653

KC -48 #1

GSM360260

0-1d
Pupae (w)

GSM399110

KC-48 #2

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR014277

Ovary_rep1_NA_P

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR060645

yw67c23(2)_testes_total

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

GSM609219

GM2 cell

GSM343832

S2R+ cell

V022

ML-
DmD32
cell

GSM609250

ML-DmD32
cell

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM628272

ago2[414]
ovary
total RNA

V128

S3

V129

ML-
DmBG1-
c1

V131

ML-
DmD16-
c3

V133

Sg4

V135

CME
W2
(wing
disc
line)

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR001349

heterozygous_dcr-
2_untreated

GSM609227

CMEW1
Cl.8+
cell

GSM286602

male body

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V142

Oxidation_female_body
GSM371638

S2-NP

V144

OSC

GSM1528798

follicle
cells

GSM379065

Zuc
Heterozygote

GSM399100

Kc167
cell

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V145

S2-
DRSC

V008

S2-
DRSC

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR010953

Aub
heterozygotes,
oxidized

SRR001341

WT_males_non-
beta-
eliminated

SRR001343

dcr-2_non-
beta-
eliminated

SRR029032

r2d2
knockdown

SRR097867

Drosophila
S2-NP
cells

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1
GSM609235

CMEL1

GSM343833

S2R+ cell

V032

S1
cell

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

GSM343287

Drosophila
Toll 10b
mutant
embryos

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM609248

ML-DmD9
cell

V130

ML-
DmBG3-
c2

SRR060644

A2_ovaries_total

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

GSM399107

male body
#2

SRR001664

homozygous_dcr-
2_untreated

..................................................TGGGTGGGTTGGTGGGTC................................................................................... 18 0 1 56.00 56 0 12 0 4 4 3 1 2 0 0 2 1 3 0 1 1 1 0 0 1 0 0 2 0 0 1 0 0 0 0 0 0 1 1 0 0 1 0 0 1 1 1 0 0 0 0 1 0 1 0 0 0 0 1 0 0 0 0 1 0 1 0 1 1 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................ATGGGTGGGTTGGTGGGTC................................................................................... 19 0 1 30.00 30 0 1 0 1 1 0 1 0 0 0 1 0 0 0 2 0 0 2 0 0 0 0 0 2 1 0 1 1 1 1 0 0 0 1 0 1 0 1 1 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 1 1 0 1 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................ATGGGTGGGTTGGTGGGT.................................................................................... 18 0 2 29.50 59 0 18 0 2 1 2 1 1 0 0 0 0 0 0 0 0 2 1 1 0 0 0 0 1 0 3 0 1 1 0 0 0 1 0 0 2 0 2 2 0 0 1 0 0 0 1 1 3 1 1 1 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TGGGTGGGTTGGTGGGTCT.................................................................................. 19 0 1 6.00 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TGGGTGGGTTGGTGGGTCA.................................................................................. 19 1 1 3.00 3 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TGGGTGGGTTGGTGGGTA................................................................................... 18 1 17 1.76 30 0 6 0 4 0 3 0 0 0 0 0 0 2 0 0 0 3 0 0 0 1 0 0 1 0 0 0 0 0 2 0 0 0 1 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................ATGGGTGGGTTGGTGGGTT................................................................................... 19 1 4 1.25 5 0 1 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................ATGGGTGGGTTGGTGGGTCG.................................................................................. 20 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................GTGGGGGGGTATAATGGGTGGGTTG.......................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................ATGGGTGGGTTGGTGGGTCT.................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................TGGGGGGGTATAATGGGTGGGT............................................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................TTGGTGGGTCTGTACAGTGGG........................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................ATGGGTGGGTTGGTGGGTCA.................................................................................. 20 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................ACTGACTTTTGTCCCGGG.................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................CTACTGACTTTTGTCCCGGGC................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................ATTGGGCCGAAAAGTGGGGGGGT......................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................TGTACAGTGGGATCTACTGAT.............................................................. 21 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................TTGGGCCGAAAAGTGGGGT............................................................................................................ 19 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................AATGGGTGGGTTGGTGGGTCTG................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................ATTGGGCCGAAAAGTGGGGGG........................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TGGGTGGGTTGGTGGGT.................................................................................... 17 0 3 0.67 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TGGGTGGGTTGGTGGGTCG.................................................................................. 19 1 3 0.33 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TGGGTGGGTTGGTGGGTCAA................................................................................. 20 2 18 0.11 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TGACACGCAAACAACGAGGAGAGTAACCCGGCTTTTCACCCCCCCATATTACCCACCCAACCACCCAGACATGTCACCCTAGATGACTGAAAACAGGGCCCGTCCGGGTCTGGTTGTTGTTCTTGTAACAGGTACCAGCAGTTGCAACGAA

***********************************..(((..((((....((((.((((((((((((((........))))))))))))))....)))).....))))...)))..***********************************
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..........................................................................................................GGTCTGGTTGTTGTTCTTGTA........................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chrX:13175221-13175372 - dme_295 ACTGTGCGTTTGTTGCTCCTCTCATT--GGGCCGAAAAGTGGGGGGGT------------------------------ATAATGGG----------TGGGTTGGT---------------G--GGTCTGTACAGTGGGA------------TCT--ACTGACTT-------TTGTCCCGGGC-----------------------------AGG-CC----------CA-GACCAACAACAAG---------AACATTGTCCATGGTCG-----TCAACGTTG----CTTT
droSim2 x:12520101-12520250 - ACTGTGCGTTTGTTGCTCCTCTCATT--CGGCCGAAAAGTGGGGGGGT------------------------------TTAATGGG----------GGG--TGGT---------------G--GCTCTGTACAGTGGGA------------TCT--ACTAACTT-------TTGTCCCGGGC-----------------------------AGG-CC----------CA-GACCAACAACAAG---------AACATTGTCCATGGTCG-----TCAACGTTG----CTTT
droSec2 scaffold_21:930522-930671

-
ACTGTGCGTTTGTTGCTCCTCTCATT--CGGCCGAAAAGTGGGGGGGT------------------------------TTAATGGG----------AGG--TGGT---------------G--GCTCTGTACAGTGGGA------------TCT--ACTAACTT-------TTGTCCCGGGC-----------------------------AGG-CC----------CA-GACCAACAACAAG---------AACATTGTCCATGGTCG-----TCAACGTTG----CTTT

droYak3 X:7452453-7452607 - ACTGTGCGTTTGTTGCTCCTCTCGTT--CGCCCGAACAGAGGG-GGATTCACCGGGGGGCGT-----------------------------------GG--TGGT---------------G--GCTCTGTACAGTGGGA------------TCT--ACTAACTTT------TTGTCCCGGGC-----------------------------AGG-CC----------CG-GAACAACAACAAG---------AACATTGTCCATGGTCG-----TCAACGTTG----CTTT
droEre2 scaffold_4690:13698637-

13698777 +
ACTGTTCGTTTGTTGCTCCTCTCATT--GGGTC---------------------------GT-----------------------CGGAGGAGGGGGGG--TTGT---------------T--TCTCTGTACAGTGGGA------------CCT--ACTAACTTT------TTGTCCCGGGC-----------------------------AAG-CC----------CA-GAACAACAACAAG---------AACATTGTCCATGGTCG-----TCAACGTTG----CTTT

droEug1 scf7180000409110:1643362-
1643515 -

ACTGTGCGTTTGTTGCTCCTCTCGGCGGAGGTGGAAAAGTGGGT-----------------------------------------------------GG--TGGT-------------GTGGGGCTCTACACAGTGGGA------------TCT--ACTAACTTTT----TTTGTCCCGGGC-----------------------------AGG-AC-----GAC--GA-GAACAACAACAAG---------AACATTGTCCATGGTCGGGTCGTCAACGTTG----CTTT

droBia1 scf7180000302421:1718640-
1718767 -

ACTGTGCGTTTGTTGCTCCTCTCGGG--CGGTTGATACGGGCGGA-----------------------------------------------------G--GGGT---------------G--CGCCTGTACAGTGGGA------------TCT--ACTAACTTT------TTGTCCCGGGC-----------------------------AGG-CC----------GA-GAGCAACAACAAG---------AACGTTGTCCATGGTCGGGT-------------------

droTak1 scf7180000414113:103028-
103172 -

ACTGTGCGTTTGTTGCTCCTCTCGGC--TGGGTTGAAAGGGGGTGGGT------------------------------TG-----------------GT--TGGTTGCTTGCTTG-----G--ATGGTGTACAGTGGGA------------TCT--ACTAACTTTT-----TTGTCCCGGGC-----------------------------AGG-CC----------GA-GAGCAACAACAAG---------AACATTGTCCATGGTCGGGT-------------------

droEle1 scf7180000491001:1854813-
1854971 +

ACTGTGCGTTTGTTGCTCCTTTCGGG--CGGTTAAAAAGGTTGTGGGT------------------------------TTGGCGTGAG--------AGG--CGCG---------------G--GGGTTGTACAGTGGGA------------TCT--ACCAACTTTT-----TTCTCCCGGTC-----------------------------TGG-CC----------GA-GAACAACAACAAG---------AATATTGTCCATGGTCGGGTCGTCAACGTCG----CTTT

droRho1 scf7180000779333:965924-
966069 -

ACTGTGCGTTTGTTGCTCCTTTCGGG--TGGTTAAAAAGGTGGTAGGT------------------------------ATGA--------------------------------------G--GGCCTATACAGTTGGA------------TCT--ACTAACTTTT-----TTGTCCCGGGC-----------------------------AGG-CC----------GA-GAACAACAACAAG---------AACGTTGTCCATGGTCGGGTCGTCAAAGTCT----CTTT

droFic1 scf7180000454050:1156067-
1156229 -

ACTGTGCGTTTGTTGCTCCTCCTGGG--TGGTTGAAAAATGGGGCGGT------------------------------G------------------GG--TGTTTTTTT--TTGGGGGTGAGGTCGTGTACAGTGGGA------------TCT--ACTAACTTT------TTGTCCCGGGC-----------------------------AGA-CC----------GA-GAACAACAACAAG---------AACATTGTCCATGGTCGGGTCGACCAAGTTG----CTCT

droKik1 scf7180000302230:98396-
98522 -

ACTGTGCGTTTGTTGCTCCTGTTTGG--TGG------------------------------------------------------------------------------------------------TGTAGACTGGGACAGT----GCTGCCT--ACTAACTTT------TTGTCCCGGGC-----------------------------TGG-CC----------GA-GAACAACAACAAG---------AACATTGTCCATGGTCGGGTCGTCAACGTCT----CTTT

droAna3 scaffold_13117:3967438-
3967634 +

dan_217 ACTGTGCGTTTGTTGCTTCTGCTTCA--TGGTCTAGAGGTGGGTAGGG------------------------------TG----GT----------A-G---------------------G--GGGGGCTACAGTGGGACAATAACCACTGCCT--ACTGGCTTTCGAGTAACGTCCCGGGCCAGAAGCAGCCCCAGTCCCAGTCCCAGCTGGG-TCAAAA-AATAAC---AGCAACAACAA---CATAAAGCACATTGTCCATGGTCGGTT----------C----TCTT

droBip1 scf7180000396383:410323-
410509 -

ACTGTGCGTTTGTTGCTCCTGTTTCG--GGGGC---------------------------GTGGCGGCGGCGGCGGCGGC-----GTC-------------GGGT---------------G--CGGGGGTACAGTGGGACAA---CCACTGCCTACACTAGCCTTC-----GGGTCCTCG-----------------------TCCCAGCTGGG-TCAAAATAACACC---AGCAACAACAAAAACATAAAGTATATTGTCCATGGTCGGGTCGG-----GTGGGGTCTGG

dp5 XL_group1a:907109-907168
-

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCCCGGGC-----------------------------AGAGCC----------GAGGAACAACAACAGG---------CACATTGTCCATGGTCGCG---TCGACGC------CTCT

droPer2 scaffold_26:1020099-
1020158 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCCCGGGC-----------------------------AAAGCC----------GAGGAACAACAACAGG---------CACATTGTCCATGGTCA-----ACGCCTCTG----CTCT

droVir3 scaffold_12928:2192500-
2192525 +

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AACAACAAG---------AACATTGTCCATGGTCG----------------------

droMoj3 scaffold_6473:13973867-
13973892 +

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AACAACAAG---------AACATTGTCCATGGTCG----------------------

Generated: 09/09/2015 at 02:07 AM
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http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_217.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396383:410323-410509
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:907109-907168
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_26:1020099-1020158
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12928:2192500-2192525
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:13973867-13973892
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No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ATCTAGCACTAATGTAAGTAATGTATTTATATGCTATTTAAGAATGTCTGATAAATGGCTACAAGTGTTGCCTTTTGCGTTCTGTAAGTCTTATCGTCGTAATCAGAGACGATTAGCCAGCCATTCGTGCAATGCTTGTAACTGGTTTATAATTCGAATCCCAAAGTCATCGAAAGTGAAACCAAAAATATGCGTGTGTTTTAAA

**************************************************...........((((((((((.....(((....((..((...((((((.........))))))..))..))....)))))))))))))*******************************************************************
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Dessication_female_body

SRR097865

Drosophila
S2-NP
cells

GSM272653

KC -48 #1

GSM609224

female,
one day

V128

S3

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR010953

Aub
heterozygotes,
oxidized

GSM628272

ago2[414]
ovary
total RNA

V146

S1
cell

SRR097867

Drosophila
S2-NP
cells

V086

female
body,
aged

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609237

ago2[414]
ovary
total RNA

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V080

Starvation,
female head

SRR010954

Aub trans-
heterozygotes,
oxidized

V096

loqsKO/f00791
ovary

GSM280082

WT
ovaries
(18-29nt)

GSM379058

Piwi
Heterozygote

GSM379061

Squ
Heterozygote

GSM379064

Vasa
Mutant

GSM467731

Dmel_loq_sRNAseq
GSM385822

OSS_s8

GSM286613

0-1hr #1
(A)

GSM322219

2-4day
pupae #1

GSM272651

S2-
48,+48,
KC-48,
+48 mix

SRR010956

Piwi IP in
Ago3
heterozygotes

SRR010960

wt,
oxidized

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR014275

Ovary_rep1_LK_P

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR014280

Ovary_rep1_w1118_P

SRR060644

A2_ovaries_total

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRR060648

A2_ovaries_FLAG-
Aub

SRR060653

hs-Penelope_
ovaries_total

SRR065800

zuc_H-
Y_ovaries

SRR065801

zuc_het(H-
Y)_ovaries

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM609239

IR- 2-
18hr

GSM609219

GM2 cell

GSM343832

S2R+ cell

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V079

Oxidation,
female
head

GSM609225

ML-DmBG3-
C2

SRR097866

Drosophila
S2-NP
cells

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM371638

S2-NP

V003

dsDcr-1
(katsutomo
RNA)

V037

Felix
sample
+mirtrons

GSM609230

CS,ovary,AGO1IP

AGO1

GSM280087

S2cell
(AGO2IP)

AGO2

GSM379053

Aub
Mutant

GSM609241

s2+48 #1

V008

S2-
DRSC

V038

Felix
sample
S2
only

GSM609234

CS Â male
total RNA
Â 

GSM609235

CMEL1

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V129

ML-
DmBG1-
c1

GSM609242

s2+48 #2

GSM609243

KC+48 #1

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

V126

CME
L1

SRR029633

total
small RNAs
from hen1
homozygous
flies

V015

DreRFHV148h

SRR031692

Total
small
RNAs from
Oregon R

GSM609244

KC+48 #2

GSM609220

ML-DmD21
cell

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR029028

untreated
(mock)

V132

ML-
DmD32

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

SRR029031

loqs-ORF
knockdown

GSM609229

embryo 2-
6hr

V032

S1
cell

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR001347

ago2_untreated

SRR060652

hs-
Penelope_testes_total

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

GSM379063

Vasa
Heterozygote

GSM399105

disk #2

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609250

ML-DmD32
cell

GSM286602

male body

GSM609240

IR+ 2-
18hr

GSM609247

heat
female
head

V135

CME
W2
(wing
disc
line)

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

GSM399101

kc167
cell

.................................................................TGTTGCCTTTTGCGTTCTGTAAGTC................................................................................................................... 25 0 1 10.00 10 4 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................TGTTGCCTTTTGCGTTCTGTAAGTCT.................................................................................................................. 26 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................TTTATAATTCGAATCCCAAAGTCATC.................................. 26 0 1 4.00 4 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................GCTATTTAAGAATGTCTGATAAAT..................................................................................................................................................... 24 0 1 4.00 4 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TACAAGTGTTGCCTTTTGCGTTCTG......................................................................................................................... 25 0 1 3.00 3 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................CCAAAGTCATCGAAAGTGAAACCAAA................... 26 0 1 3.00 3 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................CGTTCTGTAAGTCTTATCGTCGTAAT...................................................................................................... 26 0 1 3.00 3 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................TTCTGTAAGTCTTATCGTCGTAATC..................................................................................................... 25 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................TGTCTGATAAATGGCTACAAGTGTTGC...................................................................................................................................... 27 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................GCTTGTAACTGGTTTATAATTCGAA............................................... 25 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................TAAGAATGTCTGATAAATGGCTACAAGT........................................................................................................................................... 28 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................TATTTATATGCTATTTAAGAATGTC............................................................................................................................................................. 25 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................TTGCGTTCTGTAAGTCTTAT............................................................................................................... 20 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................TAATCAGAGACGATTAGCCAGCCA.................................................................................. 24 0 1 2.00 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................CCTTTTGCGTTCTGTAAGTCTTATCG............................................................................................................. 26 0 1 2.00 2 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................TGCCTTTTGCGTTCTGTAAGTCTTATCG............................................................................................................. 28 0 1 2.00 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................TCGAAAGTGAAACCAAAAATATGCGTG......... 27 0 1 2.00 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................AGTGAAACCAAAAATATGCGTGTGTTT.... 27 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................TAATCAGAGACGATTAGCCAGCCATT................................................................................ 26 0 1 2.00 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................TTGCCTTTTGCGTTCTGTAAGTCT.................................................................................................................. 24 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................GCTACAAGTGTTGCCTTTTGCGTTCTG......................................................................................................................... 27 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................TTCTGTAAGTCTTATCGTCGTAATCAGA.................................................................................................. 28 0 1 2.00 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................AGTGAAACCAAAAATATGCGTGTGT...... 25 0 1 2.00 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................TCCCAAAGTCATCGAAAGTGAAACC...................... 25 0 1 2.00 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................GACGATTAGCCAGCCATTCGTGCAAT........................................................................ 26 0 1 2.00 2 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................TTTTGCGTTCTGTAAGTCTTATCGTCG.......................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................TTTTGCGTTCTGTAAGTCTTATCG............................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................TTTATAATTCGAATCCCAAAGTCAT................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................CGTAATCAGAGACGATTAGCCAGCCAT................................................................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................GACGATTAGCCAGCCATTCGTGCAA......................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................TTATAATTCGAATCCCAAAGTCATC.................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................CCATTCGTGCAATGCTTGTAACTGG............................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................TCCCAAAGTCATCGAAAGTGAAACCAAA................... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................................CCAAAAATATGCGTGTGTT..... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................................AAAAATATGCGTGTGTTTT... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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............................................................................................................................TCGTGCAATGCTTGTAACTGGTTTATA...................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................AGAGACGATTAGCCAGCCAT................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................GCCATTCGTGCAATGCTTGTAACTGGT........................................................... 27 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................TCTGATAAATGGCTACAAGTGTTGC...................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................CTACAAGTGTTGCCTTTTGCGTTC........................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................GTGTTGCCTTTTGCGTTCTGTAAGTC................................................................................................................... 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................TATATGCTATTTAAGAATGTCTGATA........................................................................................................................................................ 26 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................TTAGCCAGCCATTCGTGCAATGCT..................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................................................TCCCAAAGTCATCGAAAGT............................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................TCTGTAAGTCTTATCGTCGTAATCAGA.................................................................................................. 27 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................................................................ACCAAAAATATGCGTGTGTTTT... 22 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................TTTAAGAATGTCTGATAAATGGCTACAAGT........................................................................................................................................... 30 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................AGCCATTCGTGCAATGCTTGTA................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................ATCAGAGACGATTAGCCAGCCATTCGTGC........................................................................... 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................TTCTGTAAGTCTTATCGTCGTAATCAGAA................................................................................................. 29 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................TGCTATTTAAGAATGTCTGATAAAT..................................................................................................................................................... 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................TCGTGCAATGCTTGTAACTGGTTTA........................................................ 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................TTCGTGCAATGCTTGTAACTGGTT.......................................................... 24 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................................GAAACCAAAAATATGCGT.......... 18 0 2 1.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................................GAAACCAAAAATATGCGTG......... 19 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TAGATCGTGATTACATTCATTACATAAATATACGATAAATTCTTACAGACTATTTACCGATGTTCACAACGGAAAACGCAAGACATTCAGAATAGCAGCATTAGTCTCTGCTAATCGGTCGGTAAGCACGTTACGAACATTGACCAAATATTAAGCTTAGGGTTTCAGTAGCTTTCACTTTGGTTTTTATACGCACACAAAATTT

*******************************************************************...........((((((((((.....(((....((..((...((((((.........))))))..))..))....)))))))))))))**************************************************
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.........................................................................................................CTCTGCTAATCGGTCGGTAA................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................................GGTTTATACGCACACAAA.... 18 2 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:4498521-4498725 + dme_413 ATCTAGCACTAATGTAAGTAATGT-----ATTTATATGCTATTTAAGAATGTCTGATAAATGGCTA-----CAAGTG--TT-GCCTTTTGCGT--TCTGTAAGT-------CTTATCGTCGTAATCAGAGACGATTAGCCAGCCATTCGTGCAATGCTTGTAACTGGTTTATAATTC---GAATCCCAAAGTCATCGAAAGTGAAACCAAAAATATGCGT----GTGTTTTAAA-
droSim2 2r:5309660-5309851 + dsi_32 ATCTAGCACTAATGTAAGTAATGT-----ATTTATATGCTCTTTAAGAATGTCTGATAAATGGCTA-----CAAGTG--TT-GCCTCTCGAGT--TCTGTAAGT-------CTTATCGTCGTAATCAGAAACGATTAGC-------------AATGCTTGTAACTGGTTTATAATTC---GAATCCCAAAGTCATCGAAAGTGAAACCAAAAATATGCAT----GTGTATTAAA-
droSec2 scaffold_1:2140371-2140562 + dse_112 ATCTAGCACTAATGTAAGTAATGT-----ATTTATATGCTGTTTAAGAATGTCTGATAAATGGCTA-----CAAGTG--TT-GCCTCTCGAGT--TCTGCAAGT-------CTTATCGTCGTAATCAGAAACGATTAGC-------------AATGCTTGTAACTGGTTTATAATTC---GAATCCCAAAGTCATCGAAAGTGAAACCAAAAATATGCAT----GTGTATTAAA-
droYak3 2L:17155116-17155309 + ATCTGGTTCT-----AAGTAATGT-----ATTTATATGCTATTTAATAATGTCTGATAAATGGCTA-----CAAGTG--TT-GCCTCTCAAGT--TCTGTAAGT-------CTTATCGTCGTAATCA--AACGATTAGC----CATTTGTGGAATGCTTGTAACTGGTTTATAATTC---GAATCCCAAAGTCATTGAAAGTGAAACCAAAAATATACAT----GTGTATAAAA-
droEre2 scaffold_4929:18141552-

18141749 -
der_1528 ATCTAGAGCT-----TAGTAATGT-----ATTTATACGCTATTTAAGATTGTCTGATAAATAGCTA-----CAAGTG--TT-GCCTCTTAGGT--TCTGTAAGT-------CTTATCGTCATAGTTA--ATCGATTAGCCAGCCGTTTGTGGAACGCTTGTAACTGGTTTATAATTT---GAATCCCAAAGTCATCGAAAGTGAAACCAAAAATATACAT----GTGTATTAAA-

droEug1 scf7180000409183:156728-
156931 +

ATCTATTACT-----AAGTAAACT-----ATTTATTTTCTATTTAAGAATGTCTGATAAATGGCTC-----CAAGTG--TT-GCTACTCAAGTGGTCTGTAAGC-------CTTATCGTTGTAATCA--GACGATTAGCTGGCCATTTGTAGAATGCTTGTAACTGGTTTATGATTC---GAATGCCAAAGTCATTGAAATTGAAACCAAAAATATATAGCCATGTATATTTAA-

droBia1 scf7180000302291:2404229-
2404433 +

ATCTACCACT-----AAGTAATTT-----ATTTATTTTCTATTTAAGAGTGTCTGATAATTGGCTA-----CAGGTG--TT-GCTTCTCATGT--TCTGTAAGCGAGTTCTGTTATCGTCGTAATCA--GACGGTTAGCCGGCCATTTGTAGAATGCATGTAACTGGTTTATGAGCC---GGATCCCAAAGTCATTGAAAGTGAAACCAAAAATATACAA----ATGTATTTAG-

droTak1 scf7180000415401:1229803-
1229992 -

ATCTAGCACT-----AAGTAATGT-----ATTTATTTGCTATTTAAGAATGTCTGATAAATGGCCA--------------------CTCAAGT--TCTGTAAGC-------GTTATCGTCGTAGTCA--AACGATTAGCTGGCCATTTGTTGAATGCCTGTAACTGGTTTACGAGCC---GGATCCAAAAGTCATTGAAAGTGAAACCAAAAATGTATACATTTATGTATTGAA-

droEle1 scf7180000491240:1347744-
1347928 +

ATCTAGCACT-----AAGTAATGTACAATATTTATTTGCTGTTCAAGAGCGTCTGATAAATGGCCA-----CAAGTGTGTT-GCTTTTCAAGT--TCTGTAAGC-------TTTATC---------A--GACGATTAGCC-------------ACGCTTGTAACTGGTTTACGAGTCGC-AGAACCCAAAGTCATTGAAAGTGAAACCAAAAATATACAT----ACATATGCAT-

droRho1 scf7180000779971:31240-31437
+

ATCTAGCACT-----TAGTAATGT-----ATTTATTTGCTATTTAAGAATGTCTGATAAATGGCTA-----CAAATG--TT-ACTTTTTAAGT--GCTGTAAAC-------TTTATCGTCTTAATCA--GTCGATCAGCTAGCCGTTAGCAAAATGCTTGTAACAGGTTTATAAGTC---AAAACCCAAAGTCATTGAAAGTGAAACCAAAAATATACAT----GTGTATTAAA-

droFic1 scf7180000453851:1827075-
1827267 -

ATCTAGCACT-----AAGTAATGT-----ATTTATTTGCTATTTAAGAATGTCTGATAAATGGCTA-----CAAGTG--TT-GC-TCTCAAGT--TCTGTAAGC-------TTTATCGTCGTAATCG--ATCGATTAGC----CGCTCGTTGAATACTTGTAACTGGTTTATGAGTC---GAAACCCAAAGTCATTGAAAGTGAAACCAAAAATATACAT----ATTTATTAAA-

droKik1 scf7180000302277:360630-
360830 +

ATCTAAC-CTAA---GTATAATGT-----ATTTATTTACAGGCCAAGTGTGTCTGATAACTAGCTG-G---CAAGTG--TT-GCTTCTCAAGT--TCTGTAAGC-------TTTATCGCCGTAATCG--GACGATTAACTGGCCATTAGTTGAATGCTTGTAACTGGTTTACGAGCC---AGAACCCAAAGTCATTGAAAGTGAAACCAAAAATACAACT----ATTTGTAAGGT

droAna3 scaffold_13266:1507592-
1507708 -

ATCTAGCACT-----AAGTAATCT-----ATTTATTTAGAATTTAAGTGAAACTGATAGAGGGCCA-----GAG------------------------------------------------------------------TGCCGTTTAAGGA-----------------------------ATTCTTAAAGCAAAGAAAGTGAAACCAAAAATGTAT-------TGTTTTAAA-

droBip1 scf7180000396730:2502009-
2502068 -

ATCTAGCAAT-----AAGTAATCT-----ATTTATTTAGACTCTAAGTGGAACTGATAGATGGCCA-----GAGG----------------------------------------------------------------------------------------------------------------------------------------------------------------

dp5 3:5373269-5373467 - ATCTAGCACT-----AAGTAATGT-----ATTTATTTACTATTTAAGTATGTCTGTTATATGGCCTGGCCCCTAGAG--TTCGCTGCTTGAGT--TCAGTATGC-------TTAATCGCGATAATCG--AGCGATTAGGTTTCCATTAACCGAATGGTTGTAACTTGCTGTTGTGCTGTCG-----AAATGTCATTGAAAGTGAAACCAAGTATA--CAT----ATGTA-CAAA-
droPer2 scaffold_2:5578593-5578791 - ATCTAGCACT-----AAGTAATGT-----ATTTATTTACTATTTAAGTATGTCTGTTATATGGCCTGGCCCCTAGAG--TTCGCTGCTTGAGT--TCAGTATGC-------TTAATCGCGATAATCG--AGCGATTAGGTTTCCATTAACCGAATGGTTGTAACTTGCTGTTGTGCTGTCG-----AAATGTCATTGAAAGTGAAACCAAGTATA--CAT----ATGTA-CAAA-
droWil2 scf2_1100000004512:2562402-

2562439 +
AGACAACATT----TAAGTAATCT-----ATTTATTTATTATTTAAG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:2140371-2140562
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_112.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:17155116-17155309
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:18141552-18141749
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1528.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409183:156728-156931
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302291:2404229-2404433
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415401:1229803-1229992
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491240:1347744-1347928
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779971:31240-31437
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453851:1827075-1827267
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302277:360630-360830
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:1507592-1507708
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396730:2502009-2502068
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:5373269-5373467
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:5578593-5578791
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004512:2562402-2562439
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Predicted structure

Show Alternate Folds

Flybase annnotation

Antisense to ncRNA [CR43651-RB]; Antisense to transposable_element_insertion_site [P{GawB}NP2274]; Antisense to pre_miRNA [mir-14-RM]; Antisense to ncRNA [CR43651-RA]; Antisense to miRNA [mir-14-RA]; transposable_element_insertion_site [PBac{WH}f06246]
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hide 3p reads  show mid mismatch reads

CATCACAAAACTATGGTTTTCTTGTGCCATGATGATACGCCCGCAATTTGTATAGGAGAGAGAAAAAGACTGACTATTTAATAAGCACAGTGAGTCCCCGTCTCGCTCCCACATAGGTTGCAGTACGTTACGTTGTTGTTGGTGCTGGCTGATAAATAATGAA

***********************************.(((...(((((((((...((((.((((....((((.(((.............))).))))....)))).))))...)))))))))....)))***********************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V138

Male
cold
body

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM609222

ML-DmBG1-
C1

V008

S2-
DRSC

GSM371638

S2-NP

GSM609229

embryo 2-
6hr

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V079

Oxidation,
female
head

SRR010959

Ago3 IP in
heterozygotes

AGO3

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V073

mbn2

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR001664

homozygous_dcr-
2_untreated

GSM609217

MLDmD20c5

V125

ML-
DmD9

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR031692

Total
small
RNAs from
Oregon R

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

V136

Male
aged
body

V032

S1
cell

V141

Heat_female_body

GSM628272

ago2[414]
ovary
total RNA

GSM609238

embryo
14-24hr

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR001339

WT_females_non-
beta-eliminated

V129

ML-
DmBG1-
c1

GSM379050

Armi
Heterozygote

GSM385748

OSS_s6

SRR010960

wt,
oxidized

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR060652

hs-
Penelope_testes_total

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM399101

kc167
cell

V096

loqsKO/f00791
ovary

V126

CME
L1

V132

ML-
DmD32

V139

Cold_female_body

V147

1182-
4H
cell

V148

mbn2

GSM343832

S2R+ cell

GSM609223

male, one
day

V091

fGS/OSS
total
Â 

V086

female
body,
aged

SRR001347

ago2_untreated

V092

dcr-
2[G31R]
male
total
RNA Â 

V145

S2-
DRSC

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM609224

female,
one day

SRR029033

lacZ
knockdown

GSM286601

male head

SRR023402

total RNA
extracted
from NLS-
P19 cells

GSM609248

ML-DmD9
cell

GSM609237

ago2[414]
ovary
total RNA

GSM609234

CS Â male
total RNA
Â 

SRR001349

heterozygous_dcr-
2_untreated

V146

S1
cell

V137

Male
aged
head

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR029028

untreated
(mock)

V036

ML-
DmD20c5
cell

SRR001348

ago2_oxidized

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

GSM240749

female
head

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

SRR032092

mock
oxidized

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR014275

Ovary_rep1_LK_P

SRR060650

A1_testes_total
GSM609235

CMEL1

GSE24545

CS ovary
total
RNA

GSM322245

3rd
instar #1

GSM286602

male body

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

V133

Sg4

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

GSM609225

ML-DmBG3-
C2

GSM609251

aged
female
head

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM272652

S2 -48
Biological
Replicate
#1

SRR001343

dcr-2_non-
beta-
eliminated

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR060644

A2_ovaries_total

V077

cold,
female
head

V142

Oxidation_female_body

.....................................................AGGAGAGAGAAAAAGACTGAC......................................................................................... 21 0 1 6.00 6 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................TAGGAGAGAGAAAAAGACTGACT........................................................................................ 23 0 1 4.00 4 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................AGGAGAGAGAAAAAGACTGACT........................................................................................ 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................GGAGAGAGAAAAAGACTGACT........................................................................................ 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................TTACGTTGTTGTTGGTGCTGG............... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................TCTTGTGCCATGATGATACGC........................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................TTACGTTGTTGTTGGTGCTG................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................TGTATAGGAGAGAGAAAA................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................CACATAGGTTGCAGTACGTTA................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................TAGGAGAGAGAAAAAGACTGAC......................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........TATGGTTTTCTTGTGCCATGATGATA.............................................................................................................................. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................TAGGAGAGAGAAAAAGACTGAA......................................................................................... 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................GCCCGCAATTTGTATAGGAGAG....................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................CAGTACGTTACGTTGTTGTTG...................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................ACGTTACGTTGTTGTTGGTG................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................ATTTGTATAGGAGAGAGAAAA................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................ATAGGTTGCAGTACGTTACGT.............................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................ATAGGAGAGAGAAAAAGACTGA.......................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................TACGCCCGCAATTTGTATAGGA.......................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................TAAGCACAGTGAGTCCCCGTC............................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................CGCAATTTGTATAGGAGAGAG..................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................CAGTGAGTCCCCGTCTCGCTC....................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................TAGGTTGCAGTACGTTACGTT............................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................CGTTACGTTGTTGTTGGTGCT................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................TACGTTGTTGTTGGTGCTGGC.............. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............TGGTTTTCTTGTGCCATGATG................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................CATAGGTTGCAGTACGTTACGT.............................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................GAGTCCCCGTCTCGCTCCCG.................................................... 20 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GTAGTGTTTTGATACCAAAAGAACACGGTACTACTATGCGGGCGTTAAACATATCCTCTCTCTTTTTCTGACTGATAAATTATTCGTGTCACTCAGGGGCAGAGCGAGGGTGTATCCAACGTCATGCAATGCAACAACAACCACGACCGACTATTTATTACTT

***********************************.(((...(((((((((...((((.((((....((((.(((.............))).))))....)))).))))...)))))))))....)))***********************************
Read
size

#
Mismatch

Hit
Count Total Norm Total

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM399110

KC-48 #2

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609242

s2+48 #2

GSM361908

s2-48
Biological
Replicate
#2

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609241

s2+48 #1

SRR001349

heterozygous_dcr-
2_untreated

GSM322543

male head
#1

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR001347

ago2_untreated

SRR031692

Total
small
RNAs from
Oregon R

SRR001664

homozygous_dcr-
2_untreated

GSM272652

S2 -48
Biological
Replicate
#1

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM467729

Dmel_wt_sRNAseq

SRR001338

IR_non-
beta-
eliminated

GSM467730

Dmel_r2d2_sRNAseq

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM272653

KC -48 #1

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM322533

female
head #1

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM399107

male body
#2

GSM240749

female
head

V008

S2-
DRSC

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM286604

0-1h #3
(7)

V080

Starvation,
female head

GSM609251

aged
female
head

GSM609250

ML-DmD32
cell

GSM467731

Dmel_loq_sRNAseq

GSM609244

KC+48 #2
GSM385744

OSS_s2

GSM385748

OSS_s6

V146

S1
cell

GSM360262

0-2d
pupae

GSM272651

S2-
48,+48,
KC-48,
+48 mix

V125

ML-
DmD9

GSM399106

female
body #2

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V147

1182-
4H
cell

GSM385822

OSS_s8

GSM609243

KC+48 #1
GSM385821

OSS_s7

GSM322219

2-4day
pupae #1

V148

mbn2

GSM609218

Sg4

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

V077

cold,
female
head

V078

Desiccation,
female head

V079

Oxidation,
female
head

V137

Male
aged
head

V145

S2-
DRSC

V015

DreRFHV148h

GSM286601

male head

V032

S1
cell

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR001339

WT_females_non-
beta-eliminated

GSM609247

heat
female
head

GSM313163

dcr-2
heterozygous,
untreated

V012

Dcr2 male
(Katsutomo,
whole fly?)

V036

ML-
DmD20c5
cell

V034

ML-
DmD16c3
cell

GSM313162

dcr-2
homozygous,
untreated

V096

loqsKO/f00791
ovary

SRR001345

ago2_non-
beta-
eliminated

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1
GSM609235

CMEL1

V014

DTT
8h

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

GSM360260

0-1d
Pupae (w)

GSM286605

2-6h #1
(8)

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

GSM399101

kc167
cell

GSM609219

GM2 cell

GSM286613

0-1hr #1
(A)

V131

ML-
DmD16-
c3

V074

S3

V037

Felix
sample
+mirtrons

GSM609248

ML-DmD9
cell

V006

r2d2 female:
possibly
heterozygous

GSM609230

CS,ovary,AGO1IP

AGO1

GSM286602

male body

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

GSM609249

ML-DmD21
cell

GSM609220

ML-DmD21
cell

V126

CME
L1

SRR001341

WT_males_non-
beta-
eliminated

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

V128

S3

V133

Sg4

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

GSE24545

CS ovary
total
RNA

SRR001348

ago2_oxidized

V085

CME
W2
wing
disc

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

GSM364902

12-24hr
embryo

V038

Felix
sample
S2
only

V031

GM2
cell

SRR001343

dcr-2_non-
beta-
eliminated

GSM609221

1182-4H
cell

V132

ML-
DmD32

V138

Male
cold
body

V022

ML-
DmD32
cell

GSM628272

ago2[414]
ovary
total RNA

GSM609227

CMEW1
Cl.8+
cell

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V127

G2

V136

Male
aged
body

V030

ML-
DmD8
cell

SRR029030

dcr-2
knockdown

V134

ML-
DmD8

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

SRR097865

Drosophila
S2-NP
cells

GSM609217

MLDmD20c5

S6

0-1,2-
6,6-
10h
embryo

SRR032094

ago2
knockdown

SRR060643

A2_testes_total

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V073

mbn2

SRR029028

untreated
(mock)

GSM286603

female
body

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

GSM322245

3rd
instar #1

SRR029032

r2d2
knockdown

GSM399105

disk #2
V144

OSC

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

SRR060644

A2_ovaries_total

SRR097866

Drosophila
S2-NP
cells

GSM343832

S2R+ cell

GSM371638

S2-NP

GSM609225

ML-DmBG3-
C2

GSM609234

CS Â male
total RNA
Â 

GSM379060

SpnE
Heterozygote

V142

Oxidation_female_body

SRR014275

Ovary_rep1_LK_P

SRR029029

dcr-1
knockdown

V023

Dcr2
female
head

GSM286607

6-10h #1
(10)

GSM343833

S2R+ cell

GSM286611

6-10h #2
(11)

V140

Dessication_female_body

GSM379063

Vasa
Heterozygote

SRR097867

Drosophila
S2-NP
cells

V091

fGS/OSS
total
Â 

GSM399100

Kc167
cell

SRR001344

dcr-
2_beta-
eliminated

GSM275691

imaginal
disc

GSM379064

Vasa
Mutant

GSM609239

IR- 2-
18hr

GSM379065

Zuc
Heterozygote

SRR060645

yw67c23(2)_testes_total

GSM286606

2-6h #2
(9)

V130

ML-
DmBG3-
c2

GSM280085

WT testes
(18-24nt)

SRR014277

Ovary_rep1_NA_P

V129

ML-
DmBG1-
c1

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR029033

lacZ
knockdown

V086

female
body,
aged

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

GSM379056

Krimp
Heterozygote

V141

Heat_female_body

SRR014280

Ovary_rep1_w1118_P

SRR060653

hs-Penelope_
ovaries_total

GSM379066

Zuc
Mutant

GSM180328

adult
heads
(female
heads,
male
heads)

GSM609240

IR+ 2-
18hr

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR060650

A1_testes_total

GSM379057

Krimp
Mutant

SRR014282

Ovary_rep1_wK_P

GSM609238

embryo
14-24hr

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

GSM379062

Squ
Mutant

GSM609226

CMEW1
Cl.8+
cell

GSM609237

ago2[414]
ovary
total RNA

GSM280083

dcr-2-/-
ovaries
(18-29nt)

GSM379058

Piwi
Heterozygote

GSM280088

S2cell
(AGO1IP)

AGO1

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

GSM379052

Aub
Heterozygote

SRR065801

zuc_het(H-
Y)_ovaries

GSM180337

tissue
culture
cells (S2
only)

SRR060652

hs-
Penelope_testes_total

GSM379051

Armi
Mutant

SRR060646

yw67c23(2)_ovaries_total

SRR014273

Ovary_rep1_Har_P

GSM379059

Piwi
Mutant

V139

Cold_female_body

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR029031

loqs-ORF
knockdown

SRR032093

ago1
knockdown

GSM609229

embryo 2-
6hr

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM379053

Aub
Mutant

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

GSM180333

late
embryo
(12-24)

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

GSM609223

male, one
day

GSM379054

Flam
Heterozygote

GSM609224

female,
one day

GSM360256

1st
instar #1

GSM424739

S2
parental

GSM322208

3rd
instar #2

SRR001337

WT_females_beta-
eliminated

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

SRR065800

zuc_H-
Y_ovaries

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

GSM609222

ML-DmBG1-
C1

GSM180329

adult
bodies
(female
bodies,
male
bodies)

GSM379067

SpnE
Mutant

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR023399

RNA bound
by P19
protein

AGO2

GSM239052

S2 cells,
non beta-
eliminated

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

GSM313161

dcr-2
heterozygous,
oxidized

GSM379050

Armi
Heterozygote

GSM313160

dcr-2
homozygous,
oxidized

GSM379061

Squ
Heterozygote

SRR023400

total RNA
extracted
from P19
cells

GSM322338

2-4day
pupae#2

GSM379055

Flam
Mutant

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM180335

imaginal
discs

GSM280082

WT
ovaries
(18-29nt)

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

V003

dsDcr-1
(katsutomo
RNA)

SRR001340

IR_beta-
eliminated

GSM239041

fly heads,
non beta-
eliminated

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

GSM180330

very
early
embryo
(0-1)

V135

CME
W2
(wing
disc
line)

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

GSM424740

S2 pKF63
stably
transfected

SRR010959

Ago3 IP in
heterozygotes

AGO3

GSM180334

larvae:
1st
instar
and 3rd
instars

GSM180336

pupae: 0-
1 day, 0-
2 day, 2-
4 day

GSM180331

early
embryo
(2-6)

SRR023197

RNA
Library
from S2
control
cells

GSM1528798

follicle
cells

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

SRR001346

ago2_beta-
eliminated

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

SRR010953

Aub
heterozygotes,
oxidized

GSM312995

WT,
oxidized

GSM343287

Drosophila
Toll 10b
mutant
embryos

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM280087

S2cell
(AGO2IP)

AGO2

GSM360257

1st
instar #2

SRR032092

mock
oxidized

GSM180332

mid
embryo
(6-10)

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR010956

Piwi IP in
Ago3
heterozygotes

GSM313165

ago2
homozygous,
oxidized
(technical
replicate
#2)

SRR010955

Aub IP in
Ago3
heterozygotes

GSM313164

ago2
homozygous,
oxidized
(technical
replicate
#1)

SRR060651

A2_ovaries_Ago3

AGO3

SRR023402

total RNA
extracted
from NLS-
P19 cells

SRR001342

WT_males_beta-
eliminated

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

GSM424741

S2 pKF63
transiently
transfected

GSM246084

D.
melanogaster
adult male
heads 454

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

SRR065802

Piwi-
IP_zuc_mut_ovaries

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR010960

wt,
oxidized

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

SRR065806

Piwi-
IP_squ_mut_ovaries

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

GSM239050

fly heads,
beta-
eliminated

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

GSM239051

S2 cells,
beta-
eliminated

AGO2

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

SRR065807

Piwi-
IP_squ_het_ovaries

SRR010952

Ago3 trans-
heterozygotes,
oxidized

GSM280086

WT
ovaries
(AGO2IP)

AGO2

SRR060648

A2_ovaries_FLAG-
Aub

SRR010951

Ago3
heterozygotes,
oxidized

SRR060649

A2_ovaries_FLAG-
Piwi

GSM154621

piRNAs
associated
with Ago3
from
Drosophila
melanogaster
ovaries
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...................................................TATCCTCTCTCTTTTTCTGAC........................................................................................... 21 0 1 42744.00 42744 2580 2397 2120 497 1589 752 1646 1142 826 2297 1128 2006 2615 793 1891 159 1763 613 142 397 134 1042 499 125 66 165 18 602 741 128 731 264 219 506 427 122 165 392 168 114 75 38 309 162 176 53 363 315 51 284 209 49 186 245 106 235 113 70 232 79 101 81 43 55 52 207 47 53 48 60 152 59 41 40 149 29 87 74 57 33 68 34 185 107 356 20 22 34 105 11 31 40 13 48 40 90 0 13 15 5 34 69 23 10 23 19 13 28 21 98 35 14 28 18 0 14 25 16 20 80 13 11 15 64 5 17 36 10 66 52 25 20 11 63 58 17 38 33 49 10 0 12 44 16 69 11 5 11 7 12 29 14 21 18 42 5 19 32 9 6 24 25 9 13 8 9 22 7 15 13 0 15 30 3 11 3 8 4 27 10 17 16 7 11 5 8 19 7 5 6 6 8 5 7 7 9 7 15 0 5 5 6 5 2 6 6 79 3 8 2 3 13 8 5 2 2 15 0 24 2 9 0 32 4 4 4 20 3 67 2 8 26 29 1 8 3 0 11 6 1 5 1 17 7 3 0 21 2 0 6 0 6 2 2 3 0 5 42 2 0 8 0 5 0 30 1 2 86 0 2 1 0 1 0 2 0 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................CACTCAGGGGCAGAGCGAGGG..................................................... 21 0 1 33165.00 33165 31 23 16 38 29 58 107 11 47 32 554 86 78 184 32 91 5 247 59 154 110 19 294 276 82 75 101 33 7 150 2 155 107 1 0 107 92 0 26 41 66 15 6 46 49 161 26 1 430 2 115 330 35 8 36 3 302 75 75 75 18 40 510 753 20 0 37 140 13 5 80 19 63 182 64 992 17 261 29 65 13 627 4 0 557 232 17 71 0 1937 76 198 115 35 26 0 3 113 52 1145 1 351 1271 865 508 552 13 277 14 0 180 179 10 30 327 452 22 625 37 101 400 1078 48 171 512 13 1064 23 0 35 34 84 54 88 0 31 1 32 0 428 1 16 850 69 120 117 30 13 359 33 37 2 0 151 1 110 0 603 620 24 3 0 3 21 3 50 2 311 0 37 814 10 14 82 121 2 131 22 40 22 0 24 95 12 2 27 52 23 12 35 129 17 13 0 76 11 25 1 150 13 65 25 19 223 0 156 158 29 19 5 42 0 119 42 26 46 1 462 0 2 161 69 122 68 0 11 15 3 324 0 1 0 104 25 123 10 14 0 11 12 0 16 134 6 4 0 139 0 61 0 71 0 0 0 0 5 208 83 1 0 83 0 67 0 32 61 1 0 0 11 1 15 5 40 7 34 15 0 22 5 15 67 0 0 1 0 0 3 1 6 9 1 0 0 0 3 0 0 1 0 0 2 0

.................................................AATATCCTCTCTCTTTTTCTGACT.......................................................................................... 24 1 1 29394.00 29394 2945 2295 1953 480 1875 665 382 1288 1880 203 414 605 416 436 436 202 310 252 142 173 111 197 141 167 0 130 0 176 24 109 109 1282 976 137 77 12 356 820 53 25 74 0 32 24 21 11 29 70 17 109 45 18 7 203 14 14 28 20 57 49 34 41 18 7 17 22 3 12 17 15 0 8 12 23 0 108 35 61 15 9 8 6 25 1073 17 2 4 33 923 4 24 9 1 19 199 27 2 0 9 4 10 15 9 4 72 43 12 5 151 24 10 8 7 0 2 8 3 18 4 119 3 2 13 9 7 62 2 2 265 8 21 17 4 2 30 17 10 12 33 0 3 26 2 4 3 1 1 35 7 40 3 4 643 3 290 14 23 3 3 2 2 28 9 15 1 15 297 0 6 18 0 8 0 31 1 31 8 13 43 11 4 8 4 7 2 11 2 11 27 2 13 22 13 6 3 18 25 6 8 0 17 17 4 2 75 2 0 97 5 9 1 7 0 2 9 3 2 0 3 1 0 7 2 3 3 4 21 76 0 0 0 49 0 8 0 2 2 0 2 2 12 3 0 0 1 0 0 40 2 13 0 0 1 0 30 0 0 1 0 0 0 0 0 8 0 0 0 0 16 0 3 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0

...................................................AATCCTCTCTCTTTTTCTGACT.......................................................................................... 22 1 1 23963.00 23963 1025 897 801 450 1269 323 1174 526 775 289 1026 497 391 632 428 421 301 532 313 326 258 242 386 177 0 267 0 301 86 136 158 667 594 160 366 89 256 650 177 139 127 0 108 80 82 74 76 84 88 100 79 52 44 125 49 54 115 18 92 103 83 99 98 30 64 148 30 34 47 75 0 54 32 33 0 70 34 40 41 20 48 41 26 202 23 34 44 83 241 2 25 41 32 30 107 87 26 17 11 6 27 10 6 3 23 20 21 7 101 14 11 46 28 11 16 39 25 20 5 95 6 17 25 13 11 29 3 5 72 37 24 14 25 19 20 17 266 29 16 6 21 25 2 12 8 10 18 9 9 23 21 18 37 9 63 7 9 4 6 12 4 16 10 1 5 15 100 3 27 13 0 11 0 10 12 18 16 4 8 7 119 5 5 16 5 2 2 4 8 0 5 5 11 12 7 18 21 100 4 2 11 9 7 4 32 4 5 18 6 5 0 73 6 0 5 2 4 0 2 4 6 8 4 7 80 5 18 28 1 3 6 23 0 4 0 1 3 1 2 8 47 2 0 2 3 2 0 52 1 9 0 4 24 22 25 0 0 0 0 0 0 1 0 1 0 0 0 0 9 0 4 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................CTATATCCTCTCTCTTTTTCTGACT.......................................................................................... 25 2 1 23895.00 23895 1 2 3 2 0 0 0 4 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 16361 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7519 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................ACTCAGGGGCAGAGCGAGGG..................................................... 20 0 1 23404.00 23404 2 5 0 1 1 5 36 1 2 707 263 422 377 101 315 58 38 120 26 75 96 162 107 43 26 24 22 12 187 12 27 18 22 12 1 88 21 17 18 32 15 5 113 16 19 59 52 51 76 20 61 104 15 101 13 21 106 47 81 12 7 17 341 785 5 2 15 33 10 5 47 6 18 180 69 257 2 135 12 52 0 184 10 1 204 56 25 41 3 2579 82 389 46 8 2 3 0 28 26 889 2 129 1145 524 158 122 2 370 6 2 209 59 6 11 126 103 10 175 59 27 202 656 13 265 104 1 1373 25 2 12 6 42 100 89 2 18 14 19 3 305 0 1 930 37 97 76 8 6 198 9 23 1 1 114 3 35 0 770 322 22 0 1 2 7 2 13 5 152 0 9 889 6 36 43 20 2 39 7 10 7 0 6 16 6 1 2 17 9 5 65 43 5 11 4 61 13 6 2 29 3 12 4 4 65 0 69 153 3 7 1 16 0 51 15 7 9 3 131 1 1 27 5 103 71 0 6 6 0 175 0 2 0 79 19 21 7 23 0 4 2 0 5 76 15 0 0 52 0 83 0 0 0 0 0 0 1 1 1 0 1 49 0 36 47 3 27 1 15 0 6 0 2 5 9 3 11 45 0 3 2 9 0 0 0 0 13 0 0 0 3 11 0 1 0 0 0 0 0 0 0 0 0 0

...................................................CATCCTCTCTCTTTTTCTGACT.......................................................................................... 22 1 1 17387.00 17387 483 474 454 502 684 325 1898 263 298 472 442 441 562 368 573 295 373 391 200 254 195 268 180 111 0 169 0 364 170 77 165 259 146 125 467 76 104 201 88 57 45 0 91 48 45 41 91 83 53 75 44 36 53 94 36 64 33 40 44 33 29 30 25 15 25 197 25 46 30 29 0 29 21 31 0 139 44 17 16 34 19 92 51 48 60 30 27 21 27 6 36 15 12 13 24 109 19 9 29 7 25 8 8 1 10 4 16 8 8 28 11 19 21 13 7 15 10 5 8 27 2 5 8 6 0 15 6 14 26 1 5 18 12 5 12 9 760 28 13 5 17 5 0 11 4 12 19 4 2 8 48 9 7 4 16 7 3 1 7 3 4 11 1 9 4 5 22 0 4 5 0 2 3 10 8 3 9 2 1 2 55 2 3 2 6 1 4 2 2 2 5 2 1 5 2 3 6 42 0 3 1 0 0 6 1 3 1 2 2 2 1 50 0 0 1 3 3 0 1 4 1 4 2 7 31 13 0 7 2 0 24 1 0 0 0 2 2 3 0 7 29 2 0 4 0 6 0 13 0 0 0 6 20 6 4 0 0 1 1 0 0 0 0 0 0 0 0 0 3 1 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................CTCCTCTCTCTTTTTCTGACT.......................................................................................... 21 1 1 14908.00 14908 11 11 19 11 12 7 111 15 16 8 38 26 297 448 360 1701 15 389 2343 211 2441 39 23 2 0 2584 0 26 14 3 192 101 73 5 24 393 32 19 50 110 56 0 17 12 11 23 4 5 29 2 6 9 12 9 11 7 15 105 4 6 10 19 7 6 35 35 21 1 633 238 0 62 16 12 0 0 15 2 14 89 29 1 0 1 21 4 57 11 3 0 1 28 12 6 6 5 9 6 60 2 53 3 0 0 0 0 110 7 6 0 9 13 13 27 0 1 40 1 4 6 2 0 3 7 0 4 4 24 0 5 3 18 2 4 0 3 3 71 11 2 5 2 0 6 5 4 16 2 1 8 1 4 0 4 11 1 18 1 6 3 5 0 5 6 5 2 4 0 2 7 0 4 4 7 0 2 0 3 0 3 1 1 0 0 4 7 0 4 10 1 6 1 2 4 4 1 3 4 1 0 0 1 2 0 6 1 0 7 4 0 3 0 3 2 1 0 0 0 0 140 0 0 0 1 1 3 1 2 0 0 0 3 0 1 0 1 0 4 0 0 3 0 0 0 26 1 4 1 0 3 0 1 1 1 0 0 0 0 1 1 0 4 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0

....................................................TTCCTCTCTCTTTTTCTGACT.......................................................................................... 21 1 1 13939.00 13939 178 168 103 209 203 121 538 601 533 134 640 214 123 786 140 419 84 534 239 335 276 49 312 214 0 390 0 148 38 110 32 21 44 34 86 398 14 23 202 756 94 0 32 81 74 259 14 19 113 15 32 83 58 25 42 22 221 97 48 108 46 103 307 177 109 48 121 7 64 102 0 99 53 47 0 6 13 2 35 46 51 22 7 7 24 6 95 60 2 2 25 31 32 42 4 28 4 13 24 11 30 20 5 9 11 4 13 39 4 0 24 30 39 40 5 43 16 2 11 7 9 33 9 27 2 3 22 32 2 24 10 4 32 28 2 4 21 56 0 15 3 4 18 8 30 8 7 1 12 11 14 21 2 10 4 7 3 12 4 27 8 1 0 4 1 3 0 2 4 5 4 0 3 23 5 2 6 0 0 1 3 0 3 7 2 1 1 3 0 2 0 2 0 25 4 0 2 6 2 1 0 7 5 1 3 10 10 0 1 3 2 2 10 0 0 0 0 0 2 6 0 0 1 5 4 0 2 2 3 0 30 4 0 0 0 0 2 1 0 0 3 0 0 3 7 5 1 4 0 0 0 0 1 3 1 1 0 0 0 0 2 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ATATCCTCTCTCTTTTTCTGAC........................................................................................... 22 0 1 12088.00 12088 1188 994 707 766 736 379 156 333 357 62 209 126 157 136 92 47 56 126 34 138 25 92 116 66 18 40 1 54 40 54 38 86 133 70 40 42 95 32 139 42 50 15 11 11 9 30 27 17 90 28 45 69 8 15 10 25 97 30 31 56 63 78 62 26 32 12 14 39 18 19 40 28 19 51 28 18 44 38 47 26 39 41 19 7 353 23 6 13 12 16 40 14 8 22 13 8 1 14 27 15 12 34 24 12 27 8 15 10 18 6 6 3 14 9 20 16 11 14 6 9 15 8 4 14 15 16 45 10 7 2 10 10 6 12 6 14 11 4 1 15 0 7 55 15 11 9 7 7 12 8 22 10 1 6 1 12 14 34 8 2 13 6 4 9 7 11 2 4 6 10 0 15 0 8 6 3 10 2 5 9 1 6 9 11 4 10 7 6 2 3 3 1 5 7 3 3 5 3 3 3 5 4 4 6 0 1 23 2 9 3 6 1 6 4 8 4 0 0 2 4 19 0 136 8 2 6 0 0 192 0 1 0 125 5 15 5 0 1 6 0 0 3 6 2 6 0 139 0 1 0 0 0 0 0 0 0 0 87 0 0 52 0 45 1 55 4 0 0 0 0 0 0 5 0 5 0 0 0 1 0 2 0 1 0 0 0 0 3 0 0 0 0 0 0 2 0 0 0 1 0 0 0 0

.......................................................CTCTCTCTTTTTCTGACT.......................................................................................... 18 0 1 11859.00 11859 11 10 4 57 4 101 505 6 4 39 100 447 204 255 211 626 30 111 477 123 419 164 156 7 3 192 4 98 22 34 29 57 42 29 8 61 60 22 169 84 109 6 10 220 222 179 19 13 122 6 96 93 156 14 172 11 57 40 84 106 90 160 112 98 24 5 78 118 111 41 92 16 75 49 82 5 30 11 11 30 37 128 7 4 8 55 68 14 4 9 19 77 30 18 13 3 2 13 13 10 42 10 14 19 6 3 615 57 7 3 32 14 12 20 18 7 11 2 31 15 16 1 18 77 9 12 17 12 5 60 17 2 480 29 2 7 7 25 0 7 2 8 10 7 4 10 2 7 5 3 46 8 1 10 2 15 4 16 1 22 28 1 6 3 9 16 1 0 15 1 0 11 31 18 30 4 11 6 0 6 0 9 26 2 2 8 11 6 5 12 0 29 0 4 2 2 4 0 2 8 15 3 1 1 4 9 23 2 2 1 1 0 5 5 4 5 5 0 0 10 72 2 26 8 0 7 0 4 9 5 7 0 26 0 69 5 3 0 0 2 0 9 2 5 185 2 26 0 0 0 0 0 0 0 0 2 1 8 4 244 16 158 15 0 5 0 2 46 0 0 0 0 6 0 13 0 3 0 0 0 0 0 0 0 1 0 2 1 9 0 0 2 1 0 5 0 0 2 0 0 0 0 0

....................................................ATCCTCTCTCTTTTTCTGA............................................................................................ 19 0 1 10153.00 10153 426 473 427 26 269 98 340 146 211 7 211 37 65 174 16 21 4 89 18 80 22 30 80 2 0 59 0 92 3 8 2 405 453 1 1 178 263 7 234 204 145 0 2 67 61 119 6 4 118 1 43 17 28 0 51 8 11 114 62 109 109 90 80 77 105 2 91 17 24 107 0 92 79 52 0 3 19 74 153 74 128 1 0 2 53 23 64 35 0 17 22 49 45 66 90 1 0 40 52 25 15 18 15 8 28 2 1 45 83 0 25 31 11 28 23 19 32 12 33 28 25 3 25 8 19 47 15 32 0 4 25 16 31 15 0 45 8 8 0 19 0 31 26 22 33 9 15 25 10 35 10 30 6 22 0 19 33 15 8 12 4 0 19 13 15 16 0 1 1 24 4 34 0 10 19 23 11 31 0 24 0 9 7 20 9 20 5 31 23 6 5 17 20 57 12 20 4 0 9 23 4 14 18 10 30 4 18 8 3 5 14 0 16 10 10 8 0 0 0 3 4 0 5 4 0 16 10 19 2 2 0 6 0 11 4 11 4 0 17 8 0 6 1 3 1 0 1 0 0 12 0 0 0 0 0 0 0 5 0 0 0 0 0 0 5 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TCCTCTCTCTTTTTCTGA............................................................................................ 18 0 1 7965.00 7965 72 111 104 8 91 53 346 104 132 10 107 12 12 172 4 11 14 73 22 95 25 3 95 0 0 65 0 95 2 0 6 166 166 4 2 241 65 5 413 550 150 0 1 86 83 224 2 1 44 0 40 7 44 2 60 7 2 83 35 176 156 185 107 99 146 0 170 6 23 131 0 159 67 61 0 0 3 22 101 60 84 0 0 0 6 8 95 40 0 4 16 77 92 35 35 0 0 33 44 3 4 11 7 3 13 0 1 68 23 0 36 28 4 45 2 36 29 4 32 51 3 25 32 49 7 17 17 29 0 31 17 4 30 29 0 11 0 28 1 25 0 20 3 23 37 18 12 9 8 15 0 10 0 18 0 7 10 19 5 29 1 0 5 1 1 6 0 2 0 11 2 5 1 25 5 9 14 9 2 2 0 0 9 13 3 15 6 6 6 22 1 11 4 14 6 8 0 0 2 4 6 4 12 4 12 6 6 4 5 5 2 0 10 4 0 0 0 0 0 6 1 0 5 7 0 9 8 6 0 2 0 0 0 3 1 4 5 0 11 1 0 5 0 4 0 0 0 0 0 7 0 0 0 0 0 0 0 1 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................CTATCCTCTCTCTTTTTCTGACT.......................................................................................... 23 1 1 6344.00 6344 305 281 225 179 186 134 181 108 111 130 87 156 156 73 133 305 65 50 184 31 109 61 40 45 0 97 0 41 40 46 33 44 44 40 29 17 37 32 25 15 17 0 20 23 20 6 37 18 9 15 19 12 12 17 15 13 6 27 23 5 4 4 5 3 7 8 10 18 61 11 0 14 11 10 0 7 59 11 8 11 10 74 10 9 16 20 5 3 4 2 27 13 2 7 4 5 797 4 19 5 17 6 1 2 0 4 10 2 4 5 8 7 7 2 3 2 6 1 7 5 3 1 4 0 0 3 1 2 4 0 1 5 1 0 4 1 14 6 5 0 501 2 1 2 3 1 2 0 1 1 10 7 0 4 10 0 7 2 4 1 11 3 2 2 0 0 8 1 1 2 0 1 0 1 1 2 1 2 18 2 7 0 2 0 0 0 1 0 5 1 3 4 1 0 0 2 1 6 0 1 2 0 1 1 2 0 0 3 3 1 0 5 0 3 0 0 1 0 0 6 1 4 0 0 4 2 1 1 0 0 1 0 0 0 0 1 0 0 1 0 2 0 0 0 0 0 0 1 0 1 0 0 1 1 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................CTCAGGGGCAGAGCGAGGG..................................................... 19 0 1 6107.00 6107 6 5 2 3 3 3 5 9 4 6 90 9 19 69 6 22 4 101 5 53 31 3 54 19 3 12 1 1 2 2 0 1 1 1 0 20 2 6 8 14 11 1 2 6 14 15 0 0 11 0 23 23 7 2 9 0 27 6 17 13 3 11 241 63 3 1 7 20 9 3 15 1 8 47 13 67 2 54 2 7 0 128 1 3 194 46 8 4 0 454 5 26 25 0 0 0 1 10 5 314 1 16 86 130 55 29 5 37 0 0 11 11 5 5 77 84 2 64 9 2 114 444 5 24 44 1 113 2 1 4 1 19 9 6 1 5 0 4 0 72 0 8 145 4 18 17 0 1 128 3 6 1 0 22 0 26 2 110 95 3 0 0 1 2 1 6 0 37 0 8 133 0 8 18 25 1 53 8 0 7 0 3 18 1 0 0 3 2 0 12 12 9 1 0 27 3 2 0 15 5 9 8 2 50 2 11 38 0 2 1 6 0 15 1 10 1 0 0 0 1 49 2 88 10 0 8 0 1 146 0 0 0 69 6 34 3 1 0 3 3 0 3 218 2 2 0 44 0 14 0 0 0 0 0 0 0 23 1 0 1 17 0 12 1 2 24 0 0 0 2 2 0 0 1 1 0 2 0 9 0 12 0 0 0 0 10 0 0 1 9 3 0 0 0 8 2 0 0 0 0 0 0 0

.................................................TTTATCCTCTCTCTTTTTCTGACT.......................................................................................... 24 2 1 5511.00 5511 250 286 210 201 169 93 350 392 196 131 298 194 156 78 97 111 110 53 70 95 44 75 79 52 0 55 0 112 53 36 33 13 7 45 27 10 19 25 38 32 9 0 14 24 32 21 96 15 3 18 11 16 24 21 28 53 15 17 24 26 13 27 23 9 12 9 8 19 22 24 0 13 4 15 0 8 33 4 4 7 3 65 56 1 23 1 5 11 3 5 21 16 4 2 2 9 1 0 1 3 20 5 1 4 5 0 4 6 0 2 4 2 9 7 0 10 2 1 4 2 0 4 1 0 1 1 2 1 1 0 3 2 4 0 2 0 3 7 2 1 1 0 0 0 1 0 3 0 2 1 19 7 2 5 0 1 1 2 0 2 3 4 1 0 0 1 2 2 0 2 0 0 0 7 0 0 1 2 0 0 0 0 1 2 0 0 0 2 0 0 0 0 1 1 1 0 1 1 0 0 0 1 3 1 0 3 0 0 2 0 0 0 3 1 0 1 0 0 7 1 2 1 2 3 0 0 0 0 2 3 5 0 0 0 0 0 0 0 0 1 1 0 0 5 0 0 2 0 0 0 0 0 1 3 1 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................GATCCTCTCTCTTTTTCTGACT.......................................................................................... 22 1 1 5451.00 5451 37 39 39 52 224 17 342 29 30 101 1302 85 76 162 188 95 39 93 50 80 32 14 688 15 0 56 0 27 18 10 11 10 15 10 11 21 8 40 42 61 9 0 21 15 16 4 6 16 3 8 17 6 15 7 13 4 6 4 17 32 29 36 28 3 17 11 2 6 13 14 0 20 2 5 0 9 11 7 8 5 1 35 7 26 3 1 4 10 5 0 19 3 2 6 12 1 0 0 3 0 7 2 2 0 1 0 7 0 4 4 0 4 15 2 0 1 0 1 1 2 0 2 0 1 0 2 0 0 6 1 0 3 7 1 3 0 302 8 0 1 0 2 0 0 9 4 9 0 0 3 17 3 2 0 0 0 1 0 2 2 1 4 3 2 0 1 0 0 2 2 0 2 0 10 7 0 2 2 0 0 48 1 0 0 0 1 0 0 0 0 1 1 0 1 0 0 0 26 1 0 2 1 0 1 3 0 0 0 1 1 1 21 0 0 0 0 0 0 0 0 1 3 0 3 19 16 1 1 4 0 7 0 0 0 0 0 0 0 3 1 16 0 0 1 0 2 0 8 0 0 0 0 6 7 1 1 0 0 1 0 2 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................CACTCAGGGGCAGAGCGAGGGT.................................................... 22 0 1 4798.00 4798 9 14 13 15 7 15 24 5 18 22 14 31 18 14 8 12 15 20 5 6 9 18 15 77 1 4 3 6 4 46 2 6 13 7 2 6 7 4 3 5 12 0 9 2 2 26 1 5 97 3 10 46 1 3 1 2 63 9 8 9 8 8 58 71 3 0 7 53 3 3 8 2 7 48 8 51 4 19 10 15 3 19 1 0 56 54 0 2 1 621 21 10 5 2 0 1 2 16 2 318 0 21 145 170 65 62 0 34 5 5 7 5 2 4 108 75 4 48 13 7 101 116 1 4 76 2 56 2 1 0 2 2 6 0 2 6 2 0 2 54 0 3 46 2 5 2 10 3 54 6 0 1 0 9 1 34 0 22 32 0 1 1 4 1 4 7 0 46 0 7 84 0 0 7 73 1 41 2 23 2 0 2 21 4 2 5 5 1 2 8 17 0 1 1 9 1 2 0 19 3 2 5 2 33 1 14 1 11 10 2 12 0 3 9 4 4 0 0 1 0 10 17 16 3 0 3 0 0 28 1 2 9 15 1 7 3 2 0 2 1 1 0 7 0 1 1 41 0 25 0 13 0 0 0 0 1 19 112 0 0 15 3 15 0 48 13 1 0 0 5 1 1 1 5 1 2 4 0 23 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................TCAGGGGCAGAGCGAGGG..................................................... 18 0 1 4255.00 4255 0 0 0 0 0 0 3 2 0 41 79 30 21 78 17 18 4 42 6 26 27 11 29 3 5 2 13 2 10 0 0 2 2 2 0 21 3 2 41 41 17 2 8 1 1 6 1 5 2 2 20 8 0 2 0 0 1 28 28 24 6 29 405 5 2 0 12 23 4 2 18 3 6 51 27 49 0 69 6 10 0 80 1 0 47 26 8 25 0 307 3 25 6 4 0 0 0 7 4 133 2 12 49 128 88 22 7 32 0 1 14 14 4 3 35 23 4 57 23 0 66 478 2 4 21 0 45 4 0 0 2 19 16 4 1 7 0 0 0 39 0 4 24 3 7 7 5 1 140 5 0 1 6 5 0 19 0 16 51 4 0 0 1 5 0 1 0 26 0 13 12 5 0 38 26 1 14 3 1 7 0 4 6 0 0 1 1 3 1 9 15 5 0 0 195 9 2 0 5 4 2 1 5 14 0 5 5 1 6 0 8 0 6 7 2 8 1 0 0 0 1 0 4 5 0 5 0 0 1 0 0 0 3 4 1 0 1 0 2 1 0 1 42 1 0 0 2 0 13 3 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 4 0 0 0 1 0 0 0 0 3 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTATCCTCTCTCTTTTTCTGACT.......................................................................................... 23 1 1 3967.00 3967 283 261 206 296 324 146 138 507 148 17 157 75 22 74 46 60 27 53 25 36 25 8 43 19 0 30 0 34 7 20 2 29 31 4 10 10 35 27 18 23 9 0 1 15 9 10 4 3 3 3 18 11 15 4 10 3 7 15 10 19 14 16 24 4 9 3 7 14 7 13 0 13 3 12 0 8 25 9 2 4 1 31 1 6 4 9 0 7 5 2 6 5 0 5 6 2 0 2 4 1 8 6 2 1 2 3 7 0 1 0 5 2 7 1 0 2 1 0 3 3 2 0 2 3 0 6 1 1 0 0 2 4 0 2 1 1 3 0 0 1 0 2 0 4 2 4 2 4 2 1 0 6 3 0 3 3 5 0 1 2 7 0 0 1 0 4 0 0 0 3 0 7 5 1 2 3 1 2 0 1 1 2 2 0 3 3 0 1 1 0 0 1 2 1 1 3 2 1 1 0 1 3 3 1 9 0 0 3 0 3 4 0 1 0 1 0 0 0 0 0 0 1 0 0 1 0 1 3 1 0 2 0 0 1 0 0 0 0 1 1 0 1 0 0 1 0 0 3 0 0 0 0 0 0 1 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TCACTCAGGGGCAGAGCGAGGGT.................................................... 23 0 1 3911.00 3911 11 12 4 15 9 16 12 6 9 6 9 13 8 5 14 2 0 3 3 6 2 5 3 82 0 5 0 3 6 42 6 8 3 5 0 5 10 3 4 2 11 0 1 2 0 31 2 1 83 4 6 54 0 0 2 4 36 13 2 3 7 3 53 67 1 0 7 62 0 1 4 3 7 17 2 196 3 21 9 10 2 7 0 0 27 73 1 4 0 346 16 3 5 2 0 0 0 19 8 236 0 37 145 217 54 54 2 31 0 7 4 9 3 8 128 47 4 78 7 15 74 62 2 10 86 3 33 5 1 0 4 9 10 4 1 4 1 0 0 75 0 0 21 6 8 5 13 1 46 7 0 0 0 8 4 22 0 23 32 3 0 1 1 8 1 7 0 54 0 5 75 4 9 2 32 2 25 3 28 2 0 3 16 0 2 0 14 3 1 3 36 0 4 0 15 3 3 0 7 3 2 3 0 28 0 25 9 8 6 1 7 0 11 7 1 8 0 0 0 0 0 5 6 6 1 3 1 0 5 2 0 0 6 2 0 1 1 1 0 3 0 0 9 1 0 1 4 0 22 0 30 0 0 0 0 0 11 12 0 0 0 0 0 0 4 3 0 0 1 2 0 0 0 1 0 2 0 0 4 0 2 0 0 0 0 0 1 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

....................................................ATCCTCTCTCTTTTTCTGAC........................................................................................... 20 0 1 3529.00 3529 83 80 69 17 43 22 220 42 32 48 178 125 112 172 67 18 78 105 11 67 19 61 81 12 0 29 0 100 25 5 9 76 55 14 7 28 30 10 51 34 6 1 13 15 18 13 7 12 19 8 52 18 22 10 13 11 60 13 53 18 16 12 9 17 17 5 8 5 11 24 35 14 4 6 24 4 15 5 9 10 21 9 3 4 48 3 5 7 3 1 4 9 5 12 13 8 0 2 2 2 13 14 1 0 2 1 2 5 16 0 6 2 10 7 2 1 3 2 6 20 4 0 6 7 0 4 3 1 2 12 1 1 2 18 2 0 3 12 2 2 0 1 13 3 12 3 1 0 2 2 11 4 0 3 2 2 2 10 3 0 5 0 2 1 1 1 0 0 6 3 0 0 3 1 4 1 0 3 0 2 2 1 1 4 1 3 0 0 1 3 0 4 0 10 5 0 0 1 0 1 0 0 0 1 1 2 26 2 1 1 1 0 5 1 0 0 0 0 1 1 3 0 9 4 0 2 3 2 24 0 7 0 8 0 2 1 0 0 1 0 1 0 3 2 4 0 7 1 0 0 0 0 0 0 0 0 0 14 0 0 2 0 2 0 7 0 0 7 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TATATCCTCTCTCTTTTTCTGACT.......................................................................................... 24 1 1 3235.00 3235 338 226 203 170 179 128 69 176 124 19 64 125 85 61 65 42 28 31 18 18 15 28 25 25 0 17 0 22 10 15 6 10 9 12 12 2 14 4 4 8 7 0 9 7 10 5 12 10 3 6 0 2 12 5 5 13 6 3 7 12 5 4 7 0 5 2 6 10 4 2 0 2 1 3 0 1 1 4 1 1 2 2 8 10 4 0 0 1 3 1 2 3 0 2 4 3 283 0 2 0 1 0 1 5 1 0 0 1 0 1 1 1 1 2 0 4 1 2 0 3 0 1 0 0 1 0 0 0 7 0 2 1 0 3 1 2 2 0 0 0 187 2 0 2 0 1 2 2 1 1 0 0 12 0 8 2 0 0 0 0 2 0 1 1 2 2 3 0 0 0 0 0 0 1 0 0 0 0 4 0 0 0 1 0 1 0 0 1 1 0 0 0 1 0 0 0 1 1 2 0 0 1 0 0 0 0 0 1 0 1 0 0 0 0 0 1 0 0 3 1 0 1 0 1 1 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TCCTCTCTCTTTTTCTGAC........................................................................................... 19 0 1 3084.00 3084 9 10 11 10 7 6 236 13 13 86 154 179 116 206 75 44 122 90 36 46 25 71 85 5 0 59 0 73 49 6 17 23 21 22 18 25 14 41 60 41 14 0 14 22 20 23 8 14 4 10 31 13 20 11 13 24 7 8 44 16 16 28 9 17 15 13 19 1 13 36 24 18 9 6 35 4 5 1 5 6 7 2 3 3 25 3 10 5 2 0 5 17 3 7 8 5 0 6 6 0 4 8 0 0 2 0 12 10 3 0 8 3 4 7 0 1 5 0 4 22 0 1 0 3 0 5 2 6 6 0 2 0 2 8 1 0 5 7 2 1 0 2 0 1 5 0 0 0 0 0 0 3 3 3 0 1 1 6 0 1 1 0 0 0 0 0 2 0 0 3 0 0 12 0 0 0 0 0 0 0 0 1 1 2 0 2 0 0 0 1 0 1 0 0 1 2 0 0 0 0 1 1 0 0 0 3 4 1 1 1 0 0 3 0 0 0 0 0 0 0 3 3 2 0 0 1 0 0 2 0 2 0 2 0 3 1 0 0 0 0 0 0 1 2 4 0 3 0 0 0 0 0 0 0 0 0 0 0 1 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................ACTCAGGGGCAGAGCGAGGGT.................................................... 21 0 1 2793.00 2793 0 0 0 2 0 1 34 0 1 39 13 38 21 14 22 6 70 15 5 7 9 19 14 23 1 5 0 14 8 6 11 3 9 7 0 4 3 1 5 1 5 0 10 0 0 16 4 4 36 11 10 35 0 8 0 7 26 12 5 7 7 3 56 54 1 7 5 22 1 1 7 5 6 15 4 21 1 13 3 11 3 9 1 2 27 43 0 1 1 139 16 13 5 1 0 0 0 8 4 175 0 15 109 94 51 31 1 27 0 5 7 1 2 6 58 39 3 31 8 5 45 45 0 29 30 1 21 5 1 2 3 3 5 6 2 2 3 0 1 40 0 2 35 5 11 3 8 1 37 2 3 2 0 4 1 27 0 16 15 0 0 1 0 2 0 6 0 27 0 1 54 0 5 3 20 0 26 1 7 3 1 2 11 1 0 0 0 2 1 4 8 3 0 1 6 0 1 1 2 0 2 2 0 23 1 4 18 5 8 1 4 0 6 4 2 3 0 2 1 0 6 4 37 1 1 1 2 0 26 0 0 0 33 1 6 0 2 1 0 0 0 2 8 1 0 13 22 0 13 0 0 0 0 0 0 0 6 1 0 0 14 0 12 0 1 11 0 0 0 0 0 1 0 0 0 2 39 0 6 0 2 0 0 0 0 0 0 0 0 0 0 0 0 1 4 0 0 0 0 0 0 0 0

.................................................CATATCCTCTCTCTTTTTCTGACT.......................................................................................... 24 0 1 2680.00 2680 56 51 42 37 36 24 8 21 30 7 24 22 14 3 13 31 2 2 6 3 13 6 0 30 682 10 473 1 0 31 3 13 6 1 3 0 2 2 0 0 0 588 0 0 2 0 2 1 2 0 2 0 1 3 2 0 1 1 1 0 2 1 0 0 0 2 0 2 4 1 0 1 0 1 0 0 2 1 2 0 0 0 1 12 0 2 0 1 7 0 1 1 0 0 0 0 176 0 1 0 0 0 0 0 0 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 116 0 0 0 0 0 0 1 0 0 0 0 7 0 5 0 0 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TATCCTCTCTCTTTTTC............................................................................................... 17 0 1 2614.00 2614 11 9 10 15 7 31 0 2 2 0 0 0 0 0 0 0 0 41 0 0 0 0 0 6 0 0 0 0 0 10 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 99 116 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 60 0 0 0 0 0 0 0 0 0 0 0 0 0 0 51 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 115 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 98 0 0 0 0 0 0 0 0 0 0 0 0 0 0 105 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 723 0 0 0 0 0 0 0 1103 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................GTCCTCTCTCTTTTTCTGACT.......................................................................................... 21 1 1 2399.00 2399 8 4 9 8 8 6 203 12 9 67 115 47 44 250 48 52 36 288 22 153 25 22 46 12 0 43 0 28 14 7 10 22 31 11 8 72 13 14 16 35 19 0 11 2 2 11 4 7 4 7 8 6 2 6 1 4 9 18 9 7 9 5 12 4 11 5 15 0 14 30 0 19 10 6 0 1 7 4 2 32 11 1 2 4 9 1 6 3 4 1 4 3 3 6 6 2 0 2 6 3 7 1 1 0 1 1 2 2 4 0 1 7 6 2 1 2 9 0 4 4 1 0 3 2 1 1 0 14 6 2 1 1 3 2 1 0 2 1 1 1 0 2 3 3 3 1 1 1 0 1 0 3 4 0 3 0 0 1 1 3 3 0 0 1 0 1 1 0 3 0 0 0 0 2 2 0 0 0 0 0 1 3 2 1 0 0 1 0 0 1 0 0 0 1 2 0 0 2 0 0 0 0 0 0 0 0 1 1 0 0 0 1 0 3 1 3 1 0 0 0 0 0 0 0 1 1 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 3 3 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................GCCTCTCTCTTTTTCTGACT.......................................................................................... 20 1 1 2276.00 2276 1 1 1 2 4 2 343 5 3 13 543 34 23 61 43 153 3 43 40 30 20 1 416 12 0 19 0 26 2 2 1 2 2 1 0 48 2 2 2 22 15 0 1 4 3 1 2 2 5 0 5 3 1 0 1 0 2 6 0 21 17 20 2 0 7 0 3 0 3 9 0 5 2 1 0 0 1 0 1 4 14 23 0 0 0 0 10 5 0 0 10 5 5 4 1 0 0 0 3 0 4 0 0 1 0 0 5 1 0 0 5 2 0 3 0 0 0 1 2 0 0 0 1 1 0 1 0 2 0 2 0 0 16 1 0 0 18 0 0 1 0 2 1 0 5 16 0 0 0 0 1 2 0 1 0 0 0 0 0 5 1 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 1 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................CCCTCTCTCTTTTTCTGACT.......................................................................................... 20 1 1 2054.00 2054 40 29 18 23 6 23 392 12 9 27 96 46 19 71 39 36 15 68 34 46 65 19 47 10 0 46 0 77 5 2 8 22 22 4 31 19 6 6 38 25 9 0 7 3 4 30 5 3 15 1 8 5 2 3 4 6 7 3 5 15 6 13 7 3 9 19 15 0 9 13 0 10 8 8 0 0 0 0 6 4 5 3 2 2 2 2 10 2 0 1 2 6 8 3 4 4 1 3 6 0 3 2 1 1 0 0 6 6 1 0 3 4 4 8 2 1 6 0 2 8 0 2 1 1 2 0 4 2 0 1 3 1 3 1 0 1 71 12 0 0 0 0 2 0 4 1 1 0 1 2 0 3 1 2 0 1 0 1 0 3 0 0 0 1 0 0 1 1 0 1 0 0 1 1 0 0 0 0 0 0 0 0 0 3 0 1 0 0 1 1 1 0 0 0 2 0 0 6 1 0 0 1 0 1 0 1 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TTCACTCAGGGGCAGAGCGAGGG..................................................... 23 1 1 2052.00 2052 6 0 1 1 1 2 2 4 4 10 29 8 2 7 3 2 0 10 1 8 6 4 22 18 0 3 0 2 3 8 0 1 0 1 1 5 0 0 8 1 7 0 5 1 2 18 1 2 25 0 6 29 0 0 2 1 20 9 4 6 1 3 46 44 1 0 4 8 0 0 0 1 3 1 0 44 2 20 3 5 0 140 0 0 11 19 3 3 0 84 3 1 5 1 0 0 5 10 4 59 1 8 49 95 38 28 1 31 0 1 5 4 1 2 46 22 2 44 2 0 38 137 5 4 38 0 38 1 0 0 3 5 4 4 1 3 0 13 0 24 3 0 34 4 12 6 0 0 37 4 0 1 0 7 0 7 0 27 23 1 0 0 1 2 1 1 0 20 0 2 33 0 0 10 7 0 21 1 3 1 0 1 6 0 0 2 3 5 2 3 11 1 0 0 10 0 2 0 5 1 2 7 1 14 1 2 8 0 1 0 6 0 7 3 3 5 0 0 0 0 13 1 8 2 0 1 0 0 53 0 0 0 0 1 0 1 1 0 0 1 0 0 8 0 1 0 11 0 2 0 0 0 0 0 0 0 0 0 0 0 8 0 0 0 2 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

..................................................TTATCCTCTCTCTTTTTCTGAC........................................................................................... 22 1 1 2020.00 2020 124 112 92 70 83 40 42 60 30 61 55 66 104 33 58 6 31 15 9 19 3 48 18 21 0 5 0 19 21 14 14 10 15 14 9 7 13 11 13 4 3 0 11 13 14 1 3 11 7 6 12 6 13 5 9 6 11 8 7 7 4 4 2 4 4 8 1 4 5 1 0 6 3 9 0 27 4 7 5 4 5 20 4 12 68 1 3 1 2 0 10 6 0 1 1 3 0 2 1 1 1 9 1 1 0 0 1 4 1 3 5 0 2 1 1 1 1 1 0 3 0 0 1 7 2 1 6 1 2 4 0 0 1 0 3 0 5 3 1 3 0 0 1 2 13 1 0 1 0 3 21 2 0 1 4 1 3 9 1 3 2 2 0 1 3 0 0 1 0 1 0 0 14 1 0 0 0 0 0 1 0 0 0 1 0 0 1 1 0 4 0 0 0 2 0 0 1 2 1 0 0 1 0 0 1 1 1 0 3 0 2 0 4 0 0 1 0 0 0 0 1 0 4 0 0 1 0 0 14 0 1 0 0 0 0 0 0 0 1 0 0 0 2 4 1 1 8 0 0 0 0 0 0 0 0 0 0 11 0 0 2 0 0 0 7 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ATATCCTCTCTCTTTTTCTGA............................................................................................ 21 0 1 1910.00 1910 245 253 205 16 174 26 29 30 82 1 19 8 19 24 4 1 2 12 1 8 1 7 10 6 0 1 0 7 2 6 0 66 66 2 1 10 40 0 13 8 9 0 0 0 3 3 0 0 2 2 4 0 1 0 4 0 1 5 2 2 3 3 4 2 7 2 3 2 4 3 0 4 1 12 0 2 4 22 4 5 8 2 0 2 11 0 2 8 1 1 0 1 0 4 14 0 0 3 7 1 0 1 0 2 4 0 0 2 9 1 0 1 0 0 0 2 4 4 0 8 3 0 1 4 0 5 4 0 0 0 1 3 0 0 1 5 0 0 0 0 1 0 0 1 2 0 1 8 4 6 0 5 0 1 0 2 8 0 1 1 1 0 3 1 0 2 0 0 0 5 0 19 0 2 0 3 3 0 4 1 0 0 0 0 3 2 0 4 3 0 0 1 3 2 1 13 5 1 0 5 5 4 1 0 14 0 3 6 0 3 5 0 0 0 6 0 0 0 0 1 0 0 3 0 1 11 0 12 5 0 0 0 0 2 0 1 0 0 4 1 0 2 0 0 0 0 3 0 0 7 0 0 0 0 0 0 0 10 0 0 1 0 1 0 8 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TATCCTCTCTCTTTTTCTG............................................................................................. 19 0 1 1849.00 1849 21 16 7 11 7 20 98 9 6 41 54 89 74 67 54 25 32 49 20 52 18 162 21 3 3 21 1 23 22 1 29 31 26 29 10 0 17 21 17 2 11 0 8 9 8 0 11 3 1 18 12 0 9 6 3 23 3 1 17 5 6 6 1 0 2 6 5 18 3 2 10 0 6 3 16 7 0 8 18 3 0 0 17 3 8 5 3 0 8 0 1 3 1 0 3 7 0 1 1 0 2 6 1 1 0 0 2 4 5 6 3 1 1 0 0 0 0 0 10 6 1 0 4 1 0 2 5 1 1 18 5 1 7 3 0 8 17 15 4 0 0 3 0 1 0 3 3 6 0 2 0 0 0 1 0 0 1 5 0 0 0 1 2 4 0 4 0 0 4 7 0 0 5 1 7 1 0 5 14 2 0 0 7 4 1 2 5 1 0 1 1 12 2 0 0 2 1 0 0 2 2 2 1 0 5 0 3 0 0 1 3 0 0 1 1 2 5 0 1 1 3 1 1 0 0 1 0 0 0 0 0 0 1 0 3 0 0 0 1 0 0 3 0 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TCACTCAGGGGCAGAGCGAGG...................................................... 21 0 1 1412.00 1412 0 1 0 0 0 0 9 0 0 0 7 0 0 5 1 1 16 3 0 6 1 2 0 0 0 1 1 4 0 0 0 5 0 0 0 2 1 0 3 1 8 0 2 0 1 8 0 0 23 1 7 33 1 0 1 0 11 3 5 4 1 2 21 34 0 0 1 9 0 0 0 1 4 11 0 14 1 24 5 4 0 6 0 0 0 14 2 5 0 148 10 5 1 2 0 0 0 6 1 80 0 2 125 34 17 25 0 5 1 0 6 6 0 3 24 12 3 25 2 1 23 31 1 9 32 1 14 0 0 0 2 7 6 6 0 2 0 4 0 17 1 1 17 0 4 3 0 0 15 0 0 0 0 2 0 7 1 13 13 1 0 0 0 2 0 1 0 19 0 2 14 7 0 1 5 0 1 0 2 2 0 1 5 1 0 0 8 5 0 3 3 1 0 0 4 1 4 0 6 1 4 1 0 6 0 27 6 3 1 0 5 0 13 3 2 1 0 13 0 0 10 2 5 1 0 1 0 0 1 0 0 0 0 1 7 0 0 0 0 0 0 2 24 0 0 0 2 0 4 1 21 0 0 0 0 0 22 0 0 0 3 0 2 0 0 2 0 0 0 1 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TTATCCTCTCTCTTTTTCTGA............................................................................................ 21 1 1 1395.00 1395 153 197 112 11 90 32 17 48 52 8 13 23 14 13 11 1 4 5 3 17 1 10 5 1 0 1 0 5 1 5 1 13 12 0 0 10 14 0 9 13 8 0 1 7 6 4 1 1 3 1 3 1 2 0 6 1 0 11 5 7 6 6 8 9 9 0 5 1 0 3 0 10 2 6 0 1 2 8 10 10 5 1 0 0 17 4 5 5 0 2 5 7 4 4 1 0 0 1 3 3 0 2 3 2 1 0 0 4 0 0 4 1 0 2 0 2 2 2 4 1 3 0 4 7 0 3 3 2 0 4 0 0 0 2 0 2 0 0 0 1 0 0 11 4 0 1 2 2 3 3 37 2 0 2 0 2 2 2 3 4 1 0 0 2 0 0 0 1 0 3 0 10 0 1 1 2 1 3 1 2 0 0 1 2 2 2 2 0 2 0 0 2 1 2 1 5 0 1 1 0 0 2 1 1 3 0 1 0 0 0 1 0 1 0 1 1 0 0 0 1 0 0 2 0 0 0 3 1 1 0 0 3 0 1 0 2 0 0 2 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 5 0 0 1 0 0 0 10 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TATCCTCTCTCTTTTTCT.............................................................................................. 18 0 1 1304.00 1304 2 6 5 3 1 7 20 2 1 25 4 28 35 57 13 106 26 8 106 41 68 39 7 4 7 20 1 8 8 1 10 1 2 11 2 1 3 15 21 2 7 0 10 24 23 1 11 6 0 3 31 0 19 8 19 13 2 0 25 0 4 5 0 0 0 6 3 3 2 1 29 1 9 3 24 2 0 0 7 1 1 2 4 1 7 4 0 0 4 1 3 4 0 1 0 2 0 0 1 0 0 0 0 0 1 0 4 0 0 4 4 1 0 0 0 0 0 1 5 2 0 0 0 19 0 0 3 0 1 13 6 2 1 17 2 1 3 45 0 1 0 0 0 1 0 0 1 4 1 0 12 1 1 0 2 0 1 2 0 0 1 2 0 2 0 0 5 0 1 1 0 0 13 0 7 0 0 0 5 0 0 3 1 1 0 0 0 0 2 0 1 3 1 0 2 1 0 0 0 1 2 2 0 0 0 1 2 1 0 0 1 0 0 1 2 1 4 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................CTCAGGGGCAGAGCGAGGGT.................................................... 20 0 1 1201.00 1201 2 1 0 2 0 0 3 1 5 3 8 4 1 8 0 2 0 4 1 4 3 2 4 4 0 3 0 1 1 1 0 1 0 3 0 3 0 4 5 1 4 0 0 0 0 17 2 0 17 0 2 23 0 0 0 0 11 0 2 3 1 2 62 15 1 0 2 15 0 0 1 0 3 1 2 2 0 1 4 1 1 6 0 0 20 12 1 0 0 35 2 2 1 2 0 0 0 4 0 63 0 4 39 20 4 7 0 7 0 1 2 0 0 2 21 25 0 4 1 0 24 49 0 0 13 0 10 2 1 0 1 0 5 6 0 1 0 0 0 32 0 1 12 2 5 3 2 0 31 0 0 0 0 2 1 4 0 16 11 1 0 0 0 0 0 2 0 18 0 0 16 0 0 1 17 0 20 0 3 0 0 0 9 0 0 0 0 2 0 0 2 0 0 0 3 0 1 0 3 2 2 0 0 14 0 1 16 2 2 1 1 0 2 1 2 0 0 4 0 0 4 0 25 0 0 0 0 0 17 0 0 0 22 0 4 1 0 0 0 1 0 0 69 0 1 0 13 0 6 0 0 0 0 0 0 0 0 4 0 1 8 0 7 2 0 16 0 0 0 0 0 0 1 0 1 0 0 0 2 0 3 30 0 0 2 7 0 0 0 2 0 0 1 0 3 1 0 0 0 0 0 0 0

.................................................ATTATCCTCTCTCTTTTTCTGACT.......................................................................................... 24 2 1 1173.00 1173 108 107 64 33 68 34 32 72 45 15 23 23 10 25 29 21 23 16 4 20 13 11 13 12 0 4 0 14 3 7 8 20 15 10 2 1 6 10 3 5 0 0 6 3 1 0 2 7 2 6 1 1 3 4 3 5 3 0 2 4 1 4 3 0 0 0 0 1 2 3 0 1 1 0 0 4 4 3 2 1 0 3 2 12 5 0 1 3 8 0 2 2 0 2 3 2 10 0 0 0 2 2 0 0 0 0 1 2 3 1 2 0 0 2 0 1 0 0 0 3 0 1 0 0 1 1 0 0 9 0 1 1 2 0 1 0 2 0 1 0 11 0 0 0 0 2 0 0 0 0 0 0 12 0 6 0 0 0 0 0 0 0 0 2 0 0 13 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 3 1 0 2 0 0 0 0 0 1 0 1 1 0 2 1 0 1 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................TCAGGGGCAGAGCGAGGGT.................................................... 19 0 1 931.00 931 0 0 0 0 0 1 7 0 0 14 4 10 9 7 4 0 3 5 3 2 2 7 0 6 0 2 0 1 8 0 4 2 7 1 2 0 2 2 7 2 2 0 2 0 0 13 0 2 4 3 0 2 0 4 0 1 8 2 1 11 2 2 63 3 2 0 6 6 1 1 0 3 0 7 0 2 0 4 1 2 1 0 0 0 3 17 0 2 1 42 3 5 1 1 1 2 0 4 1 37 0 30 34 17 21 8 0 6 1 2 1 0 0 0 14 19 2 13 5 9 10 36 1 0 9 0 2 1 0 0 3 0 5 0 0 0 0 4 1 23 0 0 3 1 6 1 13 0 18 1 0 3 0 0 0 14 1 5 8 0 0 0 1 1 1 1 0 10 0 0 8 0 5 3 16 2 18 0 5 0 0 0 8 0 0 0 0 0 0 2 1 0 0 2 10 2 0 0 2 4 1 0 0 11 0 1 4 0 6 0 1 0 6 1 2 0 0 0 0 0 1 0 6 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 15 1 0 0 8 0 4 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................ACCTCTCTCTTTTTCTGACT.......................................................................................... 20 1 1 914.00 914 14 11 7 6 17 9 78 18 31 6 30 11 6 48 21 16 3 18 7 11 15 7 25 4 0 33 0 3 4 4 1 39 32 3 20 6 1 27 2 24 6 0 2 3 5 7 1 0 8 1 6 0 2 1 4 0 4 0 2 5 2 4 10 0 4 17 4 0 4 4 0 2 0 2 0 1 0 1 4 1 0 1 0 1 1 0 4 3 0 1 0 1 5 2 3 4 2 2 0 0 2 1 0 0 1 0 0 0 2 0 1 1 4 1 0 4 2 0 0 0 0 0 2 0 0 0 0 1 3 1 2 0 3 1 0 1 14 1 1 0 0 1 0 0 0 0 0 0 1 6 5 0 6 1 0 0 0 3 1 2 0 0 0 0 0 2 1 0 2 4 0 0 6 3 1 0 1 0 0 0 5 0 0 1 0 0 0 0 0 0 0 0 0 3 0 0 1 10 0 0 0 0 0 0 4 0 0 2 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 2 0 2 2 0 0 2 6 0 0 0 0 0 0 0 2 2 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 0 0 0 1 0 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................CCACTCAGGGGCAGAGCGAGGG..................................................... 22 1 1 778.00 778 0 0 0 0 0 0 14 0 0 0 19 0 0 13 0 7 0 9 4 10 2 0 5 1 0 2 0 1 1 0 0 3 2 0 0 1 2 0 2 1 5 0 0 0 0 6 1 0 10 0 3 6 0 1 0 0 3 4 1 3 0 2 8 24 0 0 0 2 0 0 0 0 2 3 0 14 1 6 1 1 0 10 0 0 7 3 4 5 0 26 7 3 3 1 0 0 0 6 7 22 0 5 20 30 8 15 2 4 0 1 2 6 0 1 31 7 10 10 0 2 14 17 1 1 15 0 21 2 1 0 0 6 5 0 0 1 2 1 0 5 0 0 11 6 2 7 1 1 11 3 0 0 0 5 1 1 3 6 31 0 0 0 1 3 7 2 0 6 0 1 8 0 0 1 1 3 3 1 0 0 0 1 1 0 3 0 3 3 0 1 24 0 0 0 2 0 0 0 0 1 0 0 1 4 0 2 0 1 1 0 0 0 1 1 1 0 0 0 0 0 4 0 0 6 0 1 0 0 9 0 0 0 0 1 0 3 0 0 2 1 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 12 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:5441217-5441379 - dme-

mir-
14-
as

CA----------TCAC-A-AAACTA-------T--GGTTTTCTTGT-------------------------GCCATGATGATACGCCCGCAATTTGTATAGGAGAGAGAAAAAGACTGACTATTTAATAAGCACAGTGAGTCCCCGTCTCGCTCCCACATAGGTTGCAGTACGTTACGTTGTTGTTGGTGC----------------------------------------------------------------------------TG-GCTGATAAATAA-TG---AA

droSim2 2r:6226303-6226465 - CG----------TCAC-A-AAACTA-------T--GGTTTTCTTGT-------------------------GCCATGATGATACGCCCGCAATTTGTATAGGAGAGAGAAAAAGACTGACTATTTAATAAGCACAGTGAGTCCCCGTCTCGCTCCCACATAGGTTGCAGTACGTTACGTTGTTGTTGTTGC----------------------------------------------------------------------------TG-GCTGATAAATAA-TT---GA
droSec2 scaffold_1:3055881-3056043 - CG----------TCAC-A-AAACTA-------T--GGATTTCTTGT-------------------------GCCATGATGATACGCCCGCAATTTGTATAGGAGAGAGAAAAAGACTGACTATTTAATAAGCACAGTGAGTCCCCGTCTCGCTCCCACATAGGTTGCAGTACGTTACGTTGTTGTTCTTGC----------------------------------------------------------------------------TG-GCTGATAAATAA-TT---GA
droYak3 2L:18072238-18072395 - CG----------TCAC-A-AAACTA-------TA-GGTTTAATCGT-------------------------GCCATGATGATACGCCCGCAATTTGTATAGGAGAGAGAAAAAGACTGACTATTTAATAAGCACAGTGAGTCCCCGTCTCGCTCCCACATAGGTTGCAGTACGTTACGTTGTTGTT----------------------------------------------------------------------------------G-GCTGATAAATAA-TA---AA
droEre2 scaffold_4929:8915867-

8916033 +
CG----------TCAC-A-AATCTA-------T--GGTTTGCTCGT-------------------------GCCATGATGATACGCCCGCAATTTGTATAGGAGAGAGAAAAAGACTGACTATTTAATAAGCACAGTGAGTCCCCGTCTCGCTCCCACATAGGTTGCAGTACGTTACGTTGTTGTTGTTGCTGG---C---------------------------------------------------------------------TG-GCTGATAAATAA-TG---AA

droEug1 scf7180000409209:723475-
723636 +

T-----------TCAC-A-AAACTA-------T--GATTAG--A------------------------TTTATCATGTTGATACGCCCGCAATTTGTATAGGAGAGAGAAAAAGACTGACTATTTAATAAGCACAGTGAGTCCCCGTCTCGCTCCCACATAGGTTGCAGTACGTTACGTTGTTGTTG--GC----------------------------------------------------------------------------TG-ACTGATAAATAA-TAATGGA

droBia1 scf7180000301506:1280958-
1281153 +

AG----------GCAC-A-AAGCTA-------T--GATTAATTCGAGGCACTGCGCCCA----------GC-TATTGGTGATACGCCCGCAATTTGTATAGGAGAGAGAAAAAGACTGACTTCTTAATAAGCACAGTGAGTCCCCGTCTCGCTCCCACATAGGTTGCAGTACGTTACGTTGT-----------------------------------------------------------GTGGCTGTAGTAGCTGTAGCTGTGGCTGCGGTGATAAATAATGA---AA

droTak1 scf7180000415401:500068-
500239 -

AG----------GCAC-A-AAACTA-------T--GATTAATTCGTGGCACTCGGC----------------TCATGGTGATACGCCCGCAATTTGTATAGGAGAGAGAAAAAGACTGACTGGTTAATAGCCACAGTGAGTCCCCGTCTCGCTCCCACATAGGTTGCAGTACGTTACGTTGTAGTTGCTGT----------------------------------------------------------------------------TT-GATGATAAATAA-TG---AA

droEle1 scf7180000491107:1673179-
1673333 +

TA---------GGCAC-A-AAACTA-------T--GATTAATTCGTGGCACT--GC----------------TCATGTTGATACGCCCGCAATTTGTATAGGAGAGAGAAAAAGACTGACTATTTAATAAGCACAGTGAGTCCCCGTCTCGCTCCCACATAGGTTGCAGTACGTTGC--------------TGA-------------------------------------------------------------------------TA-GCTGATAAATA---------

droRho1 scf7180000777217:326500-
326651 -

AG----------GCAC-A-TAACTA-------T--GATTATTTCGTGGCACT--GT----------------TCATGTTGGTACGCCCGCAATTTGTATAGGAGAGAGAAAAAGACTGACTATTTAATAAGCACAGTGAGTCCCCGTCTCGCTCCCACATAGGTTGCAGTACGTTGC-----------------------------------------------------------------------------------------------TGATAATTAA-TG---AA

droFic1 scf7180000453858:1267953-
1268108 +

-----------------A-GAACTA-------T--GATTAATTTGTGGCACTCTGC----------------CCATGTTGATACGCCCGCAATTTGTATAGGAGAGAGAAAAAGACTGACTATTTAATAAGCACAGTGAGTCCCCGTCTCGCTCCCACATAGGTTGCAGTACGTTGC--------------TGA---T---------------------------------------------------------------------AG-GCTGATAAACAG-CA---AA

droKik1 scf7180000302476:829014-
829175 -

G-----------GCAC-A-AAACTA-------T--TATTAATTCGTTTCACTTCACTTG----------TCGACATGTTGATACGCTTGCAATTTGTATAGGAGAGAGAAAAAGACTGACTACTTAAAAAGCACAGTGAGTCCCCGTCTCGCTCCGACATTGGTTGCAGTACGTTGAGT---------------------------------------------------------------------------------------------TCATAAATAATTA---AA

droAna3 scaffold_13266:183918-184054
+

G-----------GCACAT-GAACTA-------T--TATTAA--CGTTG---------------------TCGACATGTTGATACGCCCGCAATTTGTATAGGAGAGAGAAAAAGACTGACTATTTAATAAGCACAGTGAGTCCCCGTCTCGCTCCCACATAGGTTGCAGTACGTTA---------------------------------------------------------------------------------------------------------A-TG---AA

droBip1 scf7180000396730:1205298-
1205482 +

G-----------GCACGA-AAACTA-------T--TATTAA--CGTA------------------------GACATGTTGATACGCCCGCAATTTGTATAGGAGAGAGAAAAAGACTGACTATTTAATAAGCACAGTGAGTCCCCGTCTCGCTCCCACATAGGTTGCAGTACGTTAA--------------TGA---AAACTAGTCCACTAATCACACGATTCGTATTCGCGG------------CTGT-------------------------AAAAAAAA-TA---AA

dp5 3:15883098-15883244 - AATAT--GGTAGGGAC-G-GCACTT-------T--GGTCGGT---------------------------TCAACATGTTGATACGCCCGCAATTTGTATAGGAGAGAGAAAAAGACTGACTACTTCAAAAGCACAGTGAGTCCCCGTCTCGCTCCCACAT-GAATGCAGTACGTT--------------------------------------------------------------------------------------------------GATAAAGAG-TT---GA
droPer2 scaffold_4:878707-878853 + AATTT--GGTAGGGAC-G-GCACTT-------T--GGTCGGT---------------------------TCAACATGTTGATACGCCCGCAATTTGTATAGGAGAGAGAAAAAGACTGACTACTTCAAAAGCACAGTGAGTCCCCGTCTCGCTCCCACAT-GAATGCAGTACGTT--------------------------------------------------------------------------------------------------GATAGAGAG-TT---GA
droWil2 scf2_1100000004513:3302348-

3302500 -
TTTCTATGACAACGAC-GAGGACTTACAAGTCC----G--T--CGC-------------GATGGCGGCTTCAACATGTTGATACGCCCGCAATTTGTATAGGAGAGAGAAAAAGACTGACTATATAAAAAGCACAGTGAGTCCTCGTCTCGCTCCCACATAGGTTGCAGTACGTT-------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_10324:225269-225429
-

AA----------TTTA-A-AAAT--------------------TGT-------------------------AACATGTTGATACGCCCGCAATTTGTATAGGAGAGAGAAAAAGACTGACTATATAAAAAGCACAGTGAGTCCCCGTCTCGCTCCCACATAGGTTGCAGTACGTTGA--------------TAA---AAACCG----------CTCACAGCTCGCACACGCTGCCA----TGTT-------------------------------------G-TT---AA

droMoj3 scaffold_6496:2042841-
2042972 -

TT----------TAAC-A-CAATTC-------CAAGTT--T--CGA-------------GA-------TTTAACATGTTGATACGCCCGCAATTTGTATAGGAGAGAGAAAAAGACTGACTATATAAAAATCACAGTGAGTCCCCGTCTCGCTCCCACATAGGTTGCAGTACGTT-------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_15245:15401658-
15401797 +

-------------------------------------------------------------------------CATGTTGATACGCCCGCAATTTGTATAGGAGAGAGAAAAAGACTGACTATATAAAAAGCACAGTGAGTCCCCGTCTCGCTCCCACATAGGTTGCAGTACGTTGA--------------TTAAAAAAATCG----------CTCA------------GCAGCAAATTGTGTG-------------------------------------G-AA---AA
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0
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AATAATTCACTTTATTACTTCAATTTCAAGTTGTCTTTTAACTATATGCTGGTCGACAGTCCTCCAAGAGCACGGTATTAAGTTCCTACGACTGAATATAGGAACGTAGGAACTCTATACCTCGCTGATGGTAAAAAGACTTCGGTTTTTTTCGTTCGATGGTCACAGTTCAATTGATTACACTGCACTTGAAGTGTCT
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#
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Total
Norm Total

V080

Starvation,
female head

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V077

cold,
female
head

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V079

Oxidation,
female
head

V078

Desiccation,
female head

GSM609238

embryo
14-24hr

GSM609251

aged
female
head

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609234

CS Â male
total RNA
Â 

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM609223

male, one
day

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V085

CME
W2
wing
disc

GSM609224

female,
one day

GSM609247

heat
female
head

V073

mbn2

V137

Male
aged
head

V015

DreRFHV148h

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V006

r2d2 female:
possibly
heterozygous

V086

female
body,
aged

GSM628272

ago2[414]
ovary
total RNA

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V008

S2-
DRSC

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM399101

kc167
cell

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609237

ago2[414]
ovary
total RNA

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM609217

MLDmD20c5

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

GSM322543

male head
#1

V074

S3

V022

ML-
DmD32
cell

GSM609230

CS,ovary,AGO1IP

AGO1

GSM609225

ML-DmBG3-
C2

GSM399100

Kc167
cell

GSM609221

1182-4H
cell

SRR031692

Total
small
RNAs from
Oregon R

V091

fGS/OSS
total
Â 

GSM609248

ML-DmD9
cell

GSM286601

male head

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR001347

ago2_untreated

V030

ML-
DmD8
cell

V125

ML-
DmD9

GSM322533

female
head #1

GSM609229

embryo 2-
6hr

GSM609220

ML-DmD21
cell

GSM343832

S2R+ cell

SRR097866

Drosophila
S2-NP
cells

SRR029030

dcr-2
knockdown

V014

DTT
8h

V147

1182-
4H
cell

GSM609222

ML-DmBG1-
C1

GSM343833

S2R+ cell

V034

ML-
DmD16c3
cell

GSM240749

female
head

V146

S1
cell

GSM609227

CMEW1
Cl.8+
cell

GSM609244

KC+48 #2

GSM609239

IR- 2-
18hr

GSM609235

CMEL1

SRR001349

heterozygous_dcr-
2_untreated

V138

Male
cold
body

GSM399110

KC-48 #2

GSM609242

s2+48 #2
GSM371638

S2-NP

V140

Dessication_female_body

GSM399107

male body
#2

V023

Dcr2
female
head

GSM609226

CMEW1
Cl.8+
cell

V136

Male
aged
body

V142

Oxidation_female_body

GSM609243

KC+48 #1
V148

mbn2

V141

Heat_female_body

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

GSM280088

S2cell
(AGO1IP)

AGO1

SRR097867

Drosophila
S2-NP
cells

SRR001664

homozygous_dcr-
2_untreated

V131

ML-
DmD16-
c3

GSM360260

0-1d
Pupae (w)

V036

ML-
DmD20c5
cell

GSM399105

disk #2

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR060652

hs-
Penelope_testes_total

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

V126

CME
L1

GSM275691

imaginal
disc

GSM322208

3rd
instar #2

SRR001348

ago2_oxidized

GSM322219

2-4day
pupae #1

GSM360262

0-2d
pupae

GSM609249

ML-DmD21
cell

V032

S1
cell

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM399106

female
body #2

GSM286604

0-1h #3
(7)

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

GSM609218

Sg4

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V134

ML-
DmD8

GSM361908

s2-48
Biological
Replicate
#2

SRR060645

yw67c23(2)_testes_total

GSM272652

S2 -48
Biological
Replicate
#1

GSM609241

s2+48 #1

GSM180335

imaginal
discs

GSM286607

6-10h #1
(10)

SRR029028

untreated
(mock)

SRR032093

ago1
knockdown

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM379054

Flam
Heterozygote

GSM609240

IR+ 2-
18hr

GSM609250

ML-DmD32
cell

V038

Felix
sample
S2
only

V129

ML-
DmBG1-
c1

GSM286602

male body

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

GSM379051

Armi
Mutant

SRR060650

A1_testes_total

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

V037

Felix
sample
+mirtrons

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

GSE24545

CS ovary
total
RNA

V127

G2

GSM322338

2-4day
pupae#2

GSM272653

KC -48 #1

GSM272651

S2-
48,+48,
KC-48,
+48 mix

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

V145

S2-
DRSC

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

V130

ML-
DmBG3-
c2

GSM180328

adult
heads
(female
heads,
male
heads)

GSM180334

larvae:
1st
instar
and 3rd
instars

GSM280083

dcr-2-/-
ovaries
(18-29nt)

GSM286605

2-6h #1
(8)

GSM286611

6-10h #2
(11)

GSM364902

12-24hr
embryo

SRR014273

Ovary_rep1_Har_P

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

SRR097865

Drosophila
S2-NP
cells

V144

OSC

V031

GM2
cell

V096

loqsKO/f00791
ovary

..........................................................................................................TAGGAACTCTATACCTCGCTGA....................................................................... 22 0 2 7.50 15 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 2 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................AGCACGGTATTAAGTTCCTACG............................................................................................................. 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TTATTAAGTGAAATAATGAAGTTAAAGTTCAACAGAAAATTGATATACGACCAGCTGTCAGGAGGTTCTCGTGCCATAATTCAAGGATGCTGACTTATATCCTTGCATCCTTGAGATATGGAGCGACTACCATTTTTCTGAAGCCAAAAAAAGCAAGCTACCAGTGTCAAGTTAACTAATGTGACGTGAACTTCACAGA

***********************************.....(((((..((((.....))))...(((..(((..(((((..((((((((((.(((....)))...))))))))))..)))))..)))..))).((((((((....))))))))......))))).***********************************
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#
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Hit
Count
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Norm Total

V137

Male
aged
head

V080

Starvation,
female head

GSM609251

aged
female
head

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V077

cold,
female
head

V136

Male
aged
body

V079

Oxidation,
female
head

V142

Oxidation_female_body

V140

Dessication_female_body

V141

Heat_female_body

V138

Male
cold
body

V078

Desiccation,
female head

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V125

ML-
DmD9

GSM609247

heat
female
head

V139

Cold_female_body

GSM609234

CS Â male
total RNA
Â 

V131

ML-
DmD16-
c3

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V092

dcr-
2[G31R]
male
total
RNA Â 

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSE24545

CS ovary
total
RNA

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V147

1182-
4H
cell

V096

loqsKO/f00791
ovary

GSM609223

male, one
day

V015

DreRFHV148h

GSM322543

male head
#1

V145

S2-
DRSC

GSM628272

ago2[414]
ovary
total RNA

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V085

CME
W2
wing
disc

SRR029633

total
small RNAs
from hen1
homozygous
flies

V086

female
body,
aged

V134

ML-
DmD8

V148

mbn2

GSM609238

embryo
14-24hr

V023

Dcr2
female
head

V126

CME
L1

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609224

female,
one day

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V006

r2d2 female:
possibly
heterozygous

SRR001349

heterozygous_dcr-
2_untreated

V129

ML-
DmBG1-
c1

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V012

Dcr2 male
(Katsutomo,
whole fly?)

SRR031692

Total
small
RNAs from
Oregon R

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

V130

ML-
DmBG3-
c2

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR001347

ago2_untreated

V132

ML-
DmD32

SRR001664

homozygous_dcr-
2_untreated

V008

S2-
DRSC

SRR001338

IR_non-
beta-
eliminated

V073

mbn2

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR097865

Drosophila
S2-NP
cells

V146

S1
cell

SRR097866

Drosophila
S2-NP
cells

V128

S3

GSM343832

S2R+ cell

GSM322533

female
head #1

GSM609244

KC+48 #2

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

GSM313163

dcr-2
heterozygous,
untreated

SRR001345

ago2_non-
beta-
eliminated

GSM313162

dcr-2
homozygous,
untreated

GSM609248

ML-DmD9
cell

GSM609237

ago2[414]
ovary
total RNA

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM399110

KC-48 #2

V091

fGS/OSS
total
Â 

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM399100

Kc167
cell

GSM280087

S2cell
(AGO2IP)

AGO2

GSM609217

MLDmD20c5

GSM343833

S2R+ cell

GSM609221

1182-4H
cell

SRR097867

Drosophila
S2-NP
cells

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

GSM609242

s2+48 #2

GSM609230

CS,ovary,AGO1IP

AGO1

SRR014273

Ovary_rep1_Har_P

GSM360262

0-2d
pupae

SRR014275

Ovary_rep1_LK_P

V034

ML-
DmD16c3
cell

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

GSM609235

CMEL1

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR014277

Ovary_rep1_NA_P

GSM399107

male body
#2

GSM609243

KC+48 #1

V014

DTT
8h

GSM609225

ML-DmBG3-
C2

GSM240749

female
head

GSM399101

kc167
cell

GSM609222

ML-DmBG1-
C1

SRR065801

zuc_het(H-
Y)_ovaries

SRR001339

WT_females_non-
beta-eliminated

GSM609226

CMEW1
Cl.8+
cell

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM609227

CMEW1
Cl.8+
cell

GSM322219

2-4day
pupae #1

SRR060652

hs-
Penelope_testes_total

GSM360260

0-1d
Pupae (w)

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

V022

ML-
DmD32
cell

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1
GSM371638

S2-NP

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

V030

ML-
DmD8
cell

GSM609241

s2+48 #1

GSM379061

Squ
Heterozygote

GSM286604

0-1h #3
(7)

GSM379063

Vasa
Heterozygote

GSM379057

Krimp
Mutant

V074

S3

V135

CME
W2
(wing
disc
line)

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1
V133

Sg4

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

GSM272653

KC -48 #1

GSM379051

Armi
Mutant

GSM286601

male head

GSM399105

disk #2

SRR060653

hs-Penelope_
ovaries_total

GSM399106

female
body #2

GSM379050

Armi
Heterozygote

GSM313161

dcr-2
heterozygous,
oxidized

GSM609250

ML-DmD32
cell

SRR032093

ago1
knockdown

GSM379065

Zuc
Heterozygote

GSM609240

IR+ 2-
18hr

GSM379064

Vasa
Mutant

GSM379053

Aub
Mutant

GSM379052

Aub
Heterozygote

SRR001343

dcr-2_non-
beta-
eliminated

V036

ML-
DmD20c5
cell

SRR001341

WT_males_non-
beta-
eliminated

GSM379054

Flam
Heterozygote

GSM379056

Krimp
Heterozygote

SRR029031

loqs-ORF
knockdown

GSM286607

6-10h #1
(10)

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR065800

zuc_H-
Y_ovaries

GSM379066

Zuc
Mutant

SRR060646

yw67c23(2)_ovaries_total

SRR001344

dcr-
2_beta-
eliminated

GSM379059

Piwi
Mutant

GSM609249

ML-DmD21
cell

GSM322245

3rd
instar #1

GSM379058

Piwi
Heterozygote

GSM379055

Flam
Mutant

GSM609220

ML-DmD21
cell

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

V127

G2

GSM424739

S2
parental

SRR060644

A2_ovaries_total

GSM275691

imaginal
disc

GSM609229

embryo 2-
6hr

SRR060645

yw67c23(2)_testes_total

GSM361908

s2-48
Biological
Replicate
#2

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR014280

Ovary_rep1_w1118_P

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM379060

SpnE
Heterozygote

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

GSM286602

male body

GSM609239

IR- 2-
18hr

GSM286611

6-10h #2
(11)

SRR029028

untreated
(mock)

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

SRR060643

A2_testes_total

SRR060650

A1_testes_total

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

GSM379062

Squ
Mutant

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM272652

S2 -48
Biological
Replicate
#1

V032

S1
cell

GSM379067

SpnE
Mutant

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

GSM424740

S2 pKF63
stably
transfected

SRR001348

ago2_oxidized

SRR014282

Ovary_rep1_wK_P

SRR029030

dcr-2
knockdown

GSM180328

adult
heads
(female
heads,
male
heads)

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

V003

dsDcr-1
(katsutomo
RNA)

V144

OSC

GSM322338

2-4day
pupae#2

GSM272651

S2-
48,+48,
KC-48,
+48 mix

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR032092

mock
oxidized

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

GSM280088

S2cell
(AGO1IP)

AGO1

GSM286603

female
body

GSM609218

Sg4

GSM239041

fly heads,
non beta-
eliminated

GSM312995

WT,
oxidized

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

GSM322208

3rd
instar #2

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM609219

GM2 cell

GSM286605

2-6h #1
(8)

GSM467729

Dmel_wt_sRNAseq

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM280083

dcr-2-/-
ovaries
(18-29nt)

GSM313160

dcr-2
homozygous,
oxidized

V038

Felix
sample
S2
only

S6

0-1,2-
6,6-
10h
embryo

V037

Felix
sample
+mirtrons

SRR001337

WT_females_beta-
eliminated

SRR029033

lacZ
knockdown

SRR065802

Piwi-
IP_zuc_mut_ovaries

GSM385748

OSS_s6

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM385822

OSS_s8

GSM280082

WT
ovaries
(18-29nt)

GSM239052

S2 cells,
non beta-
eliminated

GSM385744

OSS_s2

SRR060651

A2_ovaries_Ago3

AGO3

V031

GM2
cell

GSM424741

S2 pKF63
transiently
transfected

GSM246084

D.
melanogaster
adult male
heads 454

SRR029032

r2d2
knockdown

GSM364902

12-24hr
embryo

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

GSM180335

imaginal
discs

GSM385821

OSS_s7

SRR029029

dcr-1
knockdown

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

GSM467730

Dmel_r2d2_sRNAseq

GSM467731

Dmel_loq_sRNAseq

GSM239050

fly heads,
beta-
eliminated

SRR032094

ago2
knockdown

GSM180329

adult
bodies
(female
bodies,
male
bodies)

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

GSM180336

pupae: 0-
1 day, 0-
2 day, 2-
4 day

SRR001346

ago2_beta-
eliminated

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

GSM180333

late
embryo
(12-24)

GSM360256

1st
instar #1

GSM1528798

follicle
cells

GSM180334

larvae:
1st
instar
and 3rd
instars

SRR001340

IR_beta-
eliminated

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

GSM313165

ago2
homozygous,
oxidized
(technical
replicate
#2)

GSM313164

ago2
homozygous,
oxidized
(technical
replicate
#1)

GSM360257

1st
instar #2

GSM180332

mid
embryo
(6-10)

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM180337

tissue
culture
cells (S2
only)

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

GSM286606

2-6h #2
(9)

GSM286613

0-1hr #1
(A)

GSM280086

WT
ovaries
(AGO2IP)

AGO2

GSM280085

WT testes
(18-24nt)

SRR060648

A2_ovaries_FLAG-
Aub

SRR060649

A2_ovaries_FLAG-
Piwi

SRR065807

Piwi-
IP_squ_het_ovaries

SRR065806

Piwi-
IP_squ_mut_ovaries

GSM239051

S2 cells,
beta-
eliminated

AGO2

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR001342

WT_males_beta-
eliminated

GSM180331

early
embryo
(2-6)

SRR010956

Piwi IP in
Ago3
heterozygotes

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR010955

Aub IP in
Ago3
heterozygotes

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

GSM180330

very
early
embryo
(0-1)

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR010952

Ago3 trans-
heterozygotes,
oxidized

SRR010953

Aub
heterozygotes,
oxidized

SRR010960

wt,
oxidized

SRR023400

total RNA
extracted
from P19
cells

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

SRR010951

Ago3
heterozygotes,
oxidized

SRR023399

RNA bound
by P19
protein

AGO2

SRR023402

total RNA
extracted
from NLS-
P19 cells

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

SRR023197

RNA
Library
from S2
control
cells

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries
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...................................................................CTCGTGCCATAATTCAAGGAT............................................................................................................... 21 0 1 43569.00 43569 1186 1963 1445 1 928 10 1037 6 5 6 17 940 173 15 1233 10 198 0 29 1 133 13 0 3496 10 2 57 120 2018 3 1 15 2 4 5 2389 12 1 2 1 239 3 2551 28 1 7 2771 138 1359 0 1724 228 1332 2 0 1331 6 995 1 1022 39 1853 7 1299 0 1 0 0 0 745 47 2 1190 1515 1221 5 2 2 33 1 3 4 1 4 1 2 0 1 24 7 2 43 1 12 0 4 835 1 24 41 2 6 235 16 6 0 742 3 2 12 7 2 32 10 0 10 0 0 6 42 1 9 0 22 0 2 1 0 0 0 0 3 0 183 34 0 7 0 41 5 0 0 1 0 0 0 277 2 264 0 0 1 0 56 0 0 1 409 1 5 1 0 0 0 29 0 0 2 16 1 1 0 2 0 0 0 0 1 4 0 3 0 3 1 1 0 7 0 18 0 1 0 115 0 96 0 0 51 11 0 0 3 5 3 0 2 1 3 2 223 9 24 10 6 31 0 0 0 10 2 6 0 30 0 4 0 50 0 0 0 0 1 0 34 0 0 0 0 11 0 0 0 0 2 0 0 0 1 5 7 0 2 0 0 23 0 0 0 1 0 0 23 0 5 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 4 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0
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........................................................................................................CCATCCTTGAGATATGGAGCGA......................................................................... 22 1 2 7593.50 15187 487 920 684 1649 356 250 293 193 207 202 167 208 277 155 113 217 774 93 279 52 279 400 56 4 85 41 164 219 8 67 120 169 83 190 169 8 241 38 50 78 37 42 9 93 18 171 4 93 1 100 9 90 11 102 30 6 18 1 28 1 90 2 135 2 69 37 39 36 38 8 14 15 0 2 0 52 323 286 3 186 54 24 10 86 41 229 11 28 16 49 45 2 87 26 17 35 0 75 2 9 20 70 124 192 104 34 0 33 17 13 7 17 0 0 171 0 62 26 24 13 10 17 25 7 15 18 28 8 42 17 13 2 15 49 1 2 2 9 0 6 36 52 7 25 9 4 0 10 0 23 125 6 0 27 13 2 10 0 2 6 7 3 10 73 5 6 4 4 1 10 13 4 0 10 1 9 13 64 3 2 18 4 1 1 5 2 1 1 6 2 8 19 11 2 0 18 17 10 9 5 5 0 0 4 8 1 6 0 6 3 0 1 0 0 0 4 8 4 0 0 0 0 0 2 0 14 0 21 1 1 7 1 0 1 1 0 8 2 0 4 0 0 3 2 0 2 0 0 0 10 0 4 0 3 0 0 0 4 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................TTCTCGTGCCATAATTCAAGGAT............................................................................................................... 23 0 1 5241.00 5241 39 59 130 0 31 0 57 0 2 0 1 37 6 2 58 1 4 0 4 0 5 1 0 611 1 1 4 15 253 0 0 0 0 0 0 364 0 0 0 1 48 0 341 0 0 0 193 10 286 0 227 72 250 0 0 188 2 152 0 157 3 201 0 209 0 0 0 0 0 40 8 1 168 190 191 0 1 1 0 1 0 3 0 0 0 0 0 0 5 0 0 6 0 1 0 1 71 0 2 15 0 0 33 4 0 0 95 3 0 1 1 0 1 22 1 19 0 0 1 7 0 2 0 14 0 0 0 0 0 0 0 0 0 13 4 0 1 0 7 1 0 0 0 0 0 0 74 0 39 0 0 0 0 7 0 0 0 29 0 0 0 0 0 0 0 0 0 0 2 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 1 0 0 0 22 0 19 0 0 6 2 0 0 0 1 1 0 1 0 0 0 10 2 8 0 0 4 0 0 1 4 0 1 0 3 0 2 0 12 0 0 0 0 0 0 7 0 0 0 0 1 0 0 0 0 1 0 0 0 1 2 0 0 0 0 0 2 0 0 0 0 0 1 4 0 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................CCTTGAGATATGGAGCGA......................................................................... 18 0 2 5123.50 10247 1023 488 329 426 306 182 311 258 61 77 250 136 187 6 72 144 122 2 21 38 113 11 21 27 9 69 159 43 58 45 4 83 7 7 52 2538 247 39 2 9 7 1 50 99 19 102 18 36 1 0 42 17 26 17 4 16 60 0 6 4 22 12 65 5 22 71 14 2 22 54 58 10 14 1 4 270 5 2 7 9 5 5 1 46 27 30 8 3 16 1 20 8 7 20 14 10 4 24 43 36 5 43 5 24 4 4 3 6 1 8 3 15 13 0 32 0 0 4 5 1 27 12 0 8 3 1 3 1 3 0 8 4 2 7 2 4 17 1 1 44 8 1 3 0 3 1 0 51 1 1 5 4 0 6 0 0 6 1 5 7 3 1 0 8 0 1 0 12 1 0 7 1 0 1 4 0 0 4 3 0 4 0 2 10 8 2 0 1 0 2 14 1 71 0 1 2 4 0 1 3 5 0 5 0 0 0 0 4 2 0 1 0 2 2 10 0 2 2 10 1 0 0 9 3 0 5 1 0 15 8 1 11 1 0 12 0 1 0 0 0 0 0 0 0 6 0 0 8 7 1 0 0 0 0 0 0 0 0 0 0 0 1 1 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0

....................................................................TCGTGCCATAATTCAAGGAT............................................................................................................... 20 0 1 4930.00 4930 119 116 141 0 55 0 76 0 1 0 1 47 18 2 44 0 9 0 1 0 8 0 0 447 0 1 4 6 370 1 0 0 0 1 0 262 0 0 1 1 9 0 274 1 1 0 214 2 150 0 163 7 140 1 0 222 0 101 1 100 1 208 0 213 0 0 0 0 0 109 10 1 198 48 200 1 0 0 0 0 0 1 1 0 0 0 0 0 10 0 0 7 0 0 0 0 56 0 0 5 0 0 54 3 1 0 75 1 0 2 1 0 5 1 0 0 0 0 0 8 0 3 0 8 0 0 0 0 0 0 0 1 0 34 6 0 4 0 8 0 0 0 2 0 0 0 15 1 11 0 0 0 0 15 0 0 0 13 0 0 0 0 0 0 5 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 296 0 49 0 0 12 2 0 0 0 0 0 0 0 0 1 1 2 2 2 1 1 30 0 0 0 5 0 0 0 24 1 1 0 6 0 0 0 0 1 0 0 0 0 0 0 4 0 1 0 0 0 0 0 0 3 4 0 0 0 0 0 1 0 0 0 0 0 2 1 0 4 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

..................................................................TCTCGTGCCATAATTCAAGGA................................................................................................................ 21 0 1 4187.00 4187 1 5 1 0 2 0 2 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 913 0 0 0 0 60 0 0 0 0 0 0 447 0 0 0 0 1 0 492 0 0 0 397 0 16 0 368 1 319 0 0 232 0 30 0 28 0 146 0 220 0 0 0 0 0 16 6 0 0 141 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 12 0 0 0 0 87 0 2 1 1 0 4 1 0 0 71 0 0 0 1 0 0 0 0 0 0 0 0 9 0 0 0 0 0 0 0 0 0 0 0 1 0 1 4 0 0 0 0 0 0 0 0 0 0 0 32 0 36 0 0 0 0 1 0 0 0 24 0 0 0 0 0 0 4 0 0 0 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 9 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 3 1 0 5 0 0 0 0 0 0 0 4 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 3 0 0 0 1 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................TTGCATCCTTGAGATATGGAGCGA......................................................................... 24 0 2 3695.00 7390 1085 147 142 15 159 482 146 252 143 178 304 84 207 16 47 126 122 148 104 189 201 32 106 39 6 37 34 38 63 13 62 61 98 38 35 35 64 9 79 1 8 33 26 11 48 282 29 11 1 25 16 44 8 31 15 13 57 0 11 0 15 1 57 21 23 48 27 25 1 88 24 12 11 2 21 7 22 28 18 6 17 2 0 9 5 1 14 13 20 9 90 3 57 53 0 5 15 52 28 15 0 10 15 9 2 19 3 17 5 42 8 20 4 0 0 0 0 13 4 4 1 11 7 7 3 17 10 7 15 9 0 8 5 1 4 2 14 9 4 4 3 6 0 5 7 2 2 8 1 2 10 4 0 13 20 3 7 2 18 0 2 4 10 0 6 3 0 7 1 0 2 4 3 3 6 4 3 3 0 0 0 3 17 4 5 2 1 0 2 5 8 2 0 0 0 1 0 2 3 0 0 0 0 1 0 0 1 0 1 5 3 0 1 2 1 0 1 3 61 0 0 3 1 0 1 0 0 0 0 2 0 3 1 0 0 5 3 0 0 0 0 0 0 0 2 0 0 39 22 1 0 0 0 0 0 1 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................AGCATCCTTGAGATATGGAGCGA......................................................................... 23 1 2 2197.50 4395 252 149 77 3 152 109 130 84 66 68 103 131 131 4 46 49 131 23 95 65 108 62 35 115 3 17 51 31 135 2 24 58 37 20 11 114 36 2 14 9 30 4 94 21 31 59 86 18 4 6 94 50 71 17 8 48 50 3 2 4 3 32 18 51 8 2 19 4 5 78 3 4 0 9 0 9 10 10 5 5 20 3 0 5 3 2 2 14 5 10 14 12 10 7 0 4 31 16 35 15 0 3 18 4 1 17 4 1 0 4 7 4 2 5 0 2 2 3 2 10 2 6 2 10 2 6 0 1 2 0 0 2 2 2 5 3 17 3 0 0 1 6 2 2 2 1 10 1 3 2 4 2 0 20 7 1 3 0 6 1 1 0 2 0 7 0 0 3 1 1 1 3 7 0 3 1 0 11 0 1 0 2 13 2 1 0 23 1 18 2 4 0 3 0 1 0 0 5 2 0 0 1 0 7 0 14 2 3 0 1 0 19 0 6 3 0 0 3 0 4 14 0 0 0 1 0 0 0 0 4 0 6 0 0 6 0 2 0 4 0 2 3 0 0 0 0 0 0 0 0 1 1 0 1 1 0 0 1 1 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................GCATCCTTGAGATATGGAG............................................................................ 19 0 2 1982.50 3965 114 84 42 171 62 60 57 50 52 45 49 54 16 6 32 13 24 18 43 38 15 112 16 0 15 39 26 13 52 9 17 343 25 46 25 0 8 12 3 16 8 21 0 13 87 167 49 18 1 5 5 5 3 14 12 10 237 0 3 1 9 0 32 12 21 2 38 8 14 18 34 41 0 0 0 6 3 2 13 5 7 5 52 6 6 6 19 7 10 18 54 3 47 6 14 5 12 47 14 16 4 4 6 9 4 23 1 2 10 7 6 10 8 0 3 0 27 23 3 41 3 4 16 3 14 15 0 4 31 1 4 8 19 1 4 10 5 12 0 3 8 11 16 16 7 7 0 6 0 9 8 30 11 4 8 8 6 0 14 2 9 9 3 1 18 0 0 31 3 0 5 2 0 5 7 2 14 6 6 3 2 3 17 11 6 5 2 2 4 2 3 6 0 0 0 3 8 0 14 3 0 2 4 4 21 2 5 2 0 0 13 0 1 1 1 1 0 2 1 4 0 19 1 4 1 0 0 2 0 1 0 0 7 0 0 1 0 0 0 0 4 1 4 0 1 10 2 0 1 0 0 0 0 0 0 1 2 0 1 3 0 0 1 0 0 2 0 0 0 0 0 2 0 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................CATCCTTGAGATATGGAGCG.......................................................................... 20 0 2 1844.00 3688 329 65 51 243 73 150 34 79 37 76 97 25 29 36 14 65 11 13 29 4 30 37 11 3 19 15 26 12 61 17 10 84 5 25 19 73 18 33 28 3 1 16 9 12 21 30 2 12 2 13 10 0 8 18 18 21 43 2 4 4 11 3 10 8 69 4 75 12 8 38 39 12 18 1 8 9 2 1 23 4 9 3 33 2 11 6 35 6 55 5 12 8 8 2 52 1 0 9 17 20 2 11 7 2 5 6 0 1 2 7 8 15 7 0 0 0 2 0 22 53 1 23 0 15 3 4 1 4 0 4 16 8 2 4 5 3 18 0 44 5 21 3 2 2 0 0 0 7 0 0 2 21 0 30 2 4 5 0 5 4 5 1 2 1 35 4 21 7 0 0 14 17 0 7 2 0 0 4 0 0 13 1 19 7 6 40 1 0 0 13 1 0 2 0 3 0 0 3 15 9 2 0 11 0 12 0 0 3 0 1 12 0 1 2 3 0 0 0 3 0 1 0 3 2 2 2 0 0 18 2 27 0 0 0 2 0 1 0 0 0 1 0 0 0 0 0 0 1 0 2 7 0 0 0 0 0 7 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TTTCCTTGAGATATGGAGCGA......................................................................... 21 2 2 1749.50 3499 1318 79 200 5 58 448 45 85 24 36 133 12 26 3 18 36 17 4 8 5 22 1 7 1 4 1 19 15 1 1 1 3 7 2 2 602 108 3 6 0 1 0 0 8 1 8 2 7 0 1 5 1 1 0 0 0 5 1 0 0 1 1 1 0 0 14 0 2 1 0 0 0 0 0 0 0 0 0 0 1 1 1 1 1 1 0 0 2 0 1 2 0 4 1 0 0 1 3 0 0 0 0 5 1 0 0 0 0 2 0 0 3 0 0 0 0 0 0 0 3 0 0 0 0 0 1 1 0 0 0 1 1 0 8 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 2 0 0 5 0 0 0 0 2 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 3 0 0 0 0 2 0 0 0 0 1 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................GCTCGTGCCATAATTCAAGGAT............................................................................................................... 22 1 1 1590.00 1590 3 6 2 0 12 0 20 0 0 0 0 12 5 0 7 0 5 0 0 0 6 0 0 720 0 0 0 2 8 0 0 0 0 0 0 45 0 0 0 0 1 0 418 0 0 0 87 0 17 0 27 9 34 0 0 36 0 5 0 1 0 8 0 11 0 0 0 0 0 2 0 0 0 30 0 0 1 0 1 0 0 0 0 0 0 0 0 2 1 0 0 1 0 0 0 0 3 0 0 0 0 0 0 1 0 0 9 0 0 0 0 0 2 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 2 0 3 0 0 0 0 4 0 0 0 0 0 0 5 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TATCCTTGAGATATGGAGCGA......................................................................... 21 1 2 1575.00 3150 411 88 72 18 89 267 61 171 67 101 196 27 58 2 13 66 51 2 45 32 49 32 6 41 1 6 11 26 56 1 2 7 10 10 3 373 97 1 6 0 8 6 23 8 2 11 17 12 1 4 30 10 10 2 0 23 6 0 2 5 3 4 7 27 0 19 0 0 0 23 7 1 0 0 0 0 2 3 5 1 7 0 1 3 1 0 1 3 1 1 2 6 5 4 0 0 6 8 6 8 0 1 37 0 2 2 0 0 0 0 1 4 4 0 0 0 0 0 0 15 0 3 0 5 1 2 1 0 0 0 0 4 0 19 2 0 6 0 0 0 0 2 1 0 0 0 0 3 0 0 1 0 1 13 1 0 3 0 0 0 6 0 1 0 6 0 0 4 0 0 4 0 1 0 3 0 0 14 1 0 1 1 3 1 0 5 0 0 0 0 4 1 2 0 0 1 0 20 1 0 0 0 1 0 0 0 0 0 1 0 0 0 3 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 1 0 0 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................CCTCGTGCCATAATTCAAGGAT............................................................................................................... 22 1 1 1276.00 1276 4 11 8 1 9 0 2 1 0 0 0 13 1 1 10 0 1 0 3 0 1 3 0 135 2 0 3 4 50 0 2 0 1 0 0 71 0 0 0 0 1 1 53 2 0 0 234 0 23 0 73 5 78 0 0 36 0 28 0 30 0 36 1 33 0 0 0 0 0 2 4 0 0 42 0 0 2 1 0 2 0 0 0 0 0 0 0 0 2 1 0 8 0 1 0 5 51 0 0 1 0 0 44 0 1 0 6 1 0 2 1 0 4 5 0 3 0 0 0 0 0 2 0 0 0 0 2 0 0 0 0 1 0 27 7 0 0 0 0 0 0 0 0 0 0 0 11 0 9 0 0 0 0 0 0 0 0 5 0 1 10 0 0 0 1 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 5 0 2 0 0 5 0 0 0 0 0 0 0 0 0 0 0 8 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 7 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................TTCCTTGAGATATGGAGCGA......................................................................... 20 1 2 1195.00 2390 336 36 50 5 26 100 23 49 30 33 53 13 16 2 8 25 14 2 19 10 23 10 0 19 1 4 6 9 2 1 0 8 5 3 0 1148 34 0 6 0 1 2 20 6 2 3 12 7 0 1 28 4 9 0 2 5 5 1 0 3 0 2 5 8 0 23 0 0 1 2 2 0 0 0 0 2 0 1 3 0 2 0 0 2 0 2 0 2 1 1 4 0 4 0 0 0 7 2 1 0 0 0 7 0 0 1 1 1 0 0 0 1 0 0 0 0 0 1 0 4 0 0 0 0 0 2 0 1 0 0 0 0 0 8 0 0 0 0 0 0 0 0 0 1 0 0 1 1 0 0 0 0 0 11 0 0 0 0 1 0 1 0 0 0 0 0 0 4 0 1 3 0 0 0 1 0 0 1 0 0 6 0 1 0 0 0 0 0 0 0 6 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................ATCTCGTGCCATAATTCAAGGAT............................................................................................................... 23 1 1 1147.00 1147 12 24 13 0 14 0 17 0 0 0 1 11 1 0 13 0 2 0 1 0 0 0 0 108 0 0 1 3 31 0 0 0 0 0 0 53 0 0 0 0 2 0 59 0 0 0 71 2 49 0 38 11 32 0 0 47 1 34 0 25 0 23 0 25 0 0 0 0 0 8 0 0 0 21 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 3 0 1 0 0 18 0 1 0 0 0 5 0 0 0 13 1 0 0 1 0 1 176 0 122 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 4 0 3 0 0 0 0 0 0 0 0 13 0 0 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 5 0 2 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................AATCCTTGAGATATGGAGCGA......................................................................... 21 1 2 1141.50 2283 109 39 32 33 35 63 35 43 27 30 55 25 54 2 11 27 57 2 40 22 54 31 6 39 5 3 6 12 40 0 0 4 12 5 1 222 45 1 3 0 3 3 37 3 0 25 18 10 3 2 31 11 14 6 2 16 9 8 3 8 0 17 11 17 2 9 2 0 2 71 5 5 0 7 0 1 3 13 3 3 3 2 115 1 0 0 0 12 6 9 1 15 2 2 1 0 3 2 35 4 0 1 16 0 3 1 1 0 3 2 4 6 15 0 0 1 0 0 2 11 0 3 1 13 16 34 0 0 2 0 3 33 2 7 4 3 12 2 0 1 0 17 1 31 1 2 1 3 3 1 11 1 5 9 0 1 0 3 14 1 0 0 3 0 4 0 0 2 0 0 3 3 1 0 27 1 0 5 0 2 2 1 1 0 1 1 1 3 0 0 3 0 1 1 0 0 0 5 2 0 0 0 0 0 3 0 30 0 0 0 0 0 14 0 0 0 0 0 0 0 2 9 0 0 0 0 0 0 0 0 0 0 11 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 3 0 0 0 0 0 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................GCATCCTTGAGATATGGAGCGAC........................................................................ 23 0 2 1048.00 2096 151 34 68 515 30 41 43 61 60 60 58 36 46 5 39 35 13 27 27 30 31 17 18 0 4 13 15 28 6 2 26 5 20 16 20 0 4 37 2 14 15 24 0 6 8 4 0 11 0 9 1 12 0 13 3 5 4 0 7 0 5 0 3 1 10 3 32 6 14 0 0 4 0 0 0 1 3 5 2 8 6 3 3 4 2 1 9 2 1 2 0 0 2 6 5 3 0 1 0 1 4 3 0 0 1 7 0 2 0 0 0 5 2 0 0 0 2 1 1 11 1 0 9 0 3 0 2 0 2 2 1 0 2 0 0 0 0 5 0 1 0 3 4 0 1 3 0 2 0 0 2 6 0 0 5 1 1 0 1 1 0 1 1 0 9 1 0 0 0 2 1 0 1 3 2 1 0 0 2 0 3 0 0 1 2 0 0 1 3 0 0 0 0 0 0 4 0 0 4 2 0 0 0 1 0 0 1 0 0 0 3 1 0 0 2 0 0 0 0 0 1 0 2 0 0 1 0 0 2 1 0 2 1 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................CGCATCCTTGAGATATGGAGCGA......................................................................... 23 1 2 694.50 1389 106 83 49 5 32 30 30 21 20 28 19 22 20 7 19 13 35 16 36 15 25 25 8 0 4 4 15 16 25 3 7 18 18 13 7 8 10 5 4 20 8 3 4 6 8 25 8 26 2 4 6 13 2 6 1 1 8 0 1 1 7 4 1 2 6 0 0 4 6 17 10 5 0 1 0 4 2 7 8 3 6 14 0 2 8 6 0 3 7 0 8 14 13 2 0 2 1 12 1 2 3 6 6 9 1 0 2 7 0 3 4 2 6 1 0 0 5 4 1 2 4 7 4 12 8 12 1 1 0 0 3 6 6 1 1 5 4 1 0 0 0 4 2 2 0 1 0 2 0 1 0 1 0 5 7 1 1 0 2 1 3 3 3 0 1 0 0 0 2 0 1 2 0 0 3 2 3 1 0 8 1 0 1 0 3 0 0 1 0 1 1 1 0 0 0 0 0 1 0 1 0 1 0 1 0 0 2 0 0 0 0 0 0 0 0 0 1 1 0 0 0 1 0 0 1 0 0 0 0 0 1 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................TCTCGTGCCATAATTCAAGG................................................................................................................. 20 0 1 625.00 625 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 24 0 0 0 0 188 0 0 0 0 0 0 11 0 0 0 0 0 0 14 0 0 0 22 0 3 0 12 0 9 0 0 6 0 4 0 1 0 3 0 12 0 0 0 0 0 48 8 0 0 3 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 14 0 0 0 0 5 0 3 4 0 0 21 0 0 0 0 0 0 0 8 0 14 0 0 0 0 0 0 3 0 1 0 0 0 0 0 0 0 0 0 0 0 11 17 0 1 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 1 0 0 0 0 1 0 0 5 0 0 0 0 0 0 0 10 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 121 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................TTATCCTTGAGATATGGAGCGA......................................................................... 22 2 2 475.00 950 227 24 43 1 18 166 15 65 14 32 81 7 15 1 3 25 6 0 3 7 18 3 1 4 2 2 1 7 3 0 0 2 1 1 2 20 23 0 2 0 3 0 2 0 0 8 0 7 0 1 1 4 1 1 0 4 2 0 0 0 4 0 1 1 0 6 0 0 0 1 1 0 0 1 0 0 0 0 1 0 1 0 3 0 0 1 0 0 1 1 1 0 3 2 0 0 0 4 0 0 0 0 0 1 0 3 0 0 0 0 1 0 0 0 1 0 0 0 1 1 0 1 0 4 0 1 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 1 1 0 0 0 0 0 0 0 0 0 1 1 1 0 1 0 0 0 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................ACTCGTGCCATAATTCAAGGAT............................................................................................................... 22 1 1 435.00 435 2 3 6 0 2 1 2 0 0 0 0 1 0 0 1 0 2 0 0 0 0 0 0 43 0 0 1 0 5 0 0 0 0 0 0 23 0 0 0 0 1 0 21 0 0 0 44 0 11 0 17 0 15 0 0 23 0 5 0 9 0 11 0 20 0 0 0 0 0 0 1 0 0 8 0 0 0 1 0 0 0 0 0 0 0 0 0 0 8 0 0 0 0 1 0 0 7 0 0 1 0 0 38 0 0 0 2 0 0 0 0 0 1 8 0 4 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 28 0 0 0 0 0 0 0 0 0 0 0 0 14 0 4 0 0 0 0 0 0 0 0 3 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 4 0 0 0 0 14 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................CGTGCCATAATTCAAGGAT............................................................................................................... 19 0 1 423.00 423 10 3 13 0 1 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 12 0 0 0 2 12 0 0 0 0 0 0 11 0 0 0 0 1 0 9 0 0 0 16 0 3 0 4 0 1 0 0 3 0 0 0 5 0 5 0 5 0 0 0 0 0 4 1 0 3 1 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 8 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 53 0 34 0 0 0 9 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 9 0 0 0 0 0 0 0 2 0 1 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 59 0 14 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 33 0 0 0 4 0 0 0 29 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 0 0 0 0 1 0 0 0 0 0 0 0 0 1 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 1 0 0 0 0 0 0 0 0 0 0

......................................................................................................ATGCATCCTTGAGATATGGAGCGA......................................................................... 24 1 2 420.50 841 98 20 20 1 15 32 18 24 8 12 30 11 27 3 7 6 21 19 5 37 38 4 7 25 2 8 5 4 13 2 5 7 14 3 3 9 2 0 7 2 2 7 5 5 7 9 7 2 0 2 6 9 4 4 2 2 4 0 3 0 0 1 8 5 9 0 2 10 0 11 0 1 0 0 0 1 0 4 1 5 3 0 0 2 0 0 6 1 6 0 2 6 3 11 0 0 7 3 1 0 0 1 2 0 0 2 1 0 0 4 2 2 0 0 1 0 0 3 1 1 0 0 0 0 0 4 7 0 1 1 0 1 0 0 0 0 2 2 0 0 0 0 0 0 0 0 0 3 0 0 1 0 0 1 0 0 0 0 2 0 0 0 2 0 0 0 0 0 0 0 2 0 2 0 1 1 0 0 0 0 0 0 2 0 2 0 2 1 4 0 0 0 2 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 1 0 0 0 1 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 1 0 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................CTTCTCGTGCCATAATTCAAGGAT............................................................................................................... 24 1 1 397.00 397 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 186 0 204 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:10312835-10313033 - dme-

mir-
276b-
as

AATA-A---TTCA-------------------------------CTT---------TATTAC--TTCAA------------TTTCAAGTTGTCT--T-------------T---------T--------AACTATATGCTGGTCGACAGTCCTCCAAGAGCACGGTATTAAGTTCCTACGACT----GAATATAGGAACGTAGGAACTCTATACCTCGCTGATGGTAAAAAGACTTCGGTTTTTTT--CGTT-----------------------CG-ATG-----GTCACA-G-TTCAATTGATTACACT--------------------GCAC--TTGAAGTGTCT

droSim2 3l:10056958-10057153 - AATC-A---TTCA-------------------------------CTT---------TATCAC--GTAAT------------TTTCAATCTGTCT--T-------------T---------C--------AACTATATGATGGTCGACAGTCCTCCAAGAGCACGGTATTAAGTTCCTACGACT----GAATA--GGAACGTAGGAACTCTATACCTCGCTGATGGTAAAAAGACTTCGGTTTTTT---CGGT-----------------------CG-ATG-----GTCACA-G-TTCACTTGGTTACACT--------------------GCAC--TTGAAGTGTCT
droSec2 scaffold_0:2526712-2526898

-
AATC-A---TTCA-------------------------------CT----------------------------TAAT---TTTCAATGTGTCT--T-------------T---------C--------AACTATATGATGGTCGACAGTCCTCCAAGAGCACGGTATTAAGTTCCTACGACT----GAATA--GGAACGTAGGAACTCTATACCTCGCTGATGGTAAAAAGACTTCGGTTTTTT---CGTT-----------------------CG--TG-----GTCACA-G-TTCACTTGGTTACACT--------------------GCAC--TTGAAGTGTCT

droYak3 3L:10302093-10302291 - AAAC-A---TTCA-------------------------------CTT---------TATCAC--TGCAA------------TTTCGATATGTCT--T-------------T---------T--------AACTTTATGATGGTCGACAGTCCTCCAAGAGCACGGTATTAAGTTCCTACGACT----GAATA--GGAACGTAGGAACTCTATACCTCGCTGATGGTAAAAAGACTTCGGTTTTTTGTTCTTT-----------------------CT-GTT-----GTCACA-G-TTCACTTGGTTACACT--------------------GCAC--TTGAAGTGTCT
droEre2 scaffold_4784:10306132-

10306327 -
AAAC-A---TTCA-------------------------------CCT---------TATCAC--TTCAA------------ATTCGATATGTCT--T-------------T---------C--------AACTTTATGATGGTCGACAGTCCTCCAAGAGCACGGTATTAAGTTCCTACGACT----GAATA--GGAACGTAGGAACTCTATACCTCGCTGATGGTAAAAAGACTTCGGTTTTTT---TATT-----------------------CG-GTT-----GTCACA-G-TTCACTTGGTTACACT--------------------GCAC--TTGAAGTGTCT

droEug1 scf7180000409711:2174253-
2174465 -

GTTA-G---TTAA-------------------------------CTT---------TATCAC--TTTAA------------TCACTTTTAATAT--T-------------T---------A--------AACTTTACGATGGTCGACAGCCCTCCAAGAGCACGGTATTAAGTTCCTACGACT----AAATA--GAAACGTAGGAACTCTATACCTCGCTGATGGTAAAAAGGCTTCGGTATTTT---CTTT-------GTTTTTCTTGGCCCTTCG-ATG-----GACACTCA-CTCACTCGGTTACACT--------------------GCAC--TTCATGTGTCT

droBia1 scf7180000302428:7436331-
7436513 +

C---------TAA-------------------------------CTT---------TATCAC--TTTAA-CA--------------------CT--T-------------T---------C--------AAGTTTTGGATGGTCGACAGCCCTCCAAGAGCACGGTATTAAGTTCCTACGACT----GAATA--GGAACGTAGGAACTCTATACCTCGCTGATGGTAAAAAGACTTCGGTTTTTTG--TATT-----------------------CG-ACG-----GTCACA-A-TTCACTCGGTTACACT--------------------GCAC--TTCAAGTGTCT

droTak1 scf7180000415209:361593-
361801 -

AATACG---TTCA-------------------------------CTTTTTTAATATTATCAC--TTTATTCACTTTCT------------TTGT--T-------------T---------C--------AACTTTATGATGGTCGACAGCCCTCCAAGAGCACGGTATTAAGTTCCTACGACG----GAATA--GGAACGTAGGAACTCTATACCTCGCTGATGGTAAAAAGGCTTCGGTTATTTCTTCGTT-----------------------CG-ATG-----GTCACA-A-TTCACTCGGTTACACT--------------------GCAC--TTCATGTGTCT

droEle1 scf7180000490048:55-247 - AAAA----------------------------------------CTT--------GTAACAC--CTTAATCACTTTAT------------TTGT--T-------------A---------A--------TTCTTTATGTTGGTCGACAGTCCTCCAAGAGCACGGTATTAAGTTCCTACGATT----AAATG--GGAACGTAGGAACTCTATACCTCGCTGATGGTATAAAGACTTCGGTTTTCTG--CTTT-----------------------GA-ATG-----GTCACA-A-TTCACTCGGTTACACT--------------------GCAC--TTCATGTGTCT
droRho1 scf7180000780105:56652-

56852 +
AACACTTTAATCA-------------------------------CTT---------TAATC-ACCTTAATCACTTTAT------------TTGT--G-------------T---------A--------AACTTTATGTTGGTCGACAGCCCTCCAAGAGCACGGTATTAAGTTCCTACGACT----GAATA--GGAACGTAGGAACTCTATACCTCGCTGATGGTAA-AAGACTTCGGATTTTTG--GTTT-----------------------CA-ATG-----GTCACA-A-TTCACTCGGTTACACT--------------------GCAC--TTCATGTGTCT

droFic1 scf7180000453841:740945-
741155 +

AAAC-A---TTCA-------------------------------CTTTCTTAATTTCATCAC--TTTTTTCACTTCGT------------TTGTCTTTAGTTT-------T---------------------TATTTGATGGACGACAGCCCTCCAAGAGCACGGTATTAAGTTCCTACGACT----GAATT--TGAACGTAGGAACTCTATACCTCGCTTATGGTAAAAAGGCTTCGGATTTGGG--GTTT-----------------------CTGATG-----GTCACA-A-TTCACTCGGTTACACG--------------------GCAC--TTCATGTGTCT

droKik1 scf7180000302334:94604-
94824 +

AATA-A---T-----------------------------------AT---------TTTCAC--T---------TTACTTTTTTCT----A--------GTTAAACACTAATTTCTCCTCTATAATAAACACTTTATGTTGGTCGACAGCCCTCCAAGAGCACGGTATTAAGTTCCTACGACTATTTG---A--GGAACGTAGGAACTCTATACCTCGCTGATGGCAAAAAGGCTTCGTTTGTTT-----TT----GG-CT-----------TTTCA-GTC-----TTCACTTGCTTCACT--TTTACACT--------------------GTAC--TTCATGTGTCT

droAna3 scaffold_13337:15233330-
15233482 -

A---------------------------------------------------------------------------------------------------------------------------------------TGATGGTCGACAGCCCTCCAAGAGCACGGTATTAAGTTCCTACGACTAGTTTAAGT--GGCACGTAGGAACTCTATACCTCGCTGATGGCAAATAGGCTTCGGTTTCTT---C-------AG-AA-----------ATTCAGAAGGATTG--------ATTCAC------AAACT--------------------GCAC--TTCATGTGTCT

droBip1 scf7180000395933:88054-
88204 -

-------------------------------------------------------------------------------------------------------------------------------------------TGGTCGACAGCCCTCCAAGAGCACGGTATTAAGTTCCTACGACTAGTTAAAGT--GGCACGTAGGAACTCTATACCTCGCTGATGGTAAATAGGCTTCGGTTTCTTA--T---AGAATCT---------------TAT--AGAATTGAACACA-A-AT----------CACT--------------------GCAC--TTCATGTGTCT

dp5 XR_group6:8706012-8706135 - -----------------------------------------------------------------------------------------------------------------------------------------GTTGATGGACAGCCCTCCAAGAGCACGGTATTAAGTTCCTACGACT-TT-GGATAC-GGCACGTAGGAACTCTATACCTCGCTGATGGTAAAGAGGCTTCGCTTT----------AGATACT-------------------------TT--------T----------CGCACT--------------------GCAC--TT---------
droPer2 scaffold_27:1146087-1146210

-
-----------------------------------------------------------------------------------------------------------------------------------------GTTGATGGACAGCCCTCCAAGAGCACGGTATTAAGTTCCTACGACT-TT-GGATAC-GGCACGTAGGAACTCTATACCTCGCTGATGGTAAAGAGGCTTCGCTTT----------AGATACT-------------------------TT--------T----------CGCACT--------------------GCAC--TT---------

droWil2 scf2_1100000004837:290382-
290558 +

AAT--------------------------------------------------------CAC--T---------TTAT------------T-------------------T--------------------CATTTTGTTGTTCGACAGCCCTCCAAGAGCACGGTATTAAGTTCCTACGATTATTGCAATT--TGCACGTAGGAACTCTATACCTCGCTTATGGTAAATAGGCTTCGTTTATTT---CA------------------------------------------------AATTTGTTTCACTTCACTTTACAACAAGACAATGCACATTTTATACGTCT

droVir3 scaffold_13049:16093168-
16093355 -

TGT------TTCA-------------------------------CTT---------TGTCAC--T---------TTAT------------A--------GTTT-------TTTT------C---------TTTTCTTGCTGGTCGACAGCCCTCCAAGAGCACGGTATTAAGTTCCTACGATTATTGCAATT--TGCACGTAGGAACTCTATACCTCGCTGATGGTATATAGACTTCGGTATCTT---T-------AA-AT-----------CTTAAGATA-TTTG--------TTTCACTT---AACAAT--------------------GCT-----CACATGTCT

droMoj3 scaffold_6680:20678163-
20678351 +

AATA-A---TTAA-------GGATATTTATA--GATATATTTAACTT---------GTTCAC--T---------TTAT------------T----------------------------------------CGTTTTGTTGGTCGACAGCCCTCCAAGAGCACGGTATTAAGTTCCTACGACTATTGCAATT--TGCACGTAGGAACTCTATACCTCGCTGATGGTATATAGACTTCGTTATCTT---T-------ACA-------------------------A--TCTCT-GTTTCACTTGGTCAC----------------------------------ATGTCT

droGri2 scaffold_15110:12572261-
12572483 +

AATA-T---ATCACTTTGCAGCACATTTGTAACGTTTTGCTTCACTT---------AGTCAC--T---------TAAT------------T--------GTTT-------T---------G--------A--TCAATGCTGGTCGACAGCCCTCCAAGAGCACGGTATTAAGTTCCTACGATTATTGCAATT--TGCACGTAGGAACTCTATACCTCGCTAATGGTAAATAGACTTCGTTATCTT------T----CG-GT-----------TT-TG-AGA-----TTTGAG-T-TTCACTTGTGCACAAT--------------------GCAG--CTCACATGTCT
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CAGTTGACAAAGCCTAATCAAATCAAAATGCATTTCACCGCTAGTCTTCTATTCATTGGACTGGCTTGTGCCTTCTCGAGTGCCTGGGCTTATCCCTATCCTGATCCCCGAGAGATTGTGAATCTGCAGCCTGAACCACTGGCAGTAAGTTTTTATGAAACTTTTCACTTGGAGCACAGTTTAATAGAGTATTTTT
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.........................................................................................................................................................TATGAAACTTTTCACTTGGAGCACAGTT............... 28 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................TTGTGCCTTCTCGAGTGCCTGG............................................................................................................. 22 0 1 3.00 3 0 0 0 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................GAGAGATTGTGAATCTGCAGCCTGAACC........................................................... 28 0 1 2.00 2 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................CGAGAGATTGTGAATCTGCAGCC................................................................. 23 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................CTTGTGCCTTCTCGAGTGCCTGGGCT.......................................................................................................... 26 0 1 2.00 2 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................GAGAGATTGTGAATCTGCAGCC................................................................. 22 0 1 2.00 2 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................GCCTGAACCACTGGCAGTAAGTTTT........................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................AGAGATTGTGAATCTGCAGCCTGAACC........................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................GAATCTGCAGCCTGAACCACTGGCATA.................................................. 27 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................CCGAGAGATTGTGAATCTGCAGCCTGAA............................................................. 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................TCGAGTGCCTGGGCTTATCCCTATCT............................................................................................... 26 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................GTGCCTTCTCGAGTGCCTG.............................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................TGGCTTGTGCCTTCTCGAGTGCCT............................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CAGTTGACAAAGCCTAATCAAATCA........................................................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................TTCATTGGACTGGCTTGTG.............................................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................TTCTCGAGTGCCTGGGCTTATCCC.................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................ATCCTGATCCCCGAGAGATT............................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................................GTGAATCTGCAGCCTGAACCACT........................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................GAGAGATTGTGAATCTGCA.................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................TCTCGAGTGCCTGGGCTTATCCCTA.................................................................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................GAATCTGCAGCCTGAACCACTGGCA.................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................AGAGATTGTGAATCTGCAGCCT................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................TCGAGTGCCTGGGCTTATCCCTATC................................................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................TGCCTGGGCTTATCCCTATCCTGATC.......................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CAGTTGACAAAGCCTAATC................................................................................................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................GAGAGATTGTGAATCTGC..................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................GCCTGGGCTTATCCCTATCCTGAT........................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................CTTCTCGAGTGCCTGGGCTT......................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................CGAGAGATTGTGAATCTGC..................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.AGTTGACAAAGCCTAATCAAATCAAAATGCA.................................................................................................................................................................... 31 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................TTGTGCCTTCTCGAGTGCCTGGG............................................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................TGCCTTCTCGAGTGCCTGGGCTTATCC..................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................GAGAGATTGTGAATCTGATC................................................................... 20 3 9 0.11 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GTCAACTGTTTCGGATTAGTTTAGTTTTACGTAAAGTGGCGATCAGAAGATAAGTAACCTGACCGAACACGGAAGAGCTCACGGACCCGAATAGGGATAGGACTAGGGGCTCTCTAACACTTAGACGTCGGACTTGGTGACCGTCATTCAAAAATACTTTGAAAAGTGAACCTCGTGTCAAATTATCTCATAAAAA

********************************************.......((....((((.((((......((((...(((((((((...(((((........)).)))...))...)).)))))....))))))))..))))))**************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM399110

KC-48 #2

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V128

S3

V074

S3

SRR001339

WT_females_non-
beta-eliminated

GSM272653

KC -48 #1
V148

mbn2

GSM609243

KC+48 #1
V073

mbn2

GSM609244

KC+48 #2

V034

ML-
DmD16c3
cell
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ovary
total RNA
Â¬â€ 
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from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries
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GSM609230

CS,ovary,AGO1IP
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ovary
total RNA

V125

ML-
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S2-
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................................................................................ACGGACCCGAATAGGGATAGGA.............................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................CACGGACCCGAATAGGGATAGGACT............................................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................GGAAGAGCTCACGGACCCGAA......................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................ATCCACGGACCCGAATAGGGA................................................................................................... 21 3 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................CTACGTAAAGTGGCGA.......................................................................................................................................................... 16 1 5 0.20 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................CTACGTAAAGTGGCG........................................................................................................................................................... 15 1 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:14754900-14755095 + sblock67159 CAGTTGACAAAGC---C--------------------TAATCAA-ATCAAAATGCATTTCACCGCTAGTCTTCTATTCATTGGACTG-GCTTGTGC------CTTCTCGAGTGCCTGGGCTTATCCCTATCCTGATCCC--------------CGAGAGATTGTGAATCTGCAGCCTGAACCACTGGCAGTAAGTTTT------------TATGAAACTTTTC---ACTT-----GGAGCAC--------------------AGTTTAATAGAG---------------------T-AT--TTTT
droSim2 2r:15399883-15400080 + CAGTTGACAAAGC---C--------------------TAATCAA-ATCAAAATGCATTTCACCTCTAGTCTTCTGTTCATTGGACTG-GCTTGTGC------CTTCTCGAGTGCCTGGGCTTATCCCTATCCTGATCCC--------------CGAGAGATTGTGAATGTGCAGCCTGAGCCCCTGGCAGTAAGCTAT------------TACGTAACTTTTT---ACTT-----GGAGCAC--------------------AGTTTAATGGAG---------------------T-TTTATTTT
droSec2 scaffold_1:12261226-

12261423 +
CAGTTGACAAAGC---C--------------------TAATCAA-ATCAAAATGCATTTCACCTCTAGTCTTCTGTTCATTGGACTG-GCTTGTGC------CTTCTCGAGTGCCTGGGCTTATCCCTATCCTGATCCC--------------CGAGAGATTGTGAATGTGCAGCCTGAGCCCCTGGCAGTAAGCTAT------------TACGTAACTTTTA---ACTT-----GGAGCAC--------------------TGTTTAATGGAG---------------------T-TTTATTTT

droYak3 2R:14441854-14442045 - CAGTTGACAAAAT---C--------------------TAATCAA-ATCAATATGCATTTCACCTCCAGTGTTCTGTTCATTGGGCTG-GCTTGTGC------CATCTCGAGCGCCGGGGCTTATCCCTATCCGGATCCC--------------CGAGAGATTGTGAATCTGCAGCCTGAGCCACTTGCAGTAAGTCA----------------GAGACTTTTC---ACTT-----GGAGCAC--------------------AGTTTAATAGCT---------------------A-TT--TATT
droEre2 scaffold_4845:8946886-

8947081 +
CAGTTAACAAAAT---C--------------------TAAACAA-AGCAATATGCATTTCACCTCAAGTCTTCTGCTCATTGGACTG-GCTTGTGC------CATCTCGAGCGCCTGGGCTTATCCCTATCCTGATCCC--------------CGAGAGATTGCTAATCCGCAGCCCCAGCCACTGGCAGTAAGTCAT------------TGGGAAACTTTTC---ACTT-----GGAGCCC--------------------AGTTTAATAAGC---------------------T-AT--TTTT

droEug1 scf7180000409663:583146-
583352 -

CAGTTGACAAAGT---C--------------------TCATCAA-AGCAAAATGCATTCTACCTCCAGTTTTCTGTTTATTGGCTTG-GCTTTTGCCTGTGCCTTGTCCAGTGCCTTGGCCTACCCCTATCCTGATCCC--------------CGAGAGATTGTGAATCTGCAACCTGAACCATTGGCTGTAAGTTAT------------TAGAACTCGATTT---ACTTATAAAGGAGCTG--------------------GGATTAATAGAG---------------------T-AC--TCTT

droBia1 scf7180000302292:1624585-
1624786 -

CAGTTCGCAAAGT---C--------------------AAGGCAA-AGCAAAATGCATTTCACCTGCAGTTTTCTACTCATTGCTCTG-GCTTGTGCCTGTGCCTTCTCCAGCTCCCTGGCCTATCCGTATCCTGATCCC--------------CGGCAGATTGTGAACCCGCAGCCCGAACCATTGGCAGTAAGTTAT------------GAAGTGTTTATCG---ATCT-----GGAGCTC--------------------TGTTTAATAATT---------------------T-AC--TTTC

droTak1 scf7180000415991:202980-
203182 +

CAGTTGACGAAGT---C--------------------AAAGCAA-AGCAAAATGCATTCTACATCCAGCTTTCTGTTCATTGCCCTG-GCTTGTGCCTGTGCCTTCTCCGTTGCCTTGGCCTATCCCTATCCTGATCCC--------------CGAGAGATTGTCAACATGCAGCCCGAACCATTGGCAGTAAGTTCT------------AAAAAACCGATTT---ATTT-----AGGGCAC--------------------ATATTAATCAAG---------------------T-AT-TTTTT

droEle1 scf7180000491228:191617-
191820 -

CAGTTGACAAAGT---C--------------------TAACCAAAAGCAAAATGCAATTCGCCTCCAGTTTTCTCCTC-TTGGCTTGTGCCTGTGCCTGTGCCTTCTCCAGTGCCTTGGCCTATCCTTATCCTGATCCC--------------CGAGATATTGTGAACCTGACCCCTGAACCCTTGGCGGTAAGTTGC------------TAAAGAAAAATGT---ATAT-----AGCTTAA--------------------GGTTTAAGCTAG---------------------T-C-TATTTT

droRho1 scf7180000777281:4959-5163
-

CAGTTGACAAAGT---C--------------------TAACCAA-AGCAAAATGCAATTTGCCTCCAGTTTCCTGTTCATTGGCCTG-GCCTGTGCCTGTGTCTTCTCTGGTGCCTTGGCCTATCCTCATCCTGATCCC--------------CGAGAGATTGTAAACCTAACTCCTGAACCCTTGGCGGTAAGTTAC------------CAAAGAAAGATTT---TTAA-----TGTTCAT--------------------GGT-TCATAAAG-------TG------------T-TATAATTT

droFic1 scf7180000454044:536670-
536872 +

CAGTTGACAGAGT---C--------------------TAACCAA-AGCAAAATGCAATTCGCCTCCAGTTTTCTGTTCATGGGCCTG-GCTTTTGCTTGTGTCCTTTCGAGTGCCTTGGCCTATCCGTATCCTGATCCC--------------CGAGAGATTGTAAATACTCAATCCGAACCCTTGGCGGTAAGTTAT------------AAATATATATATT---AATC-----TTTAAAT--------------------ATTTTAATTTAA---------------------A-TT-TCTTT

droKik1 scf7180000302682:482832-
483012 +

CAGTTGACAGAGT---C--------------------GAAACAA-AGCAAAATGCAGTTTGCCACCAGTTTTCTACTTATTGCCCTG-GCCTGTGC------CTTCTCCAGTGCCTGGGCTTATCCCCAGCCTAATCCTCAGCAAAAGAATCC---T-----------------CCT-AA--TTTTAATGTAAGTTGG------------AAA-TAACAATTT---A----------CAAAT--------------------ATTTTGTTATAA---------------------A-T--TTTAT

droAna3 scaffold_13266:17589730-
17589942 -

CAGCTGACAAAGT---C--------------------AAATCCA-AGCAAAATGCATTCCTCTACCGCTATTCTGTTTCTTGGCCTG-GCCTGTGTTTGCCTCACCTCCAGTGCTCTGGCTTATCCTTATCCGGAACCG--------------CAAGGACCTGTCGATCTGCAGCCTCAACCCTTGGCGGTAAGTCTTTTTTTGATAAAA-----A-------ATTAT-G-----GAAAATA-G-ATTTTTATTTTGAACATCACTAAACAG---------------------------------

droBip1 scf7180000396735:851750-
851960 -

CAGCCGACAAAGT---C--------------------AAATCGA-AGCAAAATGCATTCCTCCACAGCTTTCCTGTTCCTTGGCCTG-GCCTGTGTCTGCCTCATCTCCAGTGCTCTGGCTTATCCTTACCCGGAACCT--------------CAAGGACCTATTGATCTGCAGCCTCAACCTTTAGCGGTAAGTTCA--------TGGGCACAGAAATAGGT---ATAT-----GGAGTAG-G-AT---------------TCTTATATTGAA---------------------T-TTCATTGT

dp5 3:5831480-5831683 + CAGTTCTCCAAGT---A--------------------AAGCCCA---CGATATGGAATTCAGTTCAAGCCTCCTGCTTTTGAGCCTG-GCCTGTGCCTGCGCCTGCCTCTGTGCCCCCGCCGCTGCCTATCCG-----CTGGCAGATGAACAG---CATTTGGTCTAT------GTGGAGCCCTCGGAGGTAAGCAATC--CAGAGAGAG-----A-------ACTGC-A-----GAAGTATAGCA------------------TCTAATGGTC---------------------C-TGAATTCGdroPer2 scaffold_2:6030229-6030441
+

CAGTTCTCCAAGT---A--------------------AAGCCCA---CGATATGGAATTCAGTTCAAGCCTCCTGCTGTTGAGCCTG-GCCTGTGCCTGCGCCTGCCTCTGTGCCCCCGCCGCTGCCTATCCG-----CTGGCAGATGAACAG---CATTTGGTCTAT------GTGGAGCCCTCGGAGGTAAGCAATC--CAGAGCGAG-----A-------ACTGC-A-----GAAGTATAGCA------------------TCTAATGGCCCTGAAATCGA-----------TAG--TTTTT

droWil2 scf2_1100000004510:2288581-
2288814 +

CATTTGTCACATCAGTCTAAGACATTTTGTTCTCCCTTAAGCAA-TTCAAAATGCAGTTTACTTTCGGTTTGCTAATCCTTGGCCTG-GCATGTGC------CCTTACT------GCGGCCTATCCTCAGCCATATCCC-----------GACCATGAAATTGTGGTCACTAATCCAGAACCCTTTTCGGTAAGAGCA--------AGAA-----A-------AGAAA-G-----GAAGTTTAAAA--TGTAAT--TA----AATTTAATTTAA---------ATTTTTTTATTCT-T--TCTTT
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crit.star
crit.loop
crit.mor
crit.half

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
1
0
0
0
0
1
0
1
0
1
1
1
0
0
1
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

Antisense to ncRNA [CR44327-RB]; Antisense to ncRNA [CR44327-RA]; Antisense to pre_miRNA [mir-276a-RM]; Antisense to miRNA [mir-276a-RA]; Antisense to miRNA [mir-276a-RB]

No Repeatable elements found

mature star

1. dme-mir-276b-as  chr3L:10312906-10312927 -
2. dme-mir-276a-as  chr3L:10358342-10358363 -

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AACGCACTTTTTGTTTGTTTTCGCCATACTTTTTGGGATTTTTGCATTCACTTGGTTGTTTTTTGGTCTTCCAAGAGCACGGTATGAAGTTCCTACGAGTTTATAATGAACGTAGGAACTCTATACCTCGCTGATGGCAAAAACCAGGTAAAAAATATCTTGGCAGCGCGTTTCCCTTTTTCTTTTTCACAAAACTCG

************************************************************.((((((.(((((..(((..((((((.((((((((((.............)))))))))).))))))..)))..))).))..)))))).*************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V080

Starvation,
female head

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V078

Desiccation,
female head

V079

Oxidation,
female
head

V077

cold,
female
head

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609223

male, one
day

GSM609251

aged
female
head

GSM609238

embryo
14-24hr

GSM609234

CS Â male
total RNA
Â 

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM609224

female,
one day

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V085

CME
W2
wing
disc

V086

female
body,
aged

V073

mbn2

V137

Male
aged
head

GSM609247

heat
female
head

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V006

r2d2 female:
possibly
heterozygous

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V015

DreRFHV148h

GSM628272

ago2[414]
ovary
total RNA

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V008

S2-
DRSC

GSM609225

ML-DmBG3-
C2

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609237

ago2[414]
ovary
total RNA

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM399101

kc167
cell

GSM609222

ML-DmBG1-
C1

SRR031692

Total
small
RNAs from
Oregon R

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

GSM609230

CS,ovary,AGO1IP

AGO1

GSM322543

male head
#1

V022

ML-
DmD32
cell

V074

S3

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609248

ML-DmD9
cell

GSM609221

1182-4H
cell

GSM609217

MLDmD20c5

GSM286601

male head

GSM399100

Kc167
cell

V030

ML-
DmD8
cell

GSM286611

6-10h #2
(11)

GSM322533

female
head #1

SRR097866

Drosophila
S2-NP
cells

V014

DTT
8h

V091

fGS/OSS
total
Â 

SRR001347

ago2_untreated

SRR001349

heterozygous_dcr-
2_untreated

V125

ML-
DmD9

GSE24545

CS ovary
total
RNA

SRR029030

dcr-2
knockdown

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM609220

ML-DmD21
cell

GSM609244

KC+48 #2

V142

Oxidation_female_body

V131

ML-
DmD16-
c3

GSM609229

embryo 2-
6hr

V034

ML-
DmD16c3
cell

V146

S1
cell

V147

1182-
4H
cell

GSM609227

CMEW1
Cl.8+
cell

GSM343833

S2R+ cell

GSM371638

S2-NP

GSM609235

CMEL1

GSM399110

KC-48 #2

GSM240749

female
head

GSM609242

s2+48 #2

SRR032093

ago1
knockdown

GSM343832

S2R+ cell

V138

Male
cold
body

GSM399107

male body
#2

V023

Dcr2
female
head

GSM609226

CMEW1
Cl.8+
cell

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

V136

Male
aged
body

GSM609243

KC+48 #1
V148

mbn2

V141

Heat_female_body

GSM609239

IR- 2-
18hr

GSM280088

S2cell
(AGO1IP)

AGO1

GSM467731

Dmel_loq_sRNAseq

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR097867

Drosophila
S2-NP
cells

V140

Dessication_female_body

GSM322219

2-4day
pupae #1

SRR001664

homozygous_dcr-
2_untreated

GSM360260

0-1d
Pupae (w)

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

GSM399105

disk #2

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

SRR060652

hs-
Penelope_testes_total

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

V126

CME
L1

GSM275691

imaginal
disc

GSM322208

3rd
instar #2

SRR001348

ago2_oxidized

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

GSM286602

male body

GSM360262

0-2d
pupae

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

GSM399106

female
body #2

GSM286604

0-1h #3
(7)

GSM609218

Sg4

V036

ML-
DmD20c5
cell

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V134

ML-
DmD8

SRR060645

yw67c23(2)_testes_total

GSM272652

S2 -48
Biological
Replicate
#1

GSM609241

s2+48 #1

GSM180335

imaginal
discs

GSM286607

6-10h #1
(10)

SRR029028

untreated
(mock)

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

V139

Cold_female_body

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

GSM379051

Armi
Mutant

SRR060650

A1_testes_total

GSM609249

ML-DmD21
cell

V032

S1
cell

V037

Felix
sample
+mirtrons

V127

G2

GSM322338

2-4day
pupae#2

GSM272653

KC -48 #1

GSM361908

s2-48
Biological
Replicate
#2

GSM272651

S2-
48,+48,
KC-48,
+48 mix

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

V145

S2-
DRSC

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

V130

ML-
DmBG3-
c2

GSM180328

adult
heads
(female
heads,
male
heads)

GSM180334

larvae:
1st
instar
and 3rd
instars

GSM280083

dcr-2-/-
ovaries
(18-29nt)

GSM286605

2-6h #1
(8)

GSM364902

12-24hr
embryo

SRR014273

Ovary_rep1_Har_P

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

SRR097865

Drosophila
S2-NP
cells

V144

OSC
................................................................................................................TAGGAACTCTATACCTCGCTGA................................................................ 22 0 2 7.50 15 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 5 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................AGCACGGTATGAAGTTCCTACG..................................................................................................... 22 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................AGCACGGTATGAAGTTCCTAC...................................................................................................... 21 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................GCACGGTATGAAGTTCCTAC...................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................CTTCCAAGAGCACGGTATGAAGTT........................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................TTTGGTCTTCCAAGAGCACG..................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................CCTCGCTGATGGCAAAAAC...................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TTGCGTGAAAAACAAACAAAAGCGGTATGAAAAACCCTAAAAACGTAAGTGAACCAACAAAAAACCAGAAGGTTCTCGTGCCATACTTCAAGGATGCTCAAATATTACTTGCATCCTTGAGATATGGAGCGACTACCGTTTTTGGTCCATTTTTTATAGAACCGTCGCGCAAAGGGAAAAAGAAAAAGTGTTTTGAGC

*************************************************.((((((.(((((..(((..((((((.((((((((((.............)))))))))).))))))..)))..))).))..)))))).************************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V137

Male
aged
head

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

GSM609251

aged
female
head

V080

Starvation,
female head

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR001349

heterozygous_dcr-
2_untreated

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM322543

male head
#1

SRR031692

Total
small
RNAs from
Oregon R

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR001664

homozygous_dcr-
2_untreated

SRR001347

ago2_untreated

V077

cold,
female
head

V079

Oxidation,
female
head

V147

1182-
4H
cell

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V136

Male
aged
body

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

V125

ML-
DmD9

V078

Desiccation,
female head

V142

Oxidation_female_body

V140

Dessication_female_body

GSM609247

heat
female
head

SRR001338

IR_non-
beta-
eliminated

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

V141

Heat_female_body

V138

Male
cold
body

SRR001345

ago2_non-
beta-
eliminated

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

V148

mbn2

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

GSM609234

CS Â male
total RNA
Â 

V131

ML-
DmD16-
c3

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

V139

Cold_female_body

GSM313162

dcr-2
homozygous,
untreated

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

SRR001339

WT_females_non-
beta-eliminated

V012

Dcr2 male
(Katsutomo,
whole fly?)

V092

dcr-
2[G31R]
male
total
RNA Â 

V015

DreRFHV148h

GSM313163

dcr-2
heterozygous,
untreated

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

V096

loqsKO/f00791
ovary

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V145

S2-
DRSC

GSE24545

CS ovary
total
RNA

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609223

male, one
day

V034

ML-
DmD16c3
cell

V023

Dcr2
female
head

V006

r2d2 female:
possibly
heterozygous

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

GSM399107

male body
#2

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

GSM322533

female
head #1

V134

ML-
DmD8

GSM628272

ago2[414]
ovary
total RNA

GSM609244

KC+48 #2
GSM609235

CMEL1

V126

CME
L1

GSM609242

s2+48 #2

GSM609224

female,
one day

GSM609250

ML-DmD32
cell

V085

CME
W2
wing
disc

V008

S2-
DRSC

V086

female
body,
aged

GSM609221

1182-4H
cell

GSM609238

embryo
14-24hr

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

V130

ML-
DmBG3-
c2

V022

ML-
DmD32
cell

GSM240749

female
head

GSM609241

s2+48 #1

V146

S1
cell

GSM360262

0-2d
pupae

V129

ML-
DmBG1-
c1

V132

ML-
DmD32

GSM609243

KC+48 #1

SRR001341

WT_males_non-
beta-
eliminated

GSM609248

ML-DmD9
cell

GSM399101

kc167
cell

GSM609217

MLDmD20c5

GSM609227

CMEW1
Cl.8+
cell

GSM399110

KC-48 #2

SRR001343

dcr-2_non-
beta-
eliminated

SRR097865

Drosophila
S2-NP
cells

V073

mbn2

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

GSM399100

Kc167
cell

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V036

ML-
DmD20c5
cell

GSM343832

S2R+ cell

V030

ML-
DmD8
cell

SRR097866

Drosophila
S2-NP
cells

GSM360260

0-1d
Pupae (w)

SRR001344

dcr-
2_beta-
eliminated

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

V091

fGS/OSS
total
Â 

V128

S3

GSM286601

male head

GSM609230

CS,ovary,AGO1IP

AGO1

GSM343833

S2R+ cell

GSM322219

2-4day
pupae #1

GSM609237

ago2[414]
ovary
total RNA

GSM286604

0-1h #3
(7)

GSM399106

female
body #2

V014

DTT
8h

GSM609226

CMEW1
Cl.8+
cell

SRR014275

Ovary_rep1_LK_P

SRR014273

Ovary_rep1_Har_P

SRR097867

Drosophila
S2-NP
cells

GSM399105

disk #2

GSM609225

ML-DmBG3-
C2

GSM371638

S2-NP

SRR014277

Ovary_rep1_NA_P

GSM280087

S2cell
(AGO2IP)

AGO2

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM379065

Zuc
Heterozygote

GSM379057

Krimp
Mutant

GSM379059

Piwi
Mutant

GSM609249

ML-DmD21
cell

SRR001348

ago2_oxidized

SRR065801

zuc_het(H-
Y)_ovaries

GSM275691

imaginal
disc

GSM609222

ML-DmBG1-
C1

GSM272653

KC -48 #1

GSM379053

Aub
Mutant

SRR060644

A2_ovaries_total

GSM609220

ML-DmD21
cell

V074

S3

GSM379063

Vasa
Heterozygote

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

GSM379064

Vasa
Mutant

GSM379056

Krimp
Heterozygote

GSM272652

S2 -48
Biological
Replicate
#1

GSM361908

s2-48
Biological
Replicate
#2

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

GSM379051

Armi
Mutant

V032

S1
cell

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

GSM609240

IR+ 2-
18hr

SRR060652

hs-
Penelope_testes_total

GSM286602

male body

GSM322208

3rd
instar #2

V037

Felix
sample
+mirtrons

SRR029028

untreated
(mock)

SRR001337

WT_females_beta-
eliminated

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

GSM609218

Sg4

GSM286611

6-10h #2
(11)

V135

CME
W2
(wing
disc
line)

GSM385748

OSS_s6

SRR065800

zuc_H-
Y_ovaries

GSM385744

OSS_s2

GSM313161

dcr-2
heterozygous,
oxidized

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

GSM609239

IR- 2-
18hr

GSM379052

Aub
Heterozygote

GSM280088

S2cell
(AGO1IP)

AGO1

GSM379050

Armi
Heterozygote

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM322245

3rd
instar #1

GSM379054

Flam
Heterozygote

V133

Sg4

GSM379061

Squ
Heterozygote

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM379066

Zuc
Mutant

GSM286607

6-10h #1
(10)

SRR060643

A2_testes_total

GSM239041

fly heads,
non beta-
eliminated

GSM180328

adult
heads
(female
heads,
male
heads)

GSM609219

GM2 cell

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM385821

OSS_s7

SRR060653

hs-Penelope_
ovaries_total

GSM379060

SpnE
Heterozygote

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

GSM379062

Squ
Mutant

GSM322338

2-4day
pupae#2

SRR060646

yw67c23(2)_ovaries_total

GSM272651

S2-
48,+48,
KC-48,
+48 mix

SRR060650

A1_testes_total

GSM379058

Piwi
Heterozygote

GSM385822

OSS_s8

SRR032093

ago1
knockdown

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRR029031

loqs-ORF
knockdown

GSM286603

female
body

GSM379067

SpnE
Mutant

SRR029030

dcr-2
knockdown

GSM280083

dcr-2-/-
ovaries
(18-29nt)

SRR060645

yw67c23(2)_testes_total

GSM424740

S2 pKF63
stably
transfected

GSM379055

Flam
Mutant

GSM364902

12-24hr
embryo

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

GSM424739

S2
parental

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR014280

Ovary_rep1_w1118_P

V038

Felix
sample
S2
only

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

S6

0-1,2-
6,6-
10h
embryo

GSM239052

S2 cells,
non beta-
eliminated

SRR029032

r2d2
knockdown

GSM246084

D.
melanogaster
adult male
heads 454

V127

G2

GSM609229

embryo 2-
6hr

GSM286605

2-6h #1
(8)

SRR014282

Ovary_rep1_wK_P

SRR029033

lacZ
knockdown

GSM313160

dcr-2
homozygous,
oxidized

SRR032094

ago2
knockdown

V031

GM2
cell

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

SRR029029

dcr-1
knockdown

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

GSM280085

WT testes
(18-24nt)

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR001346

ago2_beta-
eliminated

V144

OSC

GSM180335

imaginal
discs

GSM280082

WT
ovaries
(18-29nt)

GSM312995

WT,
oxidized

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V003

dsDcr-1
(katsutomo
RNA)

GSM467729

Dmel_wt_sRNAseq

SRR032092

mock
oxidized

GSM180329

adult
bodies
(female
bodies,
male
bodies)

SRR010955

Aub IP in
Ago3
heterozygotes

SRR023400

total RNA
extracted
from P19
cells

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM180333

late
embryo
(12-24)

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR023197

RNA
Library
from S2
control
cells

SRR001340

IR_beta-
eliminated

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

GSM180336

pupae: 0-
1 day, 0-
2 day, 2-
4 day

SRR010956

Piwi IP in
Ago3
heterozygotes

GSM1528798

follicle
cells

SRR010953

Aub
heterozygotes,
oxidized

GSM180334

larvae:
1st
instar
and 3rd
instars

GSM467731

Dmel_loq_sRNAseq

SRR023399

RNA bound
by P19
protein

AGO2

SRR060651

A2_ovaries_Ago3

AGO3

SRR065802

Piwi-
IP_zuc_mut_ovaries

GSM360256

1st
instar #1

GSM239050

fly heads,
beta-
eliminated

GSM467730

Dmel_r2d2_sRNAseq

GSM313165

ago2
homozygous,
oxidized
(technical
replicate
#2)

GSM424741

S2 pKF63
transiently
transfected

GSM180337

tissue
culture
cells (S2
only)

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

GSM313164

ago2
homozygous,
oxidized
(technical
replicate
#1)

GSM286606

2-6h #2
(9)

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

GSM180332

mid
embryo
(6-10)

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

GSM360257

1st
instar #2

SRR023402

total RNA
extracted
from NLS-
P19 cells

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR001342

WT_males_beta-
eliminated

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

GSM286613

0-1hr #1
(A)

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

SRR010960

wt,
oxidized

GSM343287

Drosophila
Toll 10b
mutant
embryos

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR065807

Piwi-
IP_squ_het_ovaries

GSM239051

S2 cells,
beta-
eliminated

AGO2

GSM280086

WT
ovaries
(AGO2IP)

AGO2

GSM180331

early
embryo
(2-6)

SRR010952

Ago3 trans-
heterozygotes,
oxidized

SRR060648

A2_ovaries_FLAG-
Aub

SRR060649

A2_ovaries_FLAG-
Piwi

SRR065806

Piwi-
IP_squ_mut_ovaries

GSM180330

very
early
embryo
(0-1)

SRR010951

Ago3
heterozygotes,
oxidized

GSM154621

piRNAs
associated
with Ago3
from
Drosophila
melanogaster
ovaries

GSM154618

23-29
nucleotide
RNAs from
Drosophila
melanogaster
ovaries
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..............................................................................................................GCATCCTTGAGATATGGAGCG................................................................... 21 0 2 97054.50 194109 18276 16 4 28 5519 7795 30 14 56 8 33 11 13 24 29 51 1086 24 1468 2 1 6240 4691 2058 59 15725 6600 1603 0 3440 3300 5649 3295 2356 7 0 4293 5463 3 9 1312 15 52 1840 2243 4230 31 4235 15 549 10 144 1230 1195 47 1095 941 13 2316 1404 505 1455 1658 407 107 1075 1045 481 2502 1499 2395 601 1238 486 2065 1146 976 131 2930 843 1636 647 488 619 482 917 1575 100 230 770 629 392 1888 695 591 1 908 691 674 529 1597 2 2515 738 482 448 125 252 715 443 2508 190 1 216 352 839 89 252 617 502 127 525 353 328 532 302 366 1751 329 536 447 225 1784 213 72 142 105 138 0 252 137 287 568 62 90 79 223 85 150 774 84 91 366 584 340 69 80 97 57 189 162 21 54 267 1 19 38 77 317 19 62 17 298 140 29 56 35 67 174 188 69 260 116 51 41 44 86 36 51 42 91 16 228 29 41 20 61 106 154 85 38 23 304 501 343 61 33 141 7 109 75 53 22 193 246 57 42 47 32 49 11 54 3 176 60 75 26 40 30 10 27 0 209 60 108 1 111 0 97 14 9 99 144 138 88 95 13 0 0 0 6 0 0 0 0 7 0 2 0 4 6 0 8 45 9 31 4 7 68 11 0 0 6 2 16 2 19 15 3 0 0 0 0 15 25 0 6 13 0 0 4 0 0 0 1 1 0 0 2 3 1 0 0 0

...............................................................................................................CATCCTTGAGATATGGAGCGA.................................................................. 21 0 2 81881.50 163763 8458 732 778 3 1965 3079 2250 8 14 3 5 43 1 4 55 1318 6364 511 5043 47 49 2540 1773 589 700 2550 4614 3482 1 617 1927 3318 2820 1130 207 0 2579 3399 67 0 664 613 786 3361 3051 951 7 1914 550 3000 39 289 3079 813 689 1207 2348 252 447 1723 1497 1759 1607 208 250 720 2269 2016 2927 3665 542 1220 2983 113 565 1057 1058 261 664 190 981 180 604 1144 761 2140 351 49 770 546 512 1309 341 410 2383 6 183 68 157 176 1546 21 913 528 525 40 439 171 113 35 697 724 36 666 278 140 451 480 173 464 342 619 853 116 59 675 686 458 194 188 256 627 413 282 156 159 141 31 3 767 75 111 325 97 421 8 77 156 245 341 148 202 154 262 1685 90 237 274 205 790 223 103 35 220 1 144 9 102 70 54 311 39 1537 79 137 96 57 75 1137 182 76 54 89 105 136 29 514 79 189 13 110 37 278 72 208 87 126 256 184 517 54 45 476 373 289 158 63 44 74 449 106 75 30 763 171 150 97 51 174 53 9 28 8 59 40 94 91 10 156 52 24 0 787 12 407 28 38 0 42 4 30 368 190 70 86 164 27 0 0 2 20 0 0 6 0 14 0 1 0 4 39 0 38 159 17 58 28 27 0 9 0 0 38 8 1 3 1 5 6 0 0 0 0 32 75 0 4 9 0 0 0 4 3 17 4 1 0 2 1 2 0 0 0 0

...........................................................................TCGTGCCATACTTCAAGGAT....................................................................................................... 20 0 1 69750.00 69750 1253 2484 2319 560 1664 1290 2941 1113 585 382 441 1281 1029 1222 1575 1598 2721 1124 720 1164 853 600 765 197 1583 37 193 446 4 180 516 115 105 611 1716 5 75 195 507 223 738 1846 1660 262 181 86 239 66 1724 179 691 387 238 282 1488 446 122 634 151 101 179 205 175 758 141 252 356 625 160 854 60 57 400 186 53 1677 134 260 56 220 178 176 42 139 174 228 46 39 422 690 116 147 31 36 231 178 160 214 148 203 374 289 146 101 105 57 52 322 32 176 121 106 177 82 51 18 279 60 47 103 9 273 227 45 61 22 44 70 49 127 148 21 1 30 48 52 108 35 293 14 36 34 99 26 72 14 40 25 16 3 33 32 206 288 129 28 143 26 40 9 87 20 140 176 35 1359 16 5 13 147 31 148 115 7 22 23 224 18 89 26 22 7 8 32 20 5 49 52 95 28 20 136 0 14 81 19 18 25 69 38 5 94 62 0 48 47 7 74 57 40 0 6 11 50 17 21 1 36 153 22 31 132 18 2 3 41 9 71 131 138 30 30 4 77 25 11 19 10 1 6 14 21 30 15 55 0 27 0 31 161 1 7 16 15 3 4 0 9 113 3 44 13 1 0 4 2 34 27 0 23 6 3 19 1 0 0 0 1 2 16 3 3 4 0 0 0 0 3 0 23 7 0 0 0 1 1 5 0 0 0 0 7 0 0

.................................................................................................................TCCTTGAGATATGGAGCGA.................................................................. 19 0 2 46260.00 92520 27380 270 347 4 1572 1563 3732 2 6 1 8 17 3 7 6 480 213 140 1503 18 20 1143 987 844 309 560 6438 775 0 804 531 4492 3199 433 61 0 4578 6128 12 1 689 192 198 998 609 226 1 2461 181 727 32 167 876 601 164 173 295 79 867 265 229 364 171 53 307 305 446 48 387 52 377 116 57 35 157 14 123 29 137 35 803 34 15 174 154 240 62 29 15 3 4115 16 49 96 28 1 53 21 28 40 5 6 32 201 56 20 73 38 16 11 39 6 4 205 32 9 14 125 11 3 31 6 15 8 1 144 101 20 0 29 13 129 27 63 30 50 55 0 3 18 1 7 4 32 31 6 4 35 17 66 20 33 2 1 312 17 276 30 5 88 4 0 3 13 1 132 3 0 17 16 4 15 282 28 5 31 4 25 223 29 12 3 18 52 15 0 45 1 0 6 24 9 18 8 5 3 0 35 6 31 13 12 60 9 11 2 4 7 11 31 0 18 0 166 0 10 30 8 42 0 0 12 0 14 2 0 35 0 31 0 4 0 86 0 84 0 7 0 34 0 3 76 0 15 37 0 0 0 0 2 0 0 0 1 0 0 0 0 0 0 17 0 0 18 0 6 6 8 0 0 0 0 3 0 0 0 3 2 0 0 0 0 0 3 7 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................TCTCGTGCCATACTTCAAGGA........................................................................................................ 21 0 1 35989.00 35989 10 3828 5038 316 18 26 3295 266 88 288 229 184 229 42 33 2974 364 2188 43 321 317 5 17 4 2454 7 4 67 2 11 17 2 0 9 1273 2 0 7 1234 169 1 1352 1417 2 6 5 85 1 1254 8 895 26 3 8 1260 22 7 1030 1 9 12 14 14 15 19 9 31 112 15 139 3 5 109 10 4 87 7 16 0 8 4 11 3 6 11 8 5 15 53 77 5 58 3 7 51 345 8 10 3 5 57 362 6 1 10 9 4 2 4 1 4 51 255 4 1 1 37 7 3 31 2 26 30 3 5 4 3 3 29 6 0 1 0 1 2 5 1 4 11 2 19 0 15 1 2 5 1 5 5 0 10 3 23 20 48 3 1 0 4 0 9 20 1 1 59 36 3 9 1 24 1 22 44 2 2 2 4 2 30 14 1 0 0 3 3 8 2 5 9 4 0 9 2 2 0 0 3 3 16 2 1 15 2 0 0 6 1 0 0 3 0 2 3 22 0 0 0 2 40 8 4 34 4 0 3 5 0 0 34 0 1 36 0 10 18 0 0 20 0 4 0 17 0 0 4 0 1 17 1 0 2 13 0 9 7 0 4 11 0 1 1 0 0 0 1 0 2 9 0 2 0 0 3 0 0 2 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................ATCCTTGAGATATGGAGCGA.................................................................. 20 0 2 23209.00 46418 3206 357 477 2 536 1025 3420 5 3 2 2 27 2 5 8 558 2460 274 1647 38 33 1046 761 80 444 92 1186 881 0 132 730 974 1183 270 116 0 744 1348 12 0 153 223 242 1409 921 135 0 734 197 942 16 147 1216 226 204 175 275 94 60 341 235 235 368 41 77 149 328 606 276 806 75 151 1097 20 83 180 239 47 108 43 400 26 69 198 190 185 53 8 253 61 219 169 34 73 661 2 34 17 20 19 254 5 45 122 45 7 64 39 14 6 32 106 4 228 29 26 163 121 24 43 49 193 172 9 7 114 99 26 14 44 27 94 12 48 28 41 18 4 2 32 2 27 56 8 42 3 9 17 29 22 21 31 15 33 446 6 94 26 11 50 57 17 16 52 2 97 3 10 11 36 12 45 381 15 9 13 16 4 451 26 6 7 10 19 10 4 65 21 54 2 21 25 11 10 26 5 15 30 56 30 3 40 96 25 23 27 5 1 12 49 0 5 4 254 0 23 21 10 72 8 4 2 1 6 2 24 11 11 57 4 4 0 98 0 147 29 0 0 5 2 5 121 3 5 83 20 7 0 0 0 2 0 0 0 0 3 0 0 0 2 49 0 0 20 4 16 26 6 0 1 0 0 12 0 0 0 0 0 0 0 0 0 0 0 13 0 2 1 0 0 221 0 0 0 1 0 0 0 0 1 0 0 0 0

........................................................................ATCTCGTGCCATACTTCAAGGAT....................................................................................................... 23 1 1 21101.00 21101 120 942 730 215 258 382 542 422 244 244 251 366 435 160 195 348 456 418 415 263 368 204 202 93 509 14 34 232 2978 24 189 39 37 176 352 2694 34 58 278 172 70 331 316 62 77 23 87 21 0 44 151 178 51 92 0 116 54 257 24 9 55 83 43 96 84 68 73 127 27 100 2 11 29 9 9 84 32 31 2 35 14 38 3 75 79 36 2 2 86 56 17 32 4 0 31 77 14 31 11 30 7 98 16 10 12 11 17 12 11 19 19 24 58 48 7 9 29 23 17 10 8 35 28 14 12 4 6 2 14 0 17 7 0 13 14 12 9 2 29 7 6 4 2 7 10 7 13 4 6 0 9 6 13 17 16 3 3 6 3 7 13 7 12 8 9 44 10 3 0 19 6 17 0 0 7 6 8 1 7 2 9 2 6 19 4 11 5 32 12 5 9 22 5 5 17 5 4 4 6 4 2 15 0 2 5 7 2 0 2 6 0 1 6 8 0 0 0 3 12 3 8 2 1 1 0 6 2 6 0 29 1 2 0 10 1 7 2 5 0 2 2 0 0 1 0 0 8 4 1 1 2 0 1 3 3 1 3 5 0 0 0 1 1 0 1 1 0 0 0 0 8 0 0 0 0 0 0 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

.........................................................................CCTCGTGCCATACTTCAAGGAT....................................................................................................... 22 1 1 20026.00 20026 53 2616 634 265 159 141 557 298 160 218 344 242 277 797 814 520 342 464 296 235 216 82 42 183 339 48 20 296 76 105 76 14 27 132 320 51 11 22 310 116 123 202 204 38 43 20 77 6 0 19 224 131 32 74 0 84 305 486 107 13 105 118 33 156 55 73 53 118 43 107 31 24 125 92 35 116 20 63 19 108 20 73 10 224 98 45 18 52 371 117 40 59 25 18 85 87 33 52 53 64 47 98 36 43 25 33 65 48 33 29 20 35 49 30 31 12 158 21 47 37 26 82 38 47 24 16 6 8 28 22 42 7 0 23 17 14 8 23 18 8 26 28 11 14 20 15 32 14 6 0 11 5 17 18 10 10 19 3 12 2 72 23 25 14 11 39 20 14 2 9 16 13 0 2 7 7 19 3 23 257 5 5 2 20 5 8 5 64 73 16 14 7 0 5 17 7 6 6 12 10 5 13 1 0 12 9 13 14 7 2 3 4 6 1 1 1 1 15 6 7 20 17 34 3 2 12 3 3 0 4 9 3 0 1 3 2 7 0 0 26 1 0 6 1 0 0 24 0 5 0 14 3 7 2 0 12 1 0 0 13 0 1 0 0 0 5 0 0 0 14 2 1 0 2 0 4 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

..............................................................................................................TCATCCTTGAGATATGGAGCGA.................................................................. 22 1 2 14092.00 28184 1553 17 28 0 3297 1710 31 0 2 0 1 3 1 14 8 24 72 13 272 0 2 831 461 91 14 302 842 219 0 41 390 520 515 357 2 0 360 948 3 0 49 12 19 719 591 46 1 420 0 176 4 497 549 544 0 37 83 5 28 90 152 162 781 45 175 1019 477 23 232 50 44 114 17 74 27 14 430 19 126 233 482 655 466 72 52 37 18 451 10 27 44 14 34 18 25 0 64 593 110 28 10 3 31 97 9 64 56 20 97 13 37 4 0 34 58 14 5 52 53 123 81 17 11 61 21 144 99 24 12 83 19 125 208 24 19 21 22 8 0 138 2 31 5 36 3 102 26 8 65 19 17 49 8 10 10 60 12 52 21 37 3 1 13 29 0 0 9 5 17 0 29 3 0 45 18 60 26 81 9 102 117 5 96 16 10 22 9 2 3 5 4 2 4 47 10 7 5 41 0 7 20 3 39 13 19 1 74 50 4 29 8 44 0 8 5 9 21 2 7 0 0 0 0 6 29 12 16 28 0 11 4 0 26 11 3 0 28 0 3 0 4 0 10 4 0 11 1 0 0 0 0 0 0 0 0 3 0 1 0 1 0 0 5 3 0 3 0 0 1 0 0 0 0 8 0 0 4 1 0 0 0 0 0 5 1 0 2 0 0 0 0 0 0 0 1 0 0 1 1 0 0 0 0 0

.............................................................................................................TGCATCCTTGAGATATGGAGCGA.................................................................. 23 0 2 13206.00 26412 1886 228 169 6 367 977 167 3 30 4 22 2 7 4 2 109 558 80 643 6 12 867 785 31 104 25 698 352 1 22 805 584 549 336 18 0 460 771 3 2 77 152 119 690 700 155 15 319 135 599 2 284 715 137 93 225 233 82 33 300 338 195 333 69 76 70 731 221 461 512 30 232 77 28 67 74 218 24 88 33 215 27 50 88 105 296 33 4 70 72 52 55 31 38 67 2 34 32 31 57 98 3 56 83 42 7 110 20 9 11 69 37 0 79 29 47 26 52 16 50 53 99 98 10 29 227 264 33 12 29 29 151 1 22 28 53 46 5 0 132 6 14 19 4 49 3 25 25 51 0 25 46 12 34 39 34 22 38 15 50 37 6 3 2 0 23 2 9 10 6 82 10 32 15 7 19 12 20 181 8 16 5 19 25 12 3 95 35 30 1 12 7 20 13 7 13 2 14 7 55 12 13 6 1 12 27 8 0 7 20 0 14 0 24 0 14 18 3 11 7 7 0 3 3 2 19 2 12 8 2 10 4 6 0 14 2 3 0 3 1 5 12 0 5 289 21 8 0 0 1 0 0 0 0 0 2 0 3 0 3 86 0 6 0 2 7 107 1 0 0 0 0 2 0 0 1 1 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................CTTCTCGTGCCATACTTCAAGGAT....................................................................................................... 24 1 1 11666.00 11666 2 12 8 10 5 3 11 13 5 6 10 8 21 4 5 4 0 2 0 4 1 1 1 1 5 0 1 2 5347 0 0 3 1 4 4 6078 0 1 8 2 2 6 3 0 1 1 2 1 0 0 6 10 1 0 0 1 0 4 0 0 0 0 0 0 2 0 2 0 0 3 0 0 0 0 0 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 1 0 1 0 1 0 0 0 0 0 2 2 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 2 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................CGTGCCATACTTCAAGGAT....................................................................................................... 19 0 1 9640.00 9640 76 186 86 232 225 50 192 183 198 158 116 32 161 324 313 53 67 28 6 21 15 15 29 4 79 69 6 11 877 1 7 8 8 27 27 707 2 11 14 93 5 59 38 3 1 0 111 3 55 0 73 37 2 32 32 64 2 53 13 0 2 0 1 15 13 7 25 35 25 29 1 0 14 7 0 54 2 4 2 16 4 3 0 6 1 24 0 4 8 9 4 17 0 0 14 41 5 5 3 2 37 5 4 10 27 6 0 3 6 2 4 9 16 2 1 1 9 2 0 13 0 6 7 3 0 3 3 2 4 1 0 4 0 0 0 0 0 0 105 0 1 2 4 1 2 3 0 1 1 2 0 1 6 13 53 1 0 1 2 0 5 1 1 7 7 387 1 1 0 28 0 25 49 0 1 0 3 0 42 2 2 0 0 0 1 1 1 7 0 6 0 24 0 1 116 0 0 0 1 0 0 18 0 0 1 2 0 0 4 0 0 0 4 37 0 2 0 0 204 1 3 0 1 0 0 0 1 0 185 3 0 6 0 0 23 1 26 17 0 0 2 18 24 0 19 0 0 3 65 1006 0 2 51 0 2 0 1 3 569 0 12 20 0 0 1 27 13 32 0 0 0 5 43 0 0 0 0 0 9 267 8 0 20 0 0 0 0 1 0 44 0 0 0 2 0 0 15 0 0 0 0 6 0 0

.....................................................................CTATTCTCGTGCCATACTTCAAGGAT....................................................................................................... 26 3 1 8761.00 8761 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4554 0 0 0 0 0 0 4207 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................TTTCTCGTGCCATACTTCAAGGAT....................................................................................................... 24 1 1 8732.00 8732 66 183 469 178 278 93 333 694 209 172 239 223 820 41 50 231 133 242 16 173 182 55 91 43 283 4 27 13 15 6 20 39 26 96 200 19 17 80 112 116 123 164 132 20 17 4 68 16 0 15 106 172 21 73 0 72 9 63 17 5 30 7 11 33 35 22 50 51 9 97 5 5 12 20 8 25 5 10 2 16 12 11 1 4 11 11 1 4 24 17 18 10 1 2 8 35 5 39 8 8 15 54 8 7 13 7 15 4 2 10 2 8 14 1 9 1 10 1 0 12 2 43 16 3 0 5 11 2 2 4 5 3 0 1 4 11 26 3 12 3 2 0 0 3 4 1 1 2 0 0 2 5 4 5 2 4 5 2 0 3 11 1 6 3 8 23 6 0 1 22 8 17 0 0 0 1 1 2 5 0 1 0 3 4 1 0 6 10 6 5 1 23 0 3 1 1 0 2 1 6 0 20 0 0 0 4 1 0 2 1 0 2 0 1 0 0 5 1 4 1 4 4 1 0 0 4 1 0 0 6 1 0 0 0 1 0 2 0 1 1 1 0 3 0 0 0 1 1 0 0 0 2 0 0 1 1 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................GCTCGTGCCATACTTCAAGGAT....................................................................................................... 22 1 1 8367.00 8367 38 447 2737 12 67 43 249 8 17 7 116 60 21 46 40 166 76 221 22 62 56 79 114 10 1644 3 4 27 0 9 84 2 2 37 74 0 3 3 85 6 9 43 80 34 24 2 5 3 0 2 59 63 35 32 0 4 4 30 3 1 5 8 7 13 28 25 23 17 48 13 2 4 25 20 1 32 1 5 0 17 25 12 2 3 8 12 3 6 0 37 0 13 2 0 8 23 4 1 6 5 18 48 4 22 1 2 5 4 1 2 0 12 4 14 13 0 2 15 2 5 8 19 7 5 3 0 6 3 3 23 5 1 0 11 1 3 6 3 3 2 10 8 2 5 2 3 9 5 0 0 1 0 0 3 2 2 1 2 0 1 1 1 1 0 0 16 2 1 0 9 2 2 0 0 3 0 2 0 21 161 0 0 3 2 0 1 0 7 26 1 3 3 1 0 3 0 0 1 6 1 0 4 0 0 0 3 21 0 0 1 2 2 2 2 1 3 1 2 1 6 6 0 6 0 0 3 0 0 0 0 0 3 0 0 3 1 0 0 0 11 1 0 2 0 0 15 11 1 0 0 6 4 0 0 5 8 2 0 0 5 0 0 0 0 0 0 0 0 0 5 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................GCATCCTTGAGATATGGAGC.................................................................... 20 0 2 7708.50 15417 783 102 18 2 43 254 27 1 5 2 5 7 3 1 3 13 332 19 174 1 4 199 147 26 29 229 540 229 0 15 145 430 284 25 13 0 328 272 8 1 12 90 93 170 201 231 3 204 76 118 17 4 139 22 68 26 98 25 16 109 40 114 74 9 15 8 575 66 97 72 90 105 162 7 85 69 56 5 62 5 54 4 65 65 55 31 53 2 33 38 1 68 96 66 47 3 5 1 1 14 153 1 399 22 29 2 16 8 2 3 416 25 2 35 26 60 18 45 3 65 41 41 37 3 2 173 163 349 9 8 6 120 227 20 12 21 3 0 0 55 15 22 38 4 19 1 7 18 99 136 20 6 13 35 341 12 2 104 27 58 19 6 3 8 1 7 0 22 10 2 14 1 291 37 10 14 28 22 34 26 12 12 12 9 17 34 22 2 5 0 10 0 417 7 84 9 2 38 33 29 8 0 47 52 263 8 7 39 19 32 53 4 12 100 354 18 18 0 21 4 0 6 4 11 13 9 17 0 17 0 1 0 146 0 63 2 0 1 1 1 7 50 1 4 1 19 1 0 0 0 2 1 0 0 0 0 0 0 0 1 2 0 9 76 6 1 1 3 81 2 0 0 6 0 0 0 3 3 0 0 0 0 0 2 9 0 4 1 0 1 0 0 0 0 1 1 0 2 0 0 0 0 0 0

..............................................................................................................ACATCCTTGAGATATGGAGCGA.................................................................. 22 1 2 7607.00 15214 999 52 66 0 467 740 56 2 2 1 5 0 1 4 1 37 352 25 234 4 1 504 469 94 42 411 396 178 0 184 345 369 344 202 10 0 269 398 2 1 99 39 36 423 436 137 3 283 0 206 2 98 376 208 0 92 84 20 57 136 88 78 192 34 76 99 139 55 252 37 45 84 96 8 53 66 105 7 52 30 220 36 70 56 46 121 37 17 301 24 37 57 62 32 49 1 31 22 15 22 64 3 33 78 28 25 107 15 36 6 25 29 1 28 79 30 83 37 23 42 95 54 19 11 13 28 23 15 1 17 9 21 10 12 32 23 9 8 0 28 3 17 10 9 18 3 4 12 22 15 12 35 5 4 21 9 8 21 16 21 81 5 3 3 0 9 4 13 98 1 13 4 0 9 8 11 2 13 7 17 12 8 14 9 6 14 11 4 81 0 4 2 10 8 4 11 0 17 7 7 7 3 17 11 11 3 19 5 3 14 8 15 5 13 6 4 3 4 8 5 4 0 8 5 3 11 0 1 0 0 1 0 5 0 29 2 0 0 0 13 3 0 3 3 0 2 26 0 0 0 15 0 0 0 0 17 0 0 0 6 0 0 5 1 1 1 0 0 2 7 0 0 0 1 1 13 2 0 1 0 0 0 0 0 1 0 1 1 0 0 0 0 0 0 0 2 0 4 0 0 0 0 0 0

..............................................................................................................CCATCCTTGAGATATGGAGCGA.................................................................. 22 1 2 7593.50 15187 487 4 4 1 684 920 8 0 1 0 6 1 1 0 0 9 8 11 279 1 1 356 293 85 9 1649 250 400 0 155 208 193 207 113 2 0 202 167 2 0 50 2 6 277 774 93 4 217 0 52 0 90 279 219 0 18 41 0 67 56 83 190 164 26 37 93 171 2 169 8 38 120 14 35 42 16 93 6 169 90 241 229 78 102 54 18 30 171 124 17 37 2 100 28 9 0 52 192 86 13 3 0 69 135 15 24 286 10 38 10 39 0 0 28 186 36 49 49 41 7 323 7 2 20 33 87 45 11 1 70 24 75 10 17 52 18 2 6 0 34 1 104 2 9 4 73 28 15 26 17 25 125 2 4 13 15 8 42 7 17 64 0 14 18 0 11 6 2 8 1 13 1 0 62 3 4 6 9 27 7 23 17 25 1 2 0 1 3 10 8 4 0 2 9 5 1 0 10 0 1 3 1 36 13 6 0 19 17 0 13 2 10 0 5 4 13 10 2 0 0 1 4 0 6 10 4 18 21 0 0 8 0 2 2 9 0 4 0 5 2 0 0 7 5 0 8 4 0 0 0 4 0 0 0 0 3 0 0 0 0 0 0 0 1 0 10 0 0 2 0 0 0 0 1 3 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................TCTCGTGCCATACTTCAAGG......................................................................................................... 20 0 1 7546.00 7546 4 282 180 80 5 4 102 50 22 67 56 22 58 7 9 94 1312 94 4 38 39 0 2 2 85 2 0 7 1 3 5 0 1 1 34 0 1 3 40 35 0 79 57 0 2 0 10 0 73 1 19 3 0 1 49 1 0 68 2 1 1 3 3 5 3 1 5 456 0 466 2 0 330 3 0 307 2 5 1 1 3 2 1 3 0 4 1 0 238 245 0 192 0 0 217 10 4 2 1 2 111 11 0 0 0 1 3 1 2 1 1 147 6 0 0 0 122 1 0 213 0 46 112 1 0 0 0 0 133 1 1 1 0 3 2 0 2 1 6 0 69 0 52 0 0 2 0 0 1 0 0 0 65 49 0 0 1 0 0 0 47 66 0 0 0 0 0 49 0 4 0 4 0 0 0 0 0 0 0 80 0 0 0 1 0 10 0 0 0 1 0 0 0 1 0 0 40 0 41 0 0 1 3 0 0 31 0 0 0 0 0 0 32 1 0 0 0 0 2 13 0 0 259 0 0 4 0 0 2 0 0 4 0 5 2 5 0 1 0 0 0 1 0 0 0 0 1 0 0 0 2 1 0 1 1 2 0 6 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 9 0 1 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................TATCTCGTGCCATACTTCAAGGAT....................................................................................................... 24 2 1 6874.00 6874 3 29 40 13 21 8 48 30 31 12 23 26 40 9 6 34 36 22 0 13 34 6 6 4 28 0 2 1 3214 0 2 1 2 5 32 2882 0 4 4 20 2 14 12 0 1 1 4 0 0 1 4 6 1 6 0 7 2 5 1 0 4 0 1 1 2 3 0 10 2 17 0 2 0 0 0 3 1 0 0 1 0 0 0 1 0 0 0 0 3 5 0 2 0 0 2 0 1 0 1 0 0 3 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 2 0 0 5 1 0 0 0 0 0 0 0 1 0 0 0 0 3 1 0 2 0 0 0 0 0 0 0 1 0 0 0 0 1 0 4 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 5 0 5 0 0 0 1 0 1 0 0 0 0 0 0 1 0 0 1 1 0 0 3 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................CTCTCGTGCCATACTTCAAGGAT....................................................................................................... 23 1 1 6056.00 6056 22 280 136 114 44 59 123 142 95 91 86 198 101 66 66 73 135 81 60 110 125 17 25 30 69 10 3 39 1054 4 22 5 7 45 158 876 3 0 124 67 17 74 60 2 3 3 37 0 0 5 60 49 5 22 0 23 10 78 12 3 14 17 8 19 14 14 17 30 4 18 2 4 14 10 2 36 3 7 0 13 0 13 3 10 15 4 0 2 20 26 4 10 2 0 12 30 3 10 4 3 6 16 3 1 3 2 9 2 2 4 0 17 19 3 4 1 12 3 2 7 2 26 6 7 1 0 4 0 5 0 3 2 0 1 8 5 4 2 13 1 2 0 2 2 1 0 1 3 0 0 9 3 5 5 5 4 0 6 1 0 1 3 4 7 5 7 2 0 0 10 2 8 0 1 0 1 1 0 3 2 0 2 0 0 4 0 1 7 6 2 1 3 6 4 3 5 0 1 1 1 0 5 0 0 0 1 1 0 1 1 0 0 3 1 0 0 0 1 2 2 0 5 3 1 0 6 0 0 0 0 0 1 0 0 0 0 6 2 0 1 0 0 2 0 0 0 0 0 2 0 0 0 1 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................ACTCGTGCCATACTTCAAGGAT....................................................................................................... 22 1 1 5787.00 5787 44 600 249 38 82 61 138 48 49 30 150 62 44 80 97 138 55 131 67 58 67 24 30 23 176 6 13 32 153 20 11 7 3 22 103 136 3 16 147 25 29 121 132 11 6 5 8 6 0 7 47 27 14 15 0 17 12 55 5 2 8 6 5 16 8 18 11 27 29 17 3 2 12 7 7 43 3 11 3 4 18 5 0 3 29 13 4 3 343 29 5 7 5 4 23 41 7 7 5 12 3 109 6 3 1 1 5 4 3 7 1 4 30 10 8 4 121 6 7 2 5 68 6 9 0 1 3 5 2 3 5 4 0 1 1 2 5 2 5 2 3 2 0 4 4 1 4 5 5 0 1 2 4 5 2 0 4 3 1 1 75 7 4 2 1 14 5 1 8 7 0 4 0 0 0 2 0 1 2 120 2 2 0 2 1 5 1 17 120 4 1 4 0 0 0 1 1 3 1 0 0 4 2 0 0 1 11 0 1 2 0 0 1 3 0 0 0 2 6 8 11 3 4 0 0 10 0 8 0 0 0 0 0 9 3 0 0 1 0 46 0 0 0 0 0 0 27 1 0 3 32 1 0 1 1 27 0 0 0 23 0 0 2 0 0 0 0 0 0 20 0 0 0 0 0 15 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0

..................................................................................................................CCTTGAGATATGGAGCGA.................................................................. 18 0 2 5123.50 10247 1023 18 27 0 329 488 2538 0 0 1 0 1 0 0 2 42 58 26 21 4 0 306 311 9 50 426 182 11 0 6 136 258 61 72 12 0 77 250 1 0 2 5 16 187 122 2 0 144 4 38 3 17 113 43 14 19 69 4 45 21 7 7 159 20 7 36 102 43 83 54 39 4 58 10 1 16 99 44 52 22 247 30 9 17 5 60 4 32 5 12 71 8 0 6 36 1 270 24 46 8 7 0 22 65 10 5 2 51 22 27 14 13 1 3 9 2 7 1 27 3 5 8 17 5 6 7 20 8 2 43 5 24 1 1 1 1 5 7 1 4 1 4 4 3 12 8 3 3 4 14 0 5 2 1 1 2 14 3 3 15 4 2 5 4 1 71 2 0 1 8 0 12 1 0 3 1 0 1 6 3 1 0 0 4 0 0 2 0 0 2 0 6 4 0 8 1 0 6 5 10 1 11 8 8 4 4 1 4 0 7 0 0 0 0 0 0 1 3 10 0 0 0 0 1 0 2 2 0 9 0 1 0 2 0 1 0 0 0 5 0 1 1 1 3 10 0 0 0 0 0 0 0 0 1 0 0 0 0 2 0 7 0 0 15 0 1 8 2 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

..........................................................................TTCGTGCCATACTTCAAGGAT....................................................................................................... 21 1 1 4486.00 4486 107 187 199 36 302 164 370 116 29 22 25 85 70 63 77 138 64 84 55 116 72 62 85 16 144 5 29 34 4 18 37 14 1 72 112 0 6 25 41 12 50 101 85 9 11 3 12 3 0 5 28 49 12 25 0 20 7 51 12 1 15 26 8 56 7 27 21 17 5 16 1 1 1 16 5 21 3 15 2 19 37 14 0 6 17 11 4 1 19 8 10 2 0 1 3 26 19 22 9 3 3 23 10 9 0 7 5 9 3 11 4 0 11 9 2 3 10 3 1 0 0 6 2 2 2 1 6 5 1 1 6 2 0 4 3 1 11 0 1 2 0 1 2 2 0 0 1 2 0 0 2 2 3 0 9 0 9 0 1 0 8 0 9 16 3 8 5 0 0 7 1 3 0 0 0 0 15 1 11 0 1 0 0 1 0 0 0 11 6 2 4 2 0 0 4 0 0 0 2 4 0 2 10 0 3 0 0 0 0 3 0 0 1 4 1 0 0 1 4 1 3 3 2 0 0 0 0 0 0 15 0 0 0 0 2 0 0 2 0 4 1 0 1 0 0 0 3 0 0 1 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................CATCTCGTGCCATACTTCAAGGAT....................................................................................................... 24 2 1 3744.00 3744 1 4 5 2 1 0 5 3 5 2 3 6 10 2 2 2 0 4 0 2 7 0 0 1 2 0 0 0 2088 0 0 1 1 1 5 1554 0 1 2 3 0 1 2 0 0 0 3 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................TTGCATCCTTGAGATATGGAGCGA.................................................................. 24 0 2 3695.00 7390 1085 29 39 0 142 147 35 0 1 0 2 1 0 3 2 16 63 8 104 0 0 159 146 6 26 15 482 32 0 16 84 252 143 47 1 0 178 304 2 0 79 21 13 207 122 148 1 126 21 189 3 44 201 38 11 48 37 15 13 106 98 38 34 53 8 11 282 28 61 88 9 62 24 5 33 20 11 4 35 15 64 1 1 31 17 57 15 0 15 11 48 3 25 11 15 1 7 9 9 42 18 2 23 57 12 2 28 8 1 1 27 4 2 13 6 25 1 9 5 8 22 7 14 0 17 57 90 14 4 10 4 52 0 5 6 17 18 0 0 19 1 2 8 7 7 0 10 3 13 0 5 10 5 4 4 5 8 15 0 20 3 1 0 0 0 0 1 0 7 2 20 0 4 0 0 2 1 9 13 2 2 9 7 6 3 0 17 5 2 1 3 2 2 4 5 0 0 7 0 4 4 3 3 0 4 0 2 0 3 2 0 10 0 6 0 3 3 0 1 1 0 0 0 3 0 3 1 0 1 0 3 0 2 0 3 0 0 0 0 0 1 3 0 0 61 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 22 0 5 0 0 1 39 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................GTGCCATACTTCAAGGAT....................................................................................................... 18 0 1 3076.00 3076 2 76 71 2 6 10 82 4 11 1 0 22 4 2 2 14 3 46 2 28 23 11 7 1 75 4 1 2 1 0 5 0 1 10 25 1 0 1 26 0 0 41 63 1 1 0 9 0 40 0 39 6 3 2 60 57 0 12 5 0 0 2 3 10 1 2 5 3 19 12 0 0 14 4 0 5 3 5 4 3 6 1 0 2 0 26 0 0 7 6 1 6 0 0 4 13 3 4 0 8 4 8 2 4 23 1 1 7 0 3 1 3 4 0 0 0 2 1 1 5 0 4 1 0 2 5 5 1 0 1 1 0 0 0 1 1 4 0 222 0 0 1 1 0 1 0 0 0 1 2 0 1 1 0 44 1 5 0 1 1 0 0 4 0 4 268 0 0 0 5 0 7 42 0 2 0 0 0 19 1 1 0 0 0 0 0 0 4 0 1 0 3 0 1 80 1 0 0 0 0 0 1 0 0 0 0 0 2 3 0 0 0 0 37 0 0 0 1 217 0 3 0 0 0 0 0 0 0 210 0 0 0 0 0 15 0 0 0 0 0 2 15 3 0 34 0 0 0 12 272 0 0 3 0 0 0 0 0 145 0 17 2 0 0 0 18 16 42 0 0 0 0 44 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 15 0 0 0 16 0 0 2 0 0 0 0 1 0 0

..........................................................................CTCGTGCCATACTTCAAGGA........................................................................................................ 20 0 1 2872.00 2872 1 344 396 7 4 6 296 11 4 7 5 14 6 7 2 249 19 136 4 35 22 5 2 0 271 1 0 9 1 0 2 0 0 1 113 1 0 0 113 5 0 120 87 0 0 1 2 1 110 1 60 1 1 2 74 2 0 77 0 0 0 1 0 2 1 0 3 2 1 7 0 0 3 1 0 3 0 0 0 0 1 0 0 2 0 0 0 0 2 5 1 0 0 0 2 22 0 3 0 0 0 30 0 0 0 0 0 1 0 0 0 0 33 1 0 0 3 0 0 0 0 3 0 0 0 0 0 2 0 0 1 0 0 1 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 1 7 0 0 0 0 0 1 0 0 0 5 4 0 0 0 3 0 0 6 0 0 0 12 0 7 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 3 0 0 0 0 10 0 0 0 0 0 0 0 0 7 9 0 0 0 0 0 1 0 0 2 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 3 0 0 0 0 2 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................ATCGTGCCATACTTCAAGGAT....................................................................................................... 21 1 1 2207.00 2207 40 178 278 4 74 36 102 8 3 1 1 22 2 10 20 41 46 48 54 69 29 28 34 8 131 5 5 31 15 9 16 3 0 26 63 5 0 10 50 2 13 47 44 24 11 0 2 5 0 2 12 7 12 14 0 4 0 22 2 0 1 15 2 21 7 7 11 8 1 6 1 0 5 0 0 13 0 3 1 5 7 6 0 2 6 4 0 0 4 16 0 1 0 0 5 20 5 1 4 6 9 16 1 6 0 3 2 19 4 3 2 0 12 6 1 0 3 9 1 1 0 11 3 4 1 0 1 0 0 2 12 0 1 1 3 2 1 1 1 0 0 1 0 0 0 1 0 4 0 0 2 0 3 2 3 0 0 0 2 1 2 0 1 5 1 3 0 0 0 2 0 1 0 0 1 1 14 1 4 1 0 0 0 0 1 0 0 5 18 0 2 2 0 0 3 0 0 2 0 0 0 2 0 0 3 0 0 1 3 0 0 2 0 2 3 1 0 1 0 1 2 0 4 0 0 0 0 1 0 2 0 0 1 9 0 1 0 0 0 1 0 0 0 0 0 0 8 0 0 1 0 0 0 0 1 2 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................AGCATCCTTGAGATATGGAGCGA.................................................................. 23 1 2 2197.50 4395 252 86 115 14 77 149 114 14 23 4 18 4 19 7 6 94 135 71 95 4 3 152 130 3 94 3 109 62 5 4 131 84 66 46 32 2 68 103 9 3 14 51 48 131 131 23 7 49 0 65 4 50 108 31 0 31 17 31 2 35 37 20 51 7 30 18 59 35 58 78 2 24 3 4 4 5 21 0 11 3 36 2 9 17 20 50 8 0 18 6 2 12 6 2 15 3 9 4 5 4 5 10 8 18 4 3 10 1 5 2 19 2 0 14 5 4 2 10 3 7 10 10 17 0 1 10 14 2 5 3 2 16 0 0 6 6 6 1 1 17 1 1 2 2 3 0 0 2 3 0 2 4 2 3 10 2 4 2 2 4 11 0 0 0 0 3 0 1 1 4 7 6 0 2 0 1 2 3 20 1 2 0 2 3 1 0 13 1 5 0 2 0 3 1 1 1 1 3 0 2 0 6 1 0 2 3 0 0 0 1 0 2 2 7 0 0 0 0 3 1 0 0 4 0 1 3 0 0 0 1 2 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 1 0 0 0 1 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................GTCTCGTGCCATACTTCAAGGAT....................................................................................................... 23 1 1 2112.00 2112 153 106 144 9 60 60 95 21 17 10 22 56 39 1 2 60 52 69 21 31 47 43 40 8 96 0 10 8 1 3 32 15 14 55 41 1 8 8 35 11 8 42 32 15 14 7 5 3 0 10 12 29 13 7 0 9 9 28 1 2 12 5 11 8 33 10 9 2 3 11 4 4 2 2 3 3 7 2 0 2 2 3 1 6 7 3 2 1 11 0 3 0 1 1 1 7 5 1 1 0 0 6 0 2 3 2 3 3 1 0 0 1 3 1 3 5 4 4 0 1 3 2 0 0 1 2 1 4 0 0 4 1 1 2 4 7 1 1 7 3 0 0 0 1 2 0 1 1 0 0 2 1 1 0 0 0 0 0 1 1 0 0 1 0 1 11 1 0 0 4 0 3 0 0 1 1 2 0 1 1 0 2 0 3 2 0 1 2 3 2 0 4 0 0 2 1 0 0 0 0 0 3 0 0 2 0 0 0 0 1 0 0 0 1 0 2 0 2 1 2 1 0 0 0 0 0 0 0 0 0 2 0 0 0 1 2 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................GCATCCTTGAGATATGGAG..................................................................... 19 0 2 1982.50 3965 114 49 0 2 42 84 0 0 2 4 4 1 0 0 1 5 52 3 43 1 0 62 57 15 0 171 60 112 0 6 54 50 52 32 0 0 45 49 0 1 3 12 10 16 24 18 4 13 0 38 1 5 15 13 0 87 39 12 9 16 25 46 26 6 8 18 167 14 343 18 12 17 34 5 21 10 13 3 25 9 8 6 16 14 7 237 12 3 6 4 2 3 5 3 16 0 6 9 6 7 13 0 21 32 41 5 2 6 14 3 38 8 0 7 5 8 1 18 6 6 3 3 5 4 2 47 54 19 4 4 3 47 52 10 11 15 14 2 0 23 3 4 8 7 31 1 0 14 23 14 16 8 2 2 41 19 3 31 16 10 6 1 0 2 0 0 0 3 4 1 8 0 0 27 6 7 5 12 4 9 9 1 16 7 8 11 17 0 0 0 3 1 10 2 6 2 2 6 4 11 9 0 8 4 30 2 6 8 19 5 0 3 4 18 0 14 5 4 1 1 0 0 0 0 0 2 3 2 1 0 0 0 5 10 14 2 1 0 0 0 7 13 0 3 1 21 0 0 0 0 0 0 0 0 1 0 0 3 0 0 1 0 1 0 1 0 0 0 0 0 0 0 0 0 4 0 2 1 2 0 0 0 0 0 2 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................CATCCTTGAGATATGGAGCG................................................................... 20 0 2 1844.00 3688 329 2 3 0 51 65 73 1 1 0 0 2 0 0 2 10 61 8 29 4 2 73 34 19 9 243 150 37 0 36 25 79 37 14 3 0 76 97 1 0 28 8 21 29 11 13 0 65 8 4 0 0 30 12 18 21 15 0 17 11 5 25 26 2 1 12 30 17 84 38 33 10 39 1 16 55 12 5 19 11 18 6 3 18 9 43 18 0 7 23 4 8 13 4 20 0 9 2 2 7 23 0 69 10 12 3 1 7 8 1 75 7 0 6 4 12 4 5 11 8 2 15 18 2 1 8 12 35 5 11 22 9 33 2 3 4 5 4 3 6 0 5 8 0 7 1 1 3 0 52 2 2 13 17 53 2 1 0 2 15 4 1 2 13 0 2 0 0 4 2 2 2 44 2 0 0 0 0 30 5 0 4 0 2 4 0 19 1 3 0 1 0 3 0 6 0 0 5 11 7 1 0 21 16 21 3 0 0 0 14 0 2 1 35 21 0 7 2 3 2 0 0 0 4 0 0 0 0 3 7 1 0 40 0 15 0 0 0 2 0 0 12 27 9 3 12 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 18 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0

...............................................................................................................TTTCCTTGAGATATGGAGCGA.................................................................. 21 2 2 1749.50 3499 1318 2 1 0 200 79 602 0 0 0 0 0 0 0 0 5 1 1 8 0 1 58 45 4 0 5 448 1 0 3 12 85 24 18 1 0 36 133 0 0 6 0 0 26 17 4 0 36 0 5 0 1 22 15 0 1 1 1 1 7 7 2 19 1 1 7 8 0 3 0 3 1 0 0 0 0 8 0 2 1 108 0 0 0 1 5 0 0 5 0 14 0 1 0 0 0 0 1 1 0 0 0 0 1 0 1 0 0 1 0 0 0 0 2 1 2 8 1 1 0 0 0 1 0 0 4 2 0 0 0 0 3 1 2 0 1 2 0 0 0 0 0 1 0 1 0 1 0 0 0 0 2 0 0 3 0 2 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 1 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 3 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................TATCCTTGAGATATGGAGCGA.................................................................. 21 1 2 1575.00 3150 411 17 41 0 72 88 373 0 0 0 0 1 0 1 0 30 56 10 45 5 0 89 61 1 23 18 267 32 0 2 27 171 67 13 4 0 101 196 0 0 6 27 23 58 51 2 0 66 0 32 0 10 49 26 0 2 6 6 1 6 10 10 11 4 8 12 11 6 7 23 1 2 7 0 6 1 8 0 3 3 97 0 0 2 7 6 0 0 37 3 19 6 4 2 8 0 0 0 3 0 5 0 0 7 1 0 3 3 0 0 0 4 0 3 1 0 19 1 1 1 2 5 6 0 0 5 2 1 2 1 0 8 1 0 2 2 0 0 0 2 0 2 4 0 4 0 1 1 0 0 0 1 0 0 15 0 4 0 1 4 14 3 0 1 1 2 1 0 0 0 1 1 0 0 1 0 0 0 13 6 0 0 0 3 0 1 3 0 20 0 1 1 0 0 0 0 0 3 1 1 0 0 0 0 0 0 1 0 0 4 0 1 0 6 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 5 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 3 0 0 0 0 1 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................CTATCTCGTGCCATACTTCAAGGA........................................................................................................ 24 3 1 1441.00 1441 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 859 0 0 0 0 0 0 582 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................TTCCTTGAGATATGGAGCGA.................................................................. 20 1 2 1195.00 2390 336 12 19 0 50 36 1148 0 0 0 0 0 1 0 0 28 2 9 19 3 1 26 23 1 20 5 100 10 0 2 13 49 30 8 2 0 33 53 0 0 6 8 5 16 14 2 0 25 0 10 1 4 23 9 0 2 4 7 1 0 5 3 6 0 1 7 3 1 8 2 0 0 2 0 2 1 6 0 0 0 34 2 0 0 2 5 2 0 7 0 23 0 1 0 0 0 2 0 2 0 3 1 0 5 0 0 1 1 1 0 0 0 0 2 0 0 8 1 0 0 0 0 0 0 1 4 4 0 0 0 0 2 0 0 0 2 1 0 0 1 0 0 0 0 4 0 0 0 1 0 1 0 0 0 4 0 6 0 0 1 1 0 0 6 0 0 0 0 1 0 0 0 0 0 0 0 0 0 11 1 0 0 0 1 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 3 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................AATCCTTGAGATATGGAGCGA.................................................................. 21 1 2 1141.50 2283 109 18 39 0 32 39 222 2 1 0 0 3 0 1 0 31 40 14 40 8 8 35 35 5 37 33 63 31 0 2 25 43 27 11 17 1 30 55 7 0 3 17 16 54 57 2 0 27 0 22 1 11 54 12 0 0 3 3 0 6 12 5 6 2 3 10 25 35 4 71 1 0 5 0 3 6 3 1 1 0 45 0 0 6 3 9 2 0 16 3 9 15 2 3 4 3 1 0 1 2 3 1 2 11 5 2 13 3 2 0 2 15 3 12 3 0 7 9 0 4 3 13 12 0 0 2 1 0 4 1 2 2 115 3 17 34 14 1 0 1 0 3 33 1 2 0 0 16 0 1 31 11 0 3 11 2 3 2 1 6 5 14 0 2 0 1 0 2 0 0 0 0 0 0 0 2 30 2 9 0 1 0 1 27 1 5 1 0 5 0 1 0 3 1 1 3 0 0 0 0 0 0 0 3 1 0 0 0 9 3 1 3 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 11 0 0 0 0 3 3 0 0 0 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................GCATCCTTGAGATATGGAGCGAC................................................................. 23 0 2 1048.00 2096 151 0 0 0 68 34 0 1 0 0 3 0 1 1 0 1 6 0 27 0 0 30 43 4 0 515 41 17 0 5 36 61 60 39 0 0 60 58 0 0 2 1 5 46 13 27 1 35 0 30 0 12 31 28 0 8 13 0 2 18 20 16 15 6 15 11 4 0 5 0 37 26 0 3 24 1 6 1 20 5 4 1 14 13 6 4 3 0 0 0 3 0 9 7 1 0 1 0 4 0 2 0 10 3 4 3 5 2 14 1 32 2 0 2 8 6 0 2 2 0 3 0 0 4 2 2 0 9 0 3 1 1 3 0 3 0 1 1 0 7 0 1 0 1 0 0 2 3 1 5 0 2 0 0 11 2 0 2 4 5 0 0 1 3 0 0 0 0 0 1 5 5 0 2 2 3 1 5 0 0 0 2 9 2 1 0 0 0 0 0 0 0 0 1 2 1 0 1 0 1 1 2 0 1 6 0 0 0 0 1 0 1 0 9 0 0 3 0 2 0 0 0 0 1 2 0 4 0 2 0 0 0 0 0 4 0 0 0 0 0 1 3 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:10358278-10358475 - dme-

mir-
276a-
as

AACGCACT-T-----------TTTGTTTGTTTTC--GCCATACTTT-TTGG---------------------GATTTTT-----------------------GCAT----------------------TCACTTGGTTGTTTTTTGGTCTTCCAAGAGCACGGTATGAAGTTCCTACGAGTTTATAA--TGAACGTAGGAACTCTATACCTCGCTGATGGCAAAAACCAGGTAAAAAAT-ATCTTGGC-------------------------------------------------------------------AGCGCG-------------------TTTCCCT-------TTTTCTT---------------------TT-----------------------------TCACAAAACTCG

droSim2 3l:10101947-10102145 - AACGCACT-T-----------TTTGTTTGTTTTC--GCCATACTTTTTTGG---------------------GATTTTT-----------------------GCAT----------------------TCACTTGGTTGTTTTTTGGTCTTCCAAGAGCACGGTATGAAGTTCCTACGAGTTTATAA--TGAACGTAGGAACTCTATACCTCGCTGATGGCAAAAACCAGGTAAAAAAT-ATCTTGGC-------------------------------------------------------------------AGCGCG-------------------TTTCCCT-------TTTTCTT---------------------TT-----------------------------TCACAAAACTCG
droSec2 scaffold_0:2571116-2571314

-
AACGCACT-T-----------TTTGTTTGTTTTC--GCCATACTTTTTTGG---------------------GATTTTT-----------------------GCAT----------------------TCACTTGGTTGTTTTTTGGTCTTCCAAGAGCACGGTATGAAGTTCCTACGAGTTTATAA--TGAACGTAGGAACTCTATACCTCGCTGATGGCAAAAACCAGGTAAAAAAT-ATCTTGGC-------------------------------------------------------------------AGCGCG-------------------TTTCCCT-------TTTTCTT---------------------TT-----------------------------TCACAAAACTCG

droYak3 3L:10348831-10349033 - AACGCACT-T-----------TTTGTTTGTTTTC--GCCATACTTT-TTGG---------------------GATTTTT-----------------------GCAT----------------------TCACTTGGTTGTTTTTTGGTCTTCCAAGAGCACGGTATGAAGTTCCTACGAGTTTATAA--TGAACGTAGGAACTCTATACCTCGCTGATGGCAAAAACCAGGTAAAAAAT-ATCTTGCC-------------------------------------------------------------------AGCGCG-------------------TTTCCCT-------TTTTCTT---------------------TTTTTG------------------------TTCACAAAACTCG
droEre2 scaffold_4784:10353087-

10353283 -
AACGCACT-T-----------TTTGTTTGTTTTC--GCCATACTTT-TTGG---------------------GATTTTT-----------------------GCAT----------------------TCACTTGGTTGTTTTTTGGTCTTCCAAGAGCACGGTATGAAGTTCCTACGAGTTTATAA--TGAACGTAGGAACTCTATACCTCGCTGATGGCAAAAACCAGGTAAA-AAT-ATCTTGCC-------------------------------------------------------------------AGCGCG-------------------TTTACCT-------TTTTCTT---------------------TT-----------------------------TCACAAAACTCG

droEug1 scf7180000409711:2221398-
2221617 -

AACGCACT-T-----------TTTGTTTGCTTTGTAGGTTTACTTT-TTGG---------------------GATTTTT-----------------------GCAT----------------------TTAGTTTGTTGTTTTTTGGTCTTCCAAGAGCACGGTATGAAGTTCCTACGAGTTTATAA--TGAACGTAGGAACTCTATACCTCGCTGATGGCAAAAACCAGGTAAAAAAT-ATCTTGCC-------------------------------------------------------------------AGCGTG-------------------TTTCCCT-------TT-TCTTTTTTTATTCTTATGGTTTTTTTT-----------------------------TCACAAAACTCG

droBia1 scf7180000302428:7389600-
7389795 +

AACGCACT-T-----------TTTGTTTGTTTTC--GCCTTACTTT-TTGG---------------------GATTTTT-----------------------GCAT----------------------TTACTTTGTTGTTTTTTGGTCTTCCAAGAGCACGGTATGAAGTTCCTACGAGTTTATAA--TGAACGTAGGAACTCTATACCTCGCTGATGGCAAAAACCAGGTAAAAAAT-ATCTCGGC-------------------------------------------------------------------AGC--G-------------------TTTCCCT-------TTTTCTT---------------------TT-----------------------------TCACAAAACTCG

droTak1 scf7180000415515:147663-
147858 +

AACGCACT-T-----------TTTGTTTGTTTTC--GTCTTGCTTT-TTGG---------------------GATTTTT-----------------------GCAT----------------------TTACTTTGTTGTTTTTTGGTCTTCCAAGAGCACGGTATGAAGTTCCTACGAGTTTATAA--TGAACGTAGGAACTCTATACCTCGCTGATGGCAAAAACCAGGTAAAAAAT-ATCTTGGC-------------------------------------------------------------------AGC--G-------------------TTTCCCT-------TTTTCTT---------------------TT-----------------------------TCACAAAACTCG

droEle1 scf7180000490564:1195727-
1195922 -

AACGCACT-T-----------TTTGTTTGTTTTC--GTCTTGCTTT-TTGA---------------------GATTTTT-----------------------GCAT----------------------TTACTTCGTTGTTTTTTGGTCTTCCAAGAGCACGGTATGAAGTTCCTACGAGTTTATAA--TGAACGTAGGAACTCTATACCTCGCTGATGGCAAAAACCAGGTAAAAAAT-ATCTTGGC-------------------------------------------------------------------AGC--G-------------------TTTCCCT-------TTTTCTT---------------------TT-----------------------------TCACAAAACTCG

droRho1 scf7180000778277:12860-
13055 -

AACGCACT-T-----------TTTGTTTGTTTTC--GTCTTTCTTT-TTGG---------------------GATTTTT-----------------------GCAT----------------------TTACTTCGTTGTTTTTTGGTCTTCCAAGAGCACGGTATGAAGTTCCTACGAGTTTATAA--TGAACGTAGGAACTCTATACCTCGCTGATGGCAAAAACCAGGTAAAAAAT-ATCTTGGC-------------------------------------------------------------------AGC--G-------------------TTTCCCT-------TTTTCTT---------------------TT-----------------------------TCACAAAACTCG

droFic1 scf7180000453841:693822-
694016 +

AACGCACT-T-----------TTTGTTTGTTTTC--GCCTTGCTTT-TTGG---------------------GATTTTA-----------------------GCAT----------------------TTACTTTGTTGTTTTTTGGTCTTCCAAGAGCACGGTATGAAGTTCCTACGAGTTTATAA--TGAACGTAGGAACTCTATACCTCGCTGATGGCAAAAACCAGGTAAAAAAT-ATCTTGGC-------------------------------------------------------------------AGC--G-------------------TTTCCCT-------T-TTCTT---------------------TT-----------------------------TCACAAAACTCG

droKik1 scf7180000302334:36954-
37171 +

A---TACT-TGTTATATTTCCTTTGTTTGTTT------------TT-TGGG---------------------GAACTTT-----------------------GCAT---------TATTTTCTTAAATTTTCTTTGTTGTTTTTTGGTCTTCCAAGAGCACGGTATGAAGTTCCTACGAGTTTATAATGTGAACGTAGGAACTCTATACCTCGCTGATGGCAAAAACCAGGTAAAAAAT-ATCTCGGC-------------------------------------------------------------------AGCGGG-------------------TTTGCCTTATTTTTTTTTCTT---------------------TT-----------------------------TCACAAAACTTG

droAna3 scaffold_13337:15274159-
15274420 -

ATCACTGTCT-----------TTAGTTTTTTTTC---------TTT-TTT----------------------GATTTTTTGGTTGAAGGGGAAACCAACTCCGCTT---------TATGT-----------TTTCGTTGATTTTAGGTCTTCCAAGAGCACGGTATGAAGTTCCTACGAGTTTATAATGTTAACGTAGGAACTCTATACCTCGCTGATGGCAAAAACCAGGTAAGAAAT-ATCTTGGC-------------------------------------------------------------------AGC--GGCAGCGTGTCAGCGTGTTCTTTCCCC-------CTTTCTT---------------------CTCTCTCTACCACATTT--AAACCGACAACATCACAGAACTTG

droBip1 scf7180000395933:129217-
129437 -

-------T-T-----------TTTTTCTGTTTTT-----CTGTTTT-TTG-----------------------------------AAGGGGAGAACAACTTTGGTT----------------------TATGTTCGTTGATTTTAGGTCTTCCAAGAGCACGGTATGAAGTTCCTACGAGTTTATAATGTTAACGTAGGAACTCTATACCTCGCTGATGGCAAAAACCAGGTAAAAAAT-ATCTTGGC-------------------------------------------------------------------AGC--GGCA-------AGCGTGTTCTTTCCCC-------TTTTCTT---------------------CC---------ACATT-----ACCGAC---ATCACAGAACTTG

dp5 XR_group6:8756317-8756524 - AACGC--C-T-----------TTTGTTTGTTT----------------------------------------------------------------------------------------------------TTCGTTGTCTTTTGGTCTTCCAAGAGCACGGTATGAAGTTCCTACGAGTTTATAATATGAACGTAGGAACTCTATACCTCGCTGATGGCAAAAACCAGGTAAAAAAATA---CACACATCTTCTCCTCCGTTCGCCGTGCTCCGCCCTTGCCGCCCCCCCGCCCAAAAGGGACGGCGCGCAAA----------------------------------------------------------------------------------------------------AAAAAACTTG
droPer2 scaffold_27:1191132-1191336

-
AACGC--C-T-----------TTTGTATGTTT----------------------------------------------------------------------------------------------------TTCGTTGTCTTTTGGTCTTCCAAGAGCACGGTATGAAGTTCCTACGAGTTTATAATATGAACGTAGGAACTCTATACCTCGCTGATGGCAAAAACCAGGTAAAAAAATA---CACACATCTTCTCCTCCGTTCGCCGTGCTCCGCCCTTGCCGCCCCCC---CCAAAAGGGACGGCGCGCAAA----------------------------------------------------------------------------------------------------AAAAAACTTG

droWil2 scf2_1100000004837:222563-
222782 +

GAAGCCTT-C-----------GTTTTGGGTTTTG--GTTTT---------A---------------------GCTTTTT-----------------------GTTTTTTCTTGTTGCTGTT------TTCGTAACGTTGTTTTTTGGTCTTCCAAGAGCACGGTATGAAGTTCCTACGAGTTTATTAAATGAACGTAGGAACTCTATACCTCGCTGATGGCAAAAACCAGGTAGCATAT-----TTTC-------------------------------------------------------------------AGC--A-------------------TTTCCTT-------TTTACG---------------------------AATAACACTTTTGGGAACCAA-----CCAAACAACCAA

droVir3 scaffold_13049:16143947-
16144119 -

ATCGCACT-C-----------TTCGTTC------------CGTGTG-CT-----------------------------------------------------GCG-------------CGT------TTCACTTCGTTGTTTTTTGGTCTTCCAAGAGCACGGTATGAAGTTCCTACGAGTATATAAATTGAACGTAGGAACTCTATACCTCGCTGATGGCAAAAACCAGGTAGCATAT-T--TTCAAATTCTTCTCTTC-------------------TTGC--------------------------------AGC-----------------------------------------------------------------------------------------------------AATTTC

droMoj3 scaffold_6680:20621765-
20621954 +

ATCGC---------------------------------CATATTTT-TTGTGGCTGCCTCGCACTGCGCTTTGCTTTGC-----------------------GCTCGTTTTCGTTTTTGT-----------TTGAGTTGTGTTTTGGTCTTCCAAGAGCACGGTATGAAGTTCCTACGAGTATTTAAATTGAACGTAGGAACTCTATACCTCGCTGATGGCAAAAACCAGGTAGCA--T-ACTTTGGA-------------------------------------------------------------------A-------------------------TTCCTC-------TCTTCT-----------------------------------------------------------------

droGri2 scaffold_15110:12521930-
12522067 +

-----------------------------------------------------------------------------------------------------------------------------------CTTTGTTGTGTTTTGGTCTTCCAAGAGCACGGTATGAAGTTCCTATGAGTATTTAAATTTAACGTAGGAACTCTATACCTCGCTGATGGCAAAAACCAGGTAGCATAT---TTTTGAATTCTTCTTTT-----------------------------------------------------TGA----------------------------------------------------------------------------------------------------GCAACATTTC
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AATAGTTATAATTGACAGATGACACGAAATATGAATAAACTGAACAATAGCCCAAAGTAAATATTGGCCATGGTAGCAGGTGGATAAAAACCCTAAGCCCTTCTAACGTGGCCAATATTTGCTCCATTTTCACATGCAAGAGATGAGCAACAACAACAACAACAACAACAATAT
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Norm Total

GSM1528798

follicle
cells

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V146

S1
cell

GSM609222

ML-DmBG1-
C1

SRR031701

Total small
RNAs from
r2d2
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flies

V074

S3

SRR031702

2'-O-
methylated
small RNAs
from r2d2
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flies

GSM609229
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6hr
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0-2d
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female head
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IP,
reseq
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methylated
small RNAs
from dcr-2
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flies
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Â¬â€ 
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Â 
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RNAs from
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flies
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#1
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head
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body
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reseq
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SRX247213

FLAG-IP
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AGO2
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RNA Â 
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small RNAs
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reseq
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Â 
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total RNA
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Total small
RNAs from
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Ago3 IP in
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Male
aged
body

SRR010954

Aub trans-
heterozygotes,
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Aub
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oxidized
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ovary
total RNA

GSM385822

OSS_s8
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female
head
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r2d2[1]
ovary
total RNA
Â¬â€ 
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CME
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GSM360260
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Pupae (w)

V036

ML-
DmD20c5
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loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

GSM379054

Flam
Heterozygote

SRR298712
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bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

GSM360256

1st
instar #1

GSM360257

1st
instar #2

GSM364902

12-24hr
embryo

SRR001348

ago2_oxidized

GSM609240

IR+ 2-
18hr

GSM609235

CMEL1

GSM371638

S2-NP
....................................................................................................TTCTAACGTGGCCAATATTTGC.................................................... 22 0 1 7.00 7 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................TTCTAACGTGGCCAATATTTGCT................................................... 23 0 1 4.00 4 0 1 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................TCTAACGTGGCCAATATTTGCT................................................... 22 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................AAATATTGGCCATGGTAGCAGG.............................................................................................. 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................TATTGGCCATGGTAGCAGGTGT........................................................................................... 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................TTCTAACGTGGCCAATATTTG..................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................TTCTAACGTGGCCAATATTTGT.................................................... 22 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................TCTAACGTGGCCAATATTTGC.................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................TTCTAACGTGGCCAATATTTGCTC.................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................ACATGCAAGAGATGAGCAAC....................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................CTAACGTGGCCAATATTTGCT................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................................................................ACAACAACAACAACAACAACA.... 21 0 20 0.25 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................................AACAACAACAACAACAACAACA.... 22 0 20 0.20 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0
....................................................................................................................................................AACAACAACAACAACAACAACAA... 23 0 20 0.15 3 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................................AACAACAACAACAACAACA....... 19 0 20 0.10 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................AGCAACAACAACAACAACAACAAC..... 24 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0
...................................................................................................................................................CAACAACAACAACAACAAC........ 19 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................................ACAACAACAACAACAACAATA. 21 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................................CAACAACAACAACAACAACAATA. 23 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

Anti-sense strand reads

TTATCAATATTAACTGTCTACTGTGCTTTATACTTATTTGACTTGTTATCGGGTTTCATTTATAACCGGTACCATCGTCCACCTATTTTTGGGATTCGGGAAGATTGCACCGGTTATAAACGAGGTAAAAGTGTACGTTCTCTACTCGTTGTTGTTGTTGTTGTTGTTGTTATA
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C1

SRR031702

2'-O-
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AGO1

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM322208

3rd
instar #2

SRR001339

WT_females_non-
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SRR032152

Ago1-
associated
small RNAs
from
Oregon R
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total small
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GM2 cell

SRR014275
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bam(delta)86/bam(delta)86genotype/variation:
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CME
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V003

dsDcr-1
(katsutomo
RNA)

SRR001349

heterozygous_dcr-
2_untreated
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Dmel_r2d2_sRNAseq

GSM286605

2-6h #1
(8)

SRR029029

dcr-1
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SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR317115

genotype:
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cell

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V126

CME
L1

V128

S3
.............................................................................................................................................CTACTCGTTGTTGTTGTTGTT............ 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................CGGTTATAAACGAGGTAAAAGTGT........................................ 24 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................CTATTTTTGGGATTCGGGAAGATT.................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................TGACTTGTTATCGGGTTTCAT................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................CCACCTATTTTTGGGATTCGGGAAGATT.................................................................... 28 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................TGCACCGGTTATAAACGAGGTAAAAGT.......................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................................................................TGTTGTTGTTGTTGTTGTT...... 19 0 20 0.40 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................................GTTGTTGTTGTTGTTGTTG........ 19 0 20 0.35 7 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0
....................................................................................................................................................TTGTTGTTGTTGTTGTTGTT...... 20 0 20 0.10 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................................CGTTGTTGTTGTTGTTGTTG........ 20 0 20 0.10 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0
...........................................................................................................................................................GGTTGTTGTTGTTGTTATA 19 1 12 0.08 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................................CTACTCGTTGTTGTTGT................ 17 0 15 0.07 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................................GTTGTTGTTGTTGTTGTT......... 18 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............GGTCTACTGTGCTTTATACTT........................................................................................................................................... 21 1 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0
..................................................................................................................................................CGTTGTTGTTGTTGTTGTTGTT...... 22 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0
.................................................................................................................................................TCGTTGTTGTTGTTGTTGTTG........ 21 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:17838527-17838700 + sblock151945 AATAGT----------------TATAATTGA-C-----AGATGACACGAAA-TA-----------------------------TGAA------TAAACTGAACAATAGCCCAAAGTAAATATTGGCCATGGTAGCAG--GTGGATAAAA-------ACCC---TAAGCCCTTCTAACGTGGCCAATATTTGCTCCATTTTCACATGCAA-GAG-AT---------GAGCAA-----CAACA---------------------ACAACAA-CAACAACAATAT
droSim2 3r:17376127-17376300 + AATAGT----------------TATAATTGA-C-----AGATGACACGAA--TA-----------------------------TGAA------TAAACTGAACAATAGCCCAAAGTAAATATTGGCCATGGTAGCAG--GCGGAAAAAC---------CC---TTCGCCCTTCTAACGTGGCCAATATTTGCTCCATTTTCACATGCAA-GAG-AT---------GAGCAA-----CAACAA-------CT-----------ACAACAA-CAACAACAATAT
droSec2 scaffold_0:18208882-18209052

+
AATAGT----------------TATAATTGA-C-----AGATGACACGAA--TA-----------------------------TGAA------TTAACTGAACAATAGCCCAAAGTAAATATTGGCCATGGTAGCAG--GCGGAAAAAC---------CC---TTCGCCCTACTAACGTGGCCAATATTTGCTCCATTTTCACATGCAA-GAG-AT---------GAGCAA-----CAACA---------------------ACTACAA-CAACAACAATAT

droYak3 3R:18672358-18672509 + AATAGT----------------TATAATTGA-C-----AGATGACACGAA--TA-----------------------------TGAAT---A-TAAACTGAACAATAGCCCAAAGTAAATATTGGCCATGGTAGCAG--TCGGAGAAAC---------TA---TCCAACCTTCTAACGTGGCCAATATTTGCTCCATTTTCACATGCAA-GAG-AT---------GAGCAA-----CAA-------------------------------------------
droEre2 scaffold_4820:10242628-

10242782 -
AATAGT----------------TATAATTGA-C-----AGATGACACGAA--TA-----------------------------TGAAT---A-TAAACTGAACAATAGCCCAAAGTAAATATTGGCCATGGTAGCAG--TCGGAAAAGC---------CTTCCACCTTCCTTCTAACATGGCCAATATTTGCTCCATTTTCACATGCAA-GAG-AT---------GAGCAA-----CAA-------------------------------------------

droEug1 scf7180000407206:149-312 + AATAGT----------------TATAATTGA-C-----AGATGACAGAAAAATA-----------------------------CGAA------TAAACTAAACAATAGCCCAAAGTAAATATTGGCCGTGATAGGAG--CTTAAG--------------------AACCCTTCTAACATGGCCAATATTTGCTCCATTTTCACATGCAA-GAT---------GATGAGCAA-----CAACAATTGGCAGTTA------------------------CAACAA
droBia1 scf7180000302402:6242222-

6242385 -
AATAGT----------------TATAATTGA-C-----AGATGACAGAAA--TA-----------------------------TGAA------TAAACT-AACAATAGCCCAAAGTAAATATTGGCCCTGATAGGAG--TAGAACTT-AAGGCAAAAGCA-----AACCCTTCTAACATGGCCAATATTTGCTCCATTTTCACATGCAA-GAG-ATGATGATGATGAGCAA-----CTA-------------------------------------------

droTak1 scf7180000415711:1264652-
1264797 -

AATAGT----------------TATAATTGA-C-----AGATGACAGAAA--TA-----------------------------TGAA------TAAACTAAACAATAGCCCAAAGTAAATATTGGCCGTGATAGGAG--CCGAAAAAA----------------TAACCCTTCTAACATGGCCAATATTTGCTCCATTTTCACATGCAA-GAG-AT---------GAGCAA-----CAA-------------------------------------------

droEle1 scf7180000491212:2307984-
2308130 +

AATAGT----------------TATAATTGA-C-----AGATGACAGAAA--TA-----------------------------TGAAT---ACTAAACTAAACAATAGCCCAAAGTAAATATTGGCCGTGATAGGAG--TTCAAAAAA------------------AACCTTCTAACACGGCCAATATTTGCTCCATTTTCACATGCAA-GAG-AT---------GAGCAA-----CAA-------------------------------------------

droRho1 scf7180000780293:200169-
200312 -

AATAGT----------------TATAATTGA-C-----AGATGACAGAAA--TA-----------------------------TGAA------TAAACCAAGCAATAGCCCAAAGTAAATATTGGCCGTGATAGGAG--CCGAAAAAAC------------------ACCTTCTAACATGGCCAATATTTGCTCCATTTTCACATGCAA-GAG-AT---------GAGCAA-----CAA-------------------------------------------

droFic1 scf7180000454106:988777-
988914 +

AATAGT----------------TATAATTGA-C-----AGATGACAGAAT--TA-----------------------------CAAA------TAAACTAAACAATAGCCCAAAGTAAATATTGGCCGTGATAGGAA--CCGAAA---------------------ACTCTTCTAACATGGCCAATATTTGCTCCATTTTCACATGCAA-GAG-AT---------GAGCAA---------------------------------------------------

droKik1 scf7180000302388:1206711-
1206860 -

AATAGT----------------TATAATTGA-C-----AGATGACAGAAT--TA-----------------------------TCTA------TAAACTGAACAATAGCCCAAAGTAAATATTGGCCTTGATAGGAG--GAG----------------CC---TAAGTCTTTCTAACATGGCCAATATTTGCTCCATTTTCACATGCAA-GAG-AT---------GAGCAAATAAACAA-----------------------------------------TT

droAna3 scaffold_13340:8843227-
8843375 +

AATAGT----------------TATAATTGA-C-----AGACGACAGAATTA-A-----------------------------TCTA------TAAACTGAACAATAGCCCAAAGTAAATATTGGCCCTGATAGGCG--CCTGGA---G---------CC---TCGGGTCTTCTAACACGGCCAATATTTGCTCCATTTTCACATGCAA-GAT-AT---------GAACAG-----AAAC------------------------------------------

droBip1 scf7180000396708:5936-6084 - AATAGT----------------TATAATTGA-C-----AGACAACAGAATTA-A-----------------------------TCTA------TAAACTGAACAATAGCCCAAAGTAAATATTGGCCCTGATAGGCG--CCTGGAGCCA-------GCCC---CTGGGTCTTCTAACACGGCCAATATTTGCTCCATTTTCACATGCAA-GAT--T-----------GCAT-------------------------------------------------TC
dp5 2:6702484-6702622 + AATAGC----------------TATAAACGAAT-----AGAACACAA------------------------------TGAAAATCAATTAAA-TGAATTAAACAATAGCCCAAAGTAAGTATTGGCCGTGATGAGAG-----------------------------------CTAACAAGGCCAGTATTTTCTCCATTTTCACATGCAAAAAG-AT---------CAGCGAA----CAAC------------------------------------------
droPer2 scaffold_0:527874-528012 + AATAGC----------------TATAAACGAAT-----AGAACACAA------------------------------TGAAAATCAATTAAA-TGAATTAAACAATAGCCCAAAGTAAGTATTGGCCGTGATGAGAG-----------------------------------CTAACAAGGCCAGTATTTTCTCCATTTTCACAAGCAAAAAG-AT---------CAGCGAA----CAAC------------------------------------------
droWil2 scf2_1100000004943:11938022-

11938249 +
AATAGT--CAACTCT-T-----TATGATTAA-CTAAACAG-----AAAATTG-ATCAACATCAATAAGAAGAAATAACTAAAACCAAAAAAACTAAAA-TAAAAATAGCCCAAAGTAAGTATTGGCTATGTATGTGG--TTTAAG--------------------CCAGATTCTAATATGGCCAATATTTGCTCCATTTTCACATTCTA-ACT---------TATGCTACT-----CAGAGAGTGGAAGGCACAAGGTCAATATATCAT-TGATATCAATAT

droVir3 scaffold_13047:8649683-

8649860 -

AATAGT----------------AATCTATGA-A------TCTAGTACGTT--TA-----------------------------TTAA------ATATTATAACAATAGCCCAAAGTAAATATTGACTGTGATGGGGT--TGCGAGGAAG---------CA---ATTAATATCCTAACACCGTCAATATTTGCTCCATTTTCACATTTAA-CAAAAT---------CA---AATAGACAACAA-------ATA---------AACAACAT-CAACAACAACAA

droMoj3 scaffold_6500:16062898-
16062986 +

AAAACCCTCAGCACCTTTAAGCCCTACGAGA-C-----CAACAACAACAA--CA-----------------------------ACAA------TAATAACAACA---------------------------------------------------------------------------------------------------------------------------GCAG-----CAATA---------------------ACAACAA-CAACAACAATAG

droGri2 scaffold_15074:973117-973285
+

CATAGT-------------------AATCTA-T-----GAATAGTATAGT--TA-----------------------------TT-A------TATACTAACCAATAGCCCAAAGTAAATATTGACCGTGATGGGGTTACCTGGA---G---------CA---AACAATATCCCAACACCGTCAATATTTGCTCCATTTTCACATTTTG-CAAAAT---------CA---AATAGAAA-----------ATA-----------AAACAAAACAAAACAAAAA
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SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM628272

ago2[414]
ovary
total RNA

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

GSM609222

ML-DmBG1-
C1

GSM609225

ML-DmBG3-
C2

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR029028

untreated
(mock)
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2'-O-
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small RNAs
from r2d2
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flies

SRR065800

zuc_H-
Y_ovaries

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V086
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body,
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S6

0-1,2-
6,6-
10h
embryo

SRR010952

Ago3 trans-
heterozygotes,
oxidized

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR029633

total
small RNAs
from hen1
homozygous
flies
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Aub trans-
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oxidized

GSM609219

GM2 cell

GSM609217

MLDmD20c5

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM609229

embryo 2-
6hr

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR001339

WT_females_non-
beta-eliminated

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM385744

OSS_s2

GSM286611

6-10h #2
(11)

SRR010951

Ago3
heterozygotes,
oxidized

SRR010955

Aub IP in
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SRR010957
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SRR014278
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RNA bound
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P19
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AGO2

SRR065801
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Y)_ovaries

SRR065807

Piwi-
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SRR298711

strain: egg1473/
Df(2R)Dll-
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dSETDB1 Mutant

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation
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S3
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SRR031692

Total
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RNAs from
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GSM609237

ago2[414]
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total RNA
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S3
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day

GSM343287

Drosophila
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GSM609238
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GSM609226

CMEW1
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cell

SRR001347
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AGO1-
IP,
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AGO1
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loqs-KO,
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Â male
total RNA
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Â 

GSM609235

CMEL1
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AGO1IP

AGO1
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dcr-
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male
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RNA Â 
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S1
cell

V006

r2d2 female:
possibly
heterozygous

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR001349

heterozygous_dcr-
2_untreated

SRR010953

Aub
heterozygotes,
oxidized

V003

dsDcr-1
(katsutomo
RNA)

V0642
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AGO1-
IP,
reseq

AGO1

GSM272652

S2 -48
Biological
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#1

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR001341

WT_males_non-
beta-
eliminated

GSM609224

female,
one day

..................................................GTAAGTTGCATTGTATTCTAAGCAC............................................................................. 25 0 1 13.00 13 0 0 3 2 0 0 0 0 0 0 1 1 0 0 0 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTTGCATTGTATTCTAAGC............................................................................... 23 0 1 10.00 10 4 1 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTTGCATTGTATTCTAAGCACT............................................................................ 26 0 1 9.00 9 1 0 1 1 0 1 0 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTTGCATTGTATTCTAAGCA.............................................................................. 24 0 1 4.00 4 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTTGCATTGTATTCTAAG................................................................................ 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTTGCATTGTATTCTAAA................................................................................ 22 1 1 2.00 2 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................TACTGTGCGATTCGGAGCTGC...... 21 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......CCAACAAGCAGCGCAACTTGC............................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................ACTAGTAAATACAAATGATATA......................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TAAGTTGCATTGTATTCTAAGCAC............................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................AGTTGCATTGTATTCTAAGCAC............................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................AACTTGCAGACGGCATTGTCTACCT........................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................ACTAGTAAATACAAATGATATACTTACA................................................... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................ATACTGTGCGATTCGGAGCTGC...... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................GTGCGATTCGGAGCTGCTG.... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............AGCAGCGCAACTTGCAGACGGCA..................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................AAATACAAATGATATACTTACA................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................TACTGTGCGATTCGGAGCTGCTG.... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................AGAATACTGTGCGATTCGGAGCTGC...... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTTGCATTGTATTCTAA................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............CAGCGCAACTTGCAGACGGCATT................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTTGCATTGTATTCTA.................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTTGCATTGTATTCTAAGCAT............................................................................. 25 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................CCTCGAAGGCGTCAGCAGAATACTG...................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTTGCATTGTATTCTAAGCATC............................................................................ 26 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................ATACTGTGCGATTCGGAGCTGCTGGA.. 26 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................TTGTATTCTAAGCACTAGTAAA...................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................TGTGCGATTCGGAGCTGCTGGAA. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................CAGAATACTGTGCGATTCGGTC.......... 22 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................AAGCCTCGAAGGCGTCAGCAGAATAC........................ 26 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................TGCGATTCGGAGCTGCTCA... 19 2 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AACCGTGGTTGTTCGTCGCGTTGAACGTCTGCCGTAACAGATGGAAACACCATTCAACGTAACATAAGATTCGTGATCATTTATGTTTACTATATGAATGTCTTCGGAGCTTCCGCAGTCGTCTTATGACACGCTAAGCCTCGACGACCTTT

***************************************************((((((..((((((((((((.....)))..))))).))))....)))))).**************************************************
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....................................................................................................................AGTCGTCTTATGACACGCTAA............... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................GTCTGCCGTAACAGATGGAAA......................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................TGTTTACTATATGAATGT................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chrX:5582153-5582304 - CG3160_in3 TTGGCACCAACAAGCAGCGCAACTTGCAGACGGCATTGTCTACCTTTGTGGTAAGTTGC---------AT--TGTATTC--------------TAA--GC----------------------------ACT---------A-GT---AAAT------A----------C-AAATGATATA-CT--TACAGAAGCCTCGAAGGCGTCAGCAGAATACTGTGCGATTCGG----AGCTGCTGGAAA
droSim2 x:5216173-5216324 - TTGGCACCAACAAGCAGCGCAACCTGCAGTCGGCATTGTCCACCTTTGTGGTAGGTTGC---------AT--TGTATCC--------------TAA--AC----------------------------ACT---------A-TT---AAAT------A----------C-TAATGATATA-CT--TACAGAAGCCCCGAAGGCGTCAGCAGAATACTGTGCGATTCGG----AGCTGCTGGAAA
droSec2 scaffold_4:1176149-1176300

+
TTGGCACCAACAAGCAGCGCAACCTGCAGTCGGCATTGTCCACCTTTGTGGTAGGTTGC---------AG--AATATTC--------------AAA--GC----------------------------ACT---------A-TT---AAAT------T----------C-TAATGATATA-CT--TACAGAAGCCCCGAAGGCGTCAGCAAAATACTGTGCGATTCGG----AGCTGCTGGAAA

droYak3 X:2886849-2887000 + TTGGAACCAACAAGCAGCGCAACCTGCAGTCGGCATTGTCCACCTTTGTGGTAGGTTGC---------AT--TGTATTT--------------AAA--AC----------------------------ACC---------A-TT---AAAT------G----------C-TAAATATATA-AT--TACAGAAGCCTCGAAGGCGTCAGCAGAATACTGTGCGATTCGG----AGCTGCTGGAAA
droEre2 scaffold_4690:2935008-

2935159 -
TTGGAACCAACAAGCAGCGCAACCTGCAGTCGGCATTGTCAACCTTTGTGGTAGGTTGC---------AT--TGTATTT--------------AAA--AC----------------------------ACT---------A-TG---AAGT------A----------C-TAAATATGTA-CT--TACAGAAGCCTCGAAGGCGTCAGCAGAATACCGTGCGATTTGG----ATTTCCTGGAAA

droEug1 scf7180000409095:622887-
623038 -

TCGGCACCAACAAGCAGCGCAATCTTCAATCTGCTTTATCCACATTTGTAGTAGGTTCC---------TA--CGGATTT--------------CCA--TA----------------------------TCA---------A-TC---AAAT------A----------C-TTAAGATATA-TC--CACAGAAACCACGGAGACGACAATCCAGCACTGTACGCTTAGG----AGCAGCCGGAAA

droBia1 scf7180000302069:240651-
240802 +

TTGGCACTAACAAGCAGCGCAACCTGCAGTCGGCTCTAGCCACCTTTGTCGTAGGTTCC---------TA--GAACTGC--------------CAA--TC----------------------------TCT---------G-TC---CAAT------A----------C-TAAAAATATA-CC--CACAGAAGCCAAGAAGACGACAACAGAGCACTGTGCGATTCGG----TGCCGCTGGAAA

droTak1 scf7180000415704:942994-
943156 +

TTGGCACCAACAAGCAGCGCAACCTGCAGTCGGCTTTAGCCACCTTTGTCGTGGGTTCC---------TA--GCACTATTCTATATATCTTTATATATC-------------------------------T---------------------------ATATATCATGT------ATATATAT--CACAGAAACCGCGGAGACGGCAACAGAGCACCGTGCGATTCGG----AGCGGCTGGAAA

droEle1 scf7180000491001:865298-
865457 +

TTGGCACCAACAAGCAGCGCAACCTGCAGTCAGCCCTGTCCACCTTTGTGGTAAGTTCT---------TC--CTGATTT--------------CGA--TC----------------------------TCT---------A-TT---CTATTATTACG----------C-TCAAGAAATA-CCCACACAGAAGTCACGAAGGCGTCAGCAAAGTACTGTGCGATTCGG----AGCCGCAGGAAA

droRho1 scf7180000779976:691156-
691309 +

TTGGCACCAACAAGCAGCGCAACCTGCAGTCGGCCTTGTCTACATTTGTGGTATGTTTT---------TTTTCGAATTT--------------CGG--TC----------------------------GCT---------A-TT---CCAC------A----------C-TAAATATGTA-CC--CACAGAAGCCGCGAAGCCGTCAGCAGAGTACTGTGCGATTCGG----AGCCGCAGGAAA

droFic1 scf7180000454072:2528823-
2528974 +

TCGGCACCAACAAGCAGCGCAACCTGCATGCGGCCCTGTCGACTTTTGTGGTAGGTTCC---------TG--CAATCTG--------------AGG--TG----------------------------TTT---------A-TA---CCAA------A----------C-TTAAGGTTTA-TC--CACAGAAGCCACGCAGGCGTCAGCAGAACACTGTGGGGCTCGG----AAGCGCGGGAAA

droKik1 scf7180000302344:685313-
685469 -

TCGGCACCAACAAGCAGCGTAACCTGCAGTCAGCCCTCGCCCACTTTGTGGTGAGTTTC---------CC--CCAGGCC--------------CAG--AC------------------------------G---------A-TT---CCATGCCGCTG----------ATTACTAATTAA-CC--CCCAGAAACCACGAAGGCGTCAGCAAAGCACTGTGCGCCTGGG----AGCCGCTGGCAA

droAna3 scaffold_13117:3260744-
3260906 -

TCGGCACTAATAAGCAGCGCAATCTGCAGTCGGCCCTGCACACCTTTGTGGTGAGTATA---------TA--ATACAATA----------------ATAT----------------------------TATATAAT-AATATTCACA-----------TTT----------GAACACG-ATTT--TGCAGAAACCACGAAGGCGCCAGCAAAGCTTTGGACGGTTGGGCTTCAACAG-CGGAAG

droBip1 scf7180000396434:597272-
597423 +

TTGGAACCAACAAGCAGCGCAATCTGCAGTCGGCCCTCCACAGCTTTGTGGTGAGTATA---------TA--GGACC-C--------------TCC--GC----------------------------AAT-----------TC---ATAT------T----------C-TAAT-AGG-ATTC--TTCAGAAACCACGCAGGCGCCAGCAAAGCTATAGCCGGCTAGGCTT-CAATAGCGGTAG

dp5 XL_group1e:588959-589121 - TTGGCACAGACAAACAACGCAACCTGAAGTCGGCTCTGTCTCACTTTGTGGTAGATTCT---------AA--TGCTTAT--------------AAT--AA----------------------------CTTATAAT-T-TCTTCATC-----------ATTTATCGCGT------CTG-GTTT--TTCAGAAGCGGCCAAGTCGCCCGCAGAGCACTATGAGCTTTTC----TGCAGCAAACAA
droPer2 scaffold_30:621764-621923

+
TTAGCACAGACAAACAACGCAACCTGAAGTCGGCTCTGTCTCACTTTGTGGTAGATTCT---------AA--TGCTTAT--------------A-----A----------------------------CTTATAAT-T-TCTTCATC-----------ATTTATCGCGT------CTG-GTTT--TTCAGAAGCGGCCAAGTCGCCCGCAGAGCACTATGAGCTTTTC----TGCAGCCAACAA

droWil2 scf2_1100000004515:827686-
827842 -

TCAACACCAACAAGGAACGCAATTTACAATCTGCCATGGCACATTTTATCGTAAGTTAA---------TT--TCAA-------------------A--AG------------------------------G----TTT-TC-TT---GCCA------A-CTT--AATGACAAATTTTTTG-AA--TGCAGAAACCCAGGAGTCGCCATCAAAATATAGTTAAACTTCC----GCGTGATAGCAA

droVir3 scaffold_12928:357031-
357184 -

dvi_8241 TTAGCAGCAACAAACAGCGCAATATGCACTCCGCTGTGGCGCATTTTGTGGTTGGCATT---TG----TTT-TACACTT------------GTCGCATG------------------------------TT---------C-TA---TAAT------A----------C-TCTACAT----AT--TTTAGAAACCGAGGATACGGCAGCAGAGCTTGATGAAACTGCA----GACGCACAGCGA

droMoj3 scaffold_6328:487618-
487779 +

TTAGCAACAACAAACATCGCAACATGCAATCTGCATTGGGACACTTTGTGGTAAATGACATGCGAGGCTTC-TCAACTT------------GCTCAATC-------------------------------C---------A-TT---TA--------A----------C-TTATTCTGTATCT--TGTAGAAATCGCCAACACGTCAGCAGAGCTTCATAAAGATTCC----AACCCACAATAA

droGri2 scaffold_15203:6798748-
6798928 -

TCAACAGCAACAAACAGCGCAATATGCATGCCGCCCTGTCGCACTTTGTGGTAAGCAAA---------CA--AGC-AATA----------------TTATTGTGTGATTAAAAAAACGAAATATTGTTACTATCAA-A-TCTTCGTT-----------TT---------------CTATC-GA--TCTAGAAACAACGAACTCGCCAGCAGAGCATGTTCAGCTTTCA----AACGCACAGCAA
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TTTGGCCTACTATGCGGGAAAGGGCCATCGGCCAAGATGGATTGGTTTTGGTAAGTTATATAGAAGGATATATATAATAATCGGAGGTTAACGTATAATTATCCTTTTATTACTGCGCAGGTCTTCTTACCATCGTATTTTTCTGCATTCTGACCACCGCACCGCACTTT
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TTTGGCCTACTATGCGGGAAAGGGC................................................................................................................................................. 25 0 1 5.00 5 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................TTATCCTTTTATTACTGCGCA................................................... 21 0 1 4.00 4 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................ATTATCCTTTTATTACTGCGCAG.................................................. 23 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................ATTATCCTTTTATTACTGCGCA................................................... 22 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................TATCCTTTTATTACTGCGCAGT................................................. 22 1 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTAAGTTATATAGAAGGATATATA................................................................................................ 24 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTTGGCCTACTATGCGGGAAAGGG.................................................................................................................................................. 24 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................CAAGATGGATTGGTTTTGGTC..................................................................................................................... 21 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................TTTTCTGCATTCTGACCACCG........... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................TATCCTTTTATTACTGCGCA................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.TTGGCCTACTATGCGGGAAAG.................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTAAGTTATATAGAAGGATATAT................................................................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................GCCAAGATGGATTGGTTA.......................................................................................................................... 18 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................AATAATCGGAGGTTAACGTAT.......................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................TTATCCTTTTATTACTGCGCAG.................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................TTATCCTTTTATTACTGCGCAGT................................................. 23 1 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AAACCGGATGATACGCCCTTTCCCGGTAGCCGGTTCTACCTAACCAAAACCATTCAATATATCTTCCTATATATATTATTAGCCTCCAATTGCATATTAATAGGAAAATAATGACGCGTCCAGAAGAATGGTAGCATAAAAAGACGTAAGACTGGTGGCGTGGCGTGAAA

***************************************************(((((..(((.((((.....))))..)))..)))))........***************************************************************************
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:18113702-18113871 - Oatp58Dc_in3 TTTGGCCTACTATGCGGGAAAGGGCCATCGGCCAAGATGGATTGGTTTTGGTAAGTTATATAGAA----------G--------------G------------------ATATA--TATAATAA-T-------CGGAGG-------TT------AACGTATAATTAT---------CCTTT--TA-TT--A-C-T--GCGCAGGTCTTCTTACCATCGTATTTTTCTGCATTCTGACCACCGCACCGCACTTT
droSim2 2r:18651867-18652034 - dsi_24961 TTTGGCCTACTATGCGGGAAAGGGCCATCGGCCAAGATGGATTGGTTTCGGTAACTTATATTAAA----------A--------------------------------GATACA--TACGAGAC-T-------CGGAAG-------TG------AG-ATA-AATGGT---------CGCTT--TA-TT--A-C-T--CTGCAGGTCTCCTTACCATCGTCTTTTTCTGCATTCTGACCACCGCACCGCACTTT
droSec2 scaffold_9:1424039-1424206

-
dse_1624 TTTGGCCTACTATGCGGGAAAGGGCCATCGGCCAAGATGGATTGGTTTTGGTAAGATATATGAAA----------A--------------------------------GATACA--AACGAGAC-T-------CGGAAG-------TG------AG-CTA-AATGGT---------CCCTT--TA-TT--A-C-T--GTGCAGGTCTTCTTACCATCGTCTTTTTCTGCATTCTGACCACCGCACCGCACTTT

droYak3 2R:17860935-17861106 - CTTGGCGTACTATGCGGGAAAGGGCCATCGGCCGAGATGGATTGGTTTTGGTAAGATCTATAGAA----------A--------------------------------GATATATTTATGTTAC-T-------CAGAAG-------TT------AAGGTATAATTGC---------CATTT--TG-TA--A-A-T--GTTCAGGTCTTCTTACCATCGTCTTTTTCTGCATTCTGACCACCGCACCGCACTTC
droEre2 scaffold_4845:12253051-

12253212 -
TTTGGCCTACTACGCGGGAAAGGGCCATCGGCCGAGATGGATTGGTTTTGGTAAGATATATA--------------------------------------------------------TGTTAC-T-------CGGC---------TTAATAATCAGGTTTAATTTT---------ACTTT--TA-TA--A-C-T--GTGCAGGTCTTCTCACCATCGTCTTCTTCTGCATCCTGACCACCGCACCGCACTTC

droEug1 scf7180000409672:6008707-
6008872 -

TCTGGCCTACTACGCGGGAAAGGGTCATCGACCGAGATGGATTGGGTTCGGTAAGATGTTTACAG----------G------------------------------AAG--ATA--T---GTTC-TC-------AAAC-AAAAATA---------------------CTATAGTT--CG-ACC--AT-AT---A-CCCCTCAGGTCTTCTTACCATAGTCTTTTTCTGTGTTCTAACCACGGCACCACACTTT

droBia1 scf7180000302143:2603167-
2603330 +

TTTGGCGTACTACGCGGGAAAGGGACATCGACCGAGGTGGATTGGGTTTGGTAAGACATATACAA----------G------------------------------AAT--AAA--G---TGTC-CC-------AGAA-AGTAAA--------------------------AAAATATTTT--CC-TAT-GTT-T--GATAAGGTCTTCTCACCATTGTACTCTTCTGCGTTCTAACCACCGCACCACATTTC

droTak1 scf7180000415243:306581-
306740 -

TTTGGCCTACTATGCGGGAAAAGGTCATCGGCCGAGATGGATTGGGTTTGGTAAGATATGGACAA----------G------------------------------AAT--TAA--G---TTTG-TC-------AGAA-AAATGT--------------------------AGAGCCCTTT--TC-T--------TTATTTAGGTCTCCTAACCATCGTATGTTTCTGCGTTCTAACCACCGCACCACATTTC

droEle1 scf7180000491282:187889-
188055 +

GCTGGCCTACTATGCGGGAAAGGGCCATCGGCCGAGATGGATTGGTTTTGGTAAGACTTGTACA----------------------------------TTTACTGGAAA--AGT-------TTTCCCCGTTTCTGGGA-CTTATA--------------------------AAACTG------------T---T-TGCCTTAGGTCTTCTCACCATCGTCCTGTTCTGCGTTCTAACCACCGCACCACATTTT

droRho1 scf7180000779898:29319-
29473 -

TTTAGCCTACTATGCGGGAAAAGGTCATCGGCCGAGATGGATTGGATTTGGTAAGATATTTACTG----------G------------------------------TAA--AGG--G---TTTC-TC-------AGAT-CATGTA--------------------------ACACTG------------C---C-TGCTTCAGGTCTTCTCACCATCGTTCTCTTCTGCGTTCTGACCACCGCACCACATTTC

droFic1 scf7180000454066:2004972-
2005142 -

TCTAGCCTACTATGCGGGAAAGGGTCATCGACCCAGGTGGATTGGGTTTGGTAAGATATACCATA----------TTGCA--T-------T------------------ACATA--TAAGTACA-T-------CAGAAG-------AT------ATAATATT----T---------TAAAT--CA-TA--A-T-T--TAATAGGTCTCCTTACCATTGTTTGTTTCTGTGTTTTGACCACAACTCCGCATTTC

droKik1 scf7180000302471:1382446-
1382607 +

CTTGGCCTACTATGCCGGCAAGGGTCATCGGCCCAGGTGGATTGGCTTTGGTAAGCTCTTAAGTA----------A------------------------------AAT--ATA--T---ACTC-TT-------CAAG-GATTGA--------------------------AAATGCTTTT--CC-TA--T-A-T--AAATAGGCCTGCTCACCATTGTGCTGTTCTGCGTGCTGACCACCTCTCCGCACTTC

droAna3 scaffold_13266:2121435-
2121590 -

GTTGGCCTACTATGCCGGCAAGGGTCATCGACCTCGATGGATTGGCTTTGGTACGTAGTCACCAA----------A-------------GAAC----ATTTAT-------------------TT-TC---------AAG-------TT------A------------TTATGAAAT------------AT---C-CCTTTTAGGCTTGTTGACCATTGTTCTCTTCTGTGTCCTGACTACTGCACCCCACTTC

droBip1 scf7180000396384:456351-
456506 +

TTTGGCCTACTATGCCGGCAAAGGTCATCGACCGCGATGGATTGGCTTTGGTAAGTATTCCCCAA-----------------------AGGAC----ATTTAATTG-----------------------------AATC-------TT------A------------TTATAAACT------------AT---C-TTTTTTAGGTCTGTTAACCATTGTTCTCTTCTGCGTGTTGACCACGGCACCCCACTTC

dp5 3:15029461-15029623 + CTTGGCATACTATGCGGGCAAGGGACATCGGCCTCGCTGGATAGGATTCGGTAAGAGCAGCA--------------------TTCCGATGGATTTTT-------------------------------------A-TC-GATTCCA---------------------TTACAGCT--TA-TCG--GC-TA---C-TCCCCCAGGTCTCCTCACCATTGTCCTGTTCTGCGTGCTGACCACCACACCACACTTC
droPer2 scaffold_4:4021458-4021620

-
CCTAGCATACTATGCGGGCAAGGGACATCGGCCTCGCTGGATAGGATTCGGTAAGAGCAGCA--------------------TTCCGATGGATTTCT-------------------------------------A-TC-GATTCCA---------------------TTACAGCT--TA-TCG--GC-TA---C-TCCCCCAGGTCTCCTCACCATTGTCCTGTTCTGCGTGCTGACCACCACACCACACTTC

droWil2 scf2_1100000004510:335180-
335344 +

TTTGGCCTACTATGCGGGCAAAGGACATCGTCCACGTTGGATTGGCTTTGGTATGATTAAAG-A--------------------CTCATTAATATATATTGACTTGAAA----------------------------T-----------------------GGTTGC----A-----AATT--TG-TGAT---T-TCTGACAGGTCTTCTAACAATTGTGCTATTCTGTATGCTTACGACTACACCACATTTC

droVir3 scaffold_10324:576463-
576625 -

TTTGGCCTACTACGCCGGCAAGGGTCATCGGCCGCGCTGGATAGGATTTGGTGAGTGAATGAGCG----------G----AAATCTAAAG---------TAGCTTCTCT----------------------------T-----------------------ATTCAT---------CTTTT--TC-TTT---CT-GCCAACAGGCCTACTAACTATTGTCGTATTCTGTTTAATGACCACCTCGCCGCATTTC

droMoj3 scaffold_6496:2407412-
2407570 -

GCTGGCCTACTATGCGGGCAAGGGTCATAGGCCGCGTTGGATAGGATTTGGTAAGATCTACAAATGATGCCAGCAACA----T----------------------CTTC---TA--TCTCATTG-C-------TG--------------------------------------------------AC-AT---T-TCCCCCAGGTCTATTGACTATCGTTCTCTTCTGTCTGATGACCACCTCGCCGCATTTT

droGri2 scaffold_15245:8299148-
8299306 -

TTTGGCCTATTATGCTGGCAAGGGTCATCGACCACGGTGGATTGGCTTTGGTAAGCTGTGAAATA----------AACTC--TTTAATT-----------------------------TGATAA-C-------TA-AG-GGTTCAA---------------------ATAAC------------------G-A-T--TTACAGGTTTATTAACCATTGTCGTCTTCTGTTTGATGACAACTTCGCCGCATTTT
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breakpoint [Df(3L)pbl-X1:bk2]; rescue_fragment [mus301[+t6.2]]; intron [mus301-in]; CDS [mus301-cds]; CDS [mus301-cds]
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TAGAGGGGCCACCTTGGAGGCTTTCCTTACCAAAGTGATGTTTCTAAATGGTAAGTGGATATTTTGTGGTACTTTTTGTACAGATTAATGGAATTTTTGTTTTCTAGCCAATATTCAAATTGTTGGCATGAGTGCCACAATAGGAAATCTCAGCGAA
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.......................TCCTTACCAAAGTGATGTTTCT................................................................................................................ 22 0 1 8.00 8 0 4 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................CACAATAGGAAATCTCAGC... 19 0 1 3.00 3 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................TTCAAATTGTTGGCATGAGTG....................... 21 0 1 3.00 3 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................AATATTCAAATTGTTGGCATGAGTGC...................... 26 0 1 2.00 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................ATGAGTGCCACAATAGGAAATCTC...... 24 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................TGAGTGCCACAATAGGAAATCTCAGC... 26 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TAGAGGGGCCACCTTGGAGGC........................................................................................................................................ 21 0 1 2.00 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.AGAGGGGCCACCTTGGAGG......................................................................................................................................... 19 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................TCCTTACCAAAGTGATGTTTCTAAA............................................................................................................. 25 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................CCTTACCAAAGTGATGTTTCTAAATGC.......................................................................................................... 27 1 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................TCAAATTGTTGGCATGAGTGC...................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................TTCCTTACCAAAGTGATGTTTCTAAATGCC......................................................................................................... 30 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................TCCTTACCAAAGTGATGTTTCTAAATGCC......................................................................................................... 29 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................TCCTTACCAAAGTGATGTTTCTAAATGG.......................................................................................................... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................TTGGCATGAGTGCCACAATAGGAAATC........ 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................GTGCCACAATAGGAAATCTCAGC... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................GATTAATGGAATTTTTGTTTTCTAT.................................................. 25 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................TTCAAATTGTTGGCATGAG......................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................AATATTCAAATTGTTGGCATGAGT........................ 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................AAATTGTTGGCATGAGTGCCACAATAGG............. 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................CAATATTCAAATTGTTGGCATGAGTG....................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTAAGTGGATATTTTGTGGT....................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................AGCCAATATTCAAATTGTT................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TAGAGGGGCCACCTTGGAGGCTT...................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................TGGCATGAGTGCCACAATAGGAAATCT....... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................CATGAGTGCCACAATAGGA............ 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................ATGTTTCTAAATGGTAAGTGG................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................ATTAATGGAATTTTTGTTTTCTAG.................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................GATTAATGGAATTTTTGTTTTCTAG.................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................TGGCATGAGTGCCACAATAGGAA........... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ATCTCCCCGGTGGAACCTCCGAAAGGAATGGTTTCACTACAAAGATTTACCATTCACCTATAAAACACCATGAAAAACATGTCTAATTACCTTAAAAACAAAAGATCGGTTATAAGTTTAACAACCGTACTCACGGTGTTATCCTTTAGAGTCGCTT

**************************************************.....................((......(((((...........))))).....))**************************************************
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..........................................................................AAACATGTCTAATTACCT................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........GGAACCTCCGAAAGGAATGGTT............................................................................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........GGTGGAACCTCCGAAAGGAAT................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:8132160-8132386 + dme_388 GTGGTGGATGAACTGCATTTGATAGGCGAAAAGGGTAGAGGGGCCACCTTGGAGGCTTTCCTTACCAAAGTGATGTTTCTAAATGGTAAGTGGA-T-ATTTTGT-----------G----------GT-------------------------------A-CTTTTTGTACAGAT---TAA-----------------------------------TGG--------AATTTTTG-TTTTCTAGCCAATATTCAAATTGTTGGCATGAGTGCCACAATAGGAAATCTCAGCGAAATATCCTCTTTTTTGAATGCTGATGTATACACCAG
droSim2 3l:7941913-7942139 + GTGGTGGATGAACTGCATTTAATAGGCGAAAAGGGGAGAGGGGCCACCTTGGAAGCTTTCCTTACCAAAGTGATGTTTCTAAATGGTAAGTAGA-T-ATTTAGT-----------G----------GT-------------------------------A-CTTTTTGTACAGAT---TAA-----------------------------------TGG--------AATTTTTG-CTTTCTAGCCAATATTCAAATTGTTGGCATGAGTGCCACAATAGGAAACCTCAGCGAAATATCCTCTTTTTTGAATGCTGATGTATACACAAG
droSec2 scaffold_0:419507-419733 + GTGGTGGATGAACTGCATTTAATAGGCGAAAAGGGGAGAGGGGCCACCTTGGAAGCTTTCCTTACCAAAGTGATGTTTCTAAATGGTAAGTGCA-T-ATTTTAT-----------G----------GT-------------------------------A-CTTTTTGTACAGAT---TAA-----------------------------------TGG--------AATTTTTG-TTTTCTAGCCAATATTCAAATTGTTGGCATGAGTGCCACAATAGGAAACCTCAGCGAAATATCCTCTTTTTTGAATGCTGATGTATACACAAG
droYak3 3L:8720079-8720305 + dya_740 GTGGTGGATGAGCTGCATTTGATAGGCGAAAGAGGTAGAGGGGCCACCTTGGAGGCTTTCCTTACCAAAGTGATGTTTCTAAATGGTAAGTGGA-T-CTTTTGT-----------G----------AT-------------------------------ATTTTTTTGTACAGAT---TAA-----------------------------------TAG--------AATTTC--TGCTTTTAGCTAATATTCAAATTGTTGGCATGAGTGCCACAATAGGAAACCTCAGCGAAATATCCTCCTTTTTGAATGCTGATGTCTATACAAG
droEre2 scaffold_4784:3232472-

3232701 -
GTGGTGGATGAACTGCATTTGATAGGCGAAAGGGGTAGAGGTGCCACCTTGGAGGCTTTCCTTACCAAAGTGATGTTTCTAAATGGTAAGTGGA-T-ACCTTGT-----------G-----------T-------------------------------A-CTTTTTGTA----T---TTA-----------------------------------TGGCATAAAGCAATTTTTG-ATTTTTAGCCAATATTCAAATTGTTGGCATGAGTGCCACAATAGGAAACCTTAGCGAAATATCCTCCTTTTTGAATGCTGATGTATACACAAG

droEug1 scf7180000409524:509624-
509847 -

GTGGTGGATGAATTGCATTTAATTGGCGAAAAGGGTAGAGGGGCTACCTTGGAGGCATTTCTCACCAAGGTGATGTTTTTGAATGGTAAATAATTTTATTTTCT-----------G----------CT-------------------------------AACTTTTTGAACTAAC---TA------------------------------------------------TCTTC--TGGTTTTAGCAAACATTCAAATTGTGGGCATGAGTGCGACGATAGGAAATCTCAGCGAAATCTCATCCTTTCTAAATGCTGATGTCTACACCAG

droBia1 scf7180000302428:1119211-
1119438 -

GTAGTCGACGAACTGCATTTGATTGGCGAAAAGGGCAGAGGAGCCACATTGGAGGCATTCCTCACAAAGGTGATGTTTTTGAATGGTAAATAATCT-GTTCTCC----------AG----------AA-------------------------------A-CTTTATTGAATGAT---TTT-----------------------------------TAA--------GATTTA--TGTTTTCAGCCAATATACAAATTGTGGGCATGAGTGCCACGATAGGAAATCTTAGCGAAATATCCTCCTTTCTTAATGCAGATGTCTACACGAG

droTak1 scf7180000415862:204605-
204831 +

GTGGTGGACGAACTGCATTTGATTGGCGAAAAGGGCAGAGGAGCCACGCTAGAGGCATTCCTAACCAAGGTGATGTTTTTGAATGGTAAATATA-TGGTTTTCT-----------T----------CT-------------------------------CCCTTTTTGAATGAAC---T-A-----------------------------------TAG--------AATAGA--TCATTTCAGCGAACATTCAAATTGTGGGAATGAGTGCCACGATAGGAAATCTCAGCGAAATATCCTCATTTCTGAATGCTGATGTCTACACCAG

droEle1 scf7180000491249:6106532-
6106759 -

GTGGTGGACGAACTGCATTTGATCGGCGAAAGGGGCAGAGGAGCCACCTTGGAGGCTTTCCTCACAAAGGTGATGTTTTTGAATGGTAAGTGCTCG-ATTTTCT-----------C----------TT-------------------------------AAATTTCTTAGTTAAT---CAA-----------------------------------TAA--------GATTTT--CATACCCAGCCAGCATTCAAATTGTGGGCATGAGTGCCACGATAGGAAACCTTAGTGAAATATCTTCCTTCCTGAATGCCGATGTCTATACGCG

droRho1 scf7180000777746:871-1097
+

GTAGTGGACGAATTGCATTTGATTGGCGAAAGAGGTAGAGGAGCCACCTTGGAGGCTTTCCTCACAAAGGTGATGTTTTTGAATGGTAAGTGAGCC-ATTTTCT-----------G----------GT-------------------------------AACTTGCTAAAACGGT---TAA-----------------------------------TA---------AGTTTC--CTTTTTCAGCCGGCATTCAAATTGTGGGCATGAGCGCAACGATAGGAAATCTCAGTGAAATATCGTCCTTCCTGAATGCCGATGTCTATACAAG

droFic1 scf7180000454065:454215-
454441 +

GTTGTGGATGAACTGCACCTAATTGGTGAAAAAGGCAGAGGCGCCACCTTGGAGGCATTTCTTACAAAAGTTATGTTTTTAAATGGTAAGTGGGTT-AGTTTTT----------TA-----------C-------------------------------AACGTTTTTGATGCAT---TAA------------------------------------GC--------ACCGGC--TGCTTTCAGCCAACATACAAATTGTCGGCATGAGTGCCACAATAGGAAACCTAAACGAAATATCAACCTTTCTGAATGCCGATGTCTACACAAG

droKik1 scf7180000302274:487795-
488025 +

GTGGTGGACGAGCTGCATTTGATAGGCGAACGGGGACGCGGAGCCACCTTGGAGGCCTTTCTAACCAAGGTGATGTTTCTGAATGGCAAGTAAA-C-AA--------------------------------------------------------------CACCTTGC----------ACGATAACCTTCTTGTTATAGCTT-------------TA---------GATTTT--TCCTTGCAGCAAATATTCAAATTGTCGGAATGAGTGCCACGATAGGCAATCTCAGTGAAATATCCTCGTTTCTCAATGCAGATGTCTACACACG

droAna3 scaffold_13337:13515144-
13515371 -

GTTGTGGATGAACTGCATTTAATTGGAGAACGGGGAAGGGGAGCAACCTTGGAGGCTTTTCTCACCAAAGTAATGTTTTTGAATGGTAATTTCT-C-AA---------------------------------------------------------------AATATTTCAACTTTTTCACTTGTA-----------------ATTATTTGGTGTA-------------------TTTTTTTAGCCAACATACAAATTGTGGGTATGAGTGCCACGATTGGAAATCTAAGCGAAATATCTTCCTTTCTGAATGCCGATGTCTACACAAG

droBip1 scf7180000396589:538928-
539154 +

GTTGTGGATGAACTGCATTTGATCGGAGAAAGGGGTAGGGGAGCAACCTTGGAAGCTTTTCTCACCAAGGTGATGTTTTTGAATGGTAAGATCTCA-AATGTA-----------------------------------------------------------------TCCCACGTTTCAATGGTA-----------------ATTATTTGGTCTA-------------------TTGTTTCAGCCAACATACAAATTGTGGGGATGAGTGCCACAATTGGAAATCTAAGCGAAATATCTTCCTTCCTTAATGCTGATGTCTACACAAG

dp5 XR_group3a:1172450-1172681
+

GTGGTCGATGAGCTTCATTTGATTGGCGAACGCGGACGCGGTGCCACCCTTGAGGCGTTTCTCACCAAAGTAATGTTTTTGAATGGTAGGTGGCAT-GGGTT----------TATGAGC------CGT-------------------------------A-ATTTATGTACAAGCTTCCACTGGGA-------------------------------------------CTT-----TCCTTAGCAAATATTCAAATTGTGGGCATGAGTGCAACGATAGGAAACCTAAGCGAGATTTCGGCCTTTCTCAATGCCGATGTCTATACGCG

droPer2 scaffold_23:1192911-
1193142 +

GTGGTCGATGAGCTTCATTTGATTGGCGAACGCGGACGCGGTGCCACCCTTGAGGCGTTTCTCACCAAAGTAATGTTTTTGAATGGTAGGTGGCAT-GGGTT----------TATGAGC------CGT-------------------------------A-ATTTATGTACAAGCTTCCACTGGGA-------------------------------------------CTT-----TCCTTAGCAAATATTCAAATTGTGGGCATGAGTGCAACGATAGGAAACCTAAGCGAGATTTCGGCCTTTCTCAATGCCGATGTCTATACGCG

droWil2 scf2_1100000004540:105604-
105834 +

GTGGTCGATGAGTTGCATTTGATTGGCGAAAAGGGTAGGGGTGCCACCTTGGAGGCTCTTCTCACCAAAGTAATGTTTCTGAATGGTATGTGCTGG-AGTTTTC----------TT--CATTGAA-AT-------------------------------ATGTTTTGGATT-------GAA------------------------------------AT--------TTCTTT--TATTTTTAGCTGGCATCCAAATAGTGGGCATGAGTGCAACCATAGGTAATCTATCTGAGATTTCATCGTTCCTCAAGGCAGATGTGTATACCCG

droVir3 scaffold_13049:7780885-
7781113 +

GTGGTTGATGAGCTGCATTTGATTGGCGAGCGCGGCCGCGGCGCTACATTGGAGGCTTTTCTGACCAAGGTCATGTTTTTGAATGGTATCTATA-T-ACTGCCATACACTCC--TT--C-----------------------------------------------ACAGCTGCT---AAC-----------------------------------TGT--------TCCATCTC-CATTTAAGCCAACATTCAAATTGTGGGCATGAGCGCCACCATTGGAAATCTGAATGAAATTTCGGCTTTTCTCAATGCAGATGTTTATACGCG

droMoj3 scaffold_6680:11429430-
11429667 +

GTTGTTGATGAGCTGCATTTGATTGGCGAACGCGGACGCGGTGCGACACTAGAGGCTTTCCTAACCAAGGTCATGTTCTTGAAAGGTATTCACA-T-GTTTAC------------CCAC------ATA-------------------------------G-ATAAATATTCAAG-TACGAATTGTA-----------------CTACTTTGTTC---------------------CGATTTTAGCGAACATTCAAATTGTAGGCATGAGCGCCACCATTGGCAATCTGAATGAAATCTCATCTTTTCTCAATGCGGATGTGTATACGCG

droGri2 scaffold_15110:6833769-
6834005 +

GTTGTGGATGAATTGCATTTGATTGGCGAACGCGGACGTGGCGCCACTTTGGAGGCGTTCCTCACCAAGGTTATGTTTCTAAATGGTAAATGCA-T-ATTGCA------------AAAT------GTATATGAATATTTTATATATGTATAATTATGTTA-CTTGTTGT-----------------------------------------------------------------------ACAGCCAACATTCAAATTGTGGGCATGAGCGCCACCATAGGCAATTTGAATGAAATCTCAGCATTTCTTAATGCGGATGTCTATACACG
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

GTGGAGTGCATTTTTCATGTGCCGCAGCCGGGGGCAACAAATCAACATTGGTGAGTTGTGGTTAGGAGTGGGAAAAAGCAGCTACCTACTTTTTTGTGCAACCCGCAGGCGCCTTCTTCTACGACGATGAGCTGGAGCTGGAGAAAGAGTTCATGACG

**************************************************(((.((((((...(((((((((............)))))))))...)))))).)))..**************************************************
Read
size
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Total
Norm Total

V092

dcr-
2[G31R]
male
total
RNA Â 

V012

Dcr2 male
(Katsutomo,
whole fly?)

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR060650

A1_testes_total

V136

Male
aged
body

V142

Oxidation_female_body

V138

Male
cold
body

V086

female
body,
aged

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR010959

Ago3 IP in
heterozygotes

AGO3

V137

Male
aged
head

GSM609229

embryo 2-
6hr

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

GSM609222

ML-DmBG1-
C1

GSM609224

female,
one day

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

V141

Heat_female_body

GSM360260

0-1d
Pupae (w)

GSM628272

ago2[414]
ovary
total RNA

GSM609223

male, one
day

V074

S3

GSM609240

IR+ 2-
18hr

SRR031692

Total
small
RNAs from
Oregon R

GSE24545

CS ovary
total
RNA

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR029608

total small
RNAs from
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flies
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reseq
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Â¬â€ 
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S3
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reseq
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HA-AGO2
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male head
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AGO1-
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reseq

AGO1
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flies
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ML-
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head
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total RNA
Â 
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age: 2-
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= 1:1tissue:
whole
flygenotype:
nbr[f02257]

V073
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body
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female head
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0-1h #3
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SRR014276
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bound
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GSM609247
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SRR001349

heterozygous_dcr-
2_untreated

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

GSM609237

ago2[414]
ovary
total RNA

GSM399107

male body
#2

GSM385748

OSS_s6

V031

GM2
cell

V126

CME
L1

V127

G2

SRR001339

WT_females_non-
beta-eliminated

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

GSM286613

0-1hr #1
(A)

GSM609251

aged
female
head

V015

DreRFHV148h

GSM609227

CMEW1
Cl.8+
cell

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

GSM322245

3rd
instar #1

GSM322219

2-4day
pupae #1

GSM322208

3rd
instar #2

SRR001340

IR_beta-
eliminated

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR060652

hs-
Penelope_testes_total

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

GSM609239

IR- 2-
18hr

V023

Dcr2
female
head

GSM609225

ML-DmBG3-
C2

V091

fGS/OSS
total
Â 

V096

loqsKO/f00791
ovary

SRR001338

IR_non-
beta-
eliminated

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

GSM609219

GM2 cell

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V131

ML-
DmD16-
c3

GSM379059

Piwi
Mutant

SRR010956

Piwi IP in
Ago3
heterozygotes

GSM364902

12-24hr
embryo

GSM399106

female
body #2

V006

r2d2 female:
possibly
heterozygous

GSM379052

Aub
Heterozygote

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

GSM280083

dcr-2-/-
ovaries
(18-29nt)

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

V145

S2-
DRSC

........................CAGCCGGGGGCAACAAATCAACAT.............................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTTGTGGTTAGGAGT......................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................GCTGGAGCTGGAGAAAGAGTTCA..... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTTGTGGTTAGGAGTG........................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CACCTCACGTAAAAAGTACACGGCGTCGGCCCCCGTTGTTTAGTTGTAACCACTCAACACCAATCCTCACCCTTTTTCGTCGATGGATGAAAAAACACGTTGGGCGTCCGCGGAAGAAGATGCTGCTACTCGACCTCGACCTCTTTCTCAAGTACTGC
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Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:914230-914387 + GluRIIC_in1 GTGGAGTGCATTTTTCATGTGCCGCAGCCGGGGGCAACAAATCAACATTGGTGAG---TTGTGGT----------------------------------------------------TA--GGA-----------------------------GTGGGAAAAAGCAGCT-ACCTA------------------------------------------CTTTTTTGT-------GCAACCCGCAGGCGCCTTCTTCTACGACGATGAGCTGGAGCTGGAGAAAGAGTTCATGACG
droSim2 2l:878346-878503 + GTGGAGTGCATTTTTCGTGTGCAGCAGCCGGGGGCAACAAATCAACATTGGTGAG---TGGTGGT----------------------------------------------------TA--GGA-----------------------------GTAGGAAAAAGTAGCT-ACCTC------------------------------------------CTTTTTTGC-------GCAACCCGCAGGCGCCTTCTTCTACGACGATGAGCTGGAGCTGGAGAAGGAGTTCATGACG
droSec2 scaffold_14:885699-885856 + GTGGAGTGCATTTTTCGTGTGCCGCAGCCGGGGGCAACAAATCAACATTGGTGAG---TTGCGGT----------------------------------------------------TA--GGA-----------------------------GTAGGAAAAAGCAGCT-ACCTC------------------------------------------CTTTTTTGG-------GCAACCCGCAGGCGCCTTCTTCTACGACGATGAGCTGGAGCTGGAGAAGGAGTTCATGACA
droYak3 2L:901328-901498 + GTGGAGCGCATTTCTCGTGTGCCGCAGCCGCGGGCAACAAATCAACATTGGTGAG---ATGTGGT----------------------------------------------------TA--CCCG-------TTA-----------GCTGTTAGC-CGGAAAAGCAGCTTACTTCT-A---------------------------------------CTTTTTGGC-------GCAATCCACAGGCGCCTTCTTCTACGACGACGAGCTGGAGCTGGAGAAGGAGTTCATGACG
droEre2 scaffold_4929:976755-976923

+
GTGGAGCGCATTCTTCGTGTGCCGCAGCCGGGGGCAACAAGTCAACATTGGTGAG---CTGTGCT----------------------------------------------------TA--GCCGGTTGGCC---------------------GTGGGGAGGAGCAGCT-ACCTAACA----------------------T-----------------CTCTTTGC-------GCAACCCGCAGGCGCCTTCTTCTACGACGATGAGCTGGAGCTGGAGAGGGAGTTCATGGCG

droEug1 scf7180000409554:1643891-
1644057 +

GTGGAGTGCATTTTTCGTGTGCCATAGCCATGGGCAACAAATCAACATTGGTGAG---ATGTGGT----------------------------------------------------CA--GCCG-----CAGTGAA----------------AAGTGAAAAAGCAGCA-ACGTC------------------------CTCTT-------------C---TTT-T-------TCCACCTGCAGGTGCCTTCTTCTACGATGATGAACTGGAGCTGGAAAAGGAGTTCATGGCG

droBia1 scf7180000302261:2885418-
2885582 -

GTGGAGTGCATTTTTCGTGTGCCACAGCCAGGGGCAACAAATCAACATTGGTGAG---ACGTGGT----------------------------------------------------CA--GCC-----------------------------GCGGGGGGAAGGAGCT-GTCCAATG-------------------TTCT--GC---A-----A--T---TTT-T-------CCCACCTGCAGGGGCTTTCTTCTACGACGACGAACTGGAGCTGGAGAAAGAGTTCATGGCG

droTak1 scf7180000414027:44895-
45049 +

TTGGAGTGCATTTTTCGTGTGGCACAGCCAGGGGCAACAAATCAACATTGGTGAG---ATGTGGT----------------------------------------------------CA--GGC-------AGTAGAGAA---AA-------------GAA---AAGTT-ACCTGAAA-------------------------------------------------------TTCCCCTGCAGGTGCCTTCTTCTACGACGATGAACTGGAGCTGGAAAAGGAGTTCCTGGCG

droEle1 scf7180000490458:361120-
361283 -

TTGCAGTGCATTTTTCGTGTGTCCCAGCCGAGGGCAACAAATAAACATCGGTGAG---ATGTGGT----------------------------------------------------TA--GCC-----------------------------ACTGAGAAAGGCAACA-ACCTCATG-------------------TCCTCTT-------------T---TTT-T-------CCAATCCGCAGGTGCCTTTTTCTACGACGATGAGCTGGAACTGGAAAAGGAGTTCATGGAG

droRho1 scf7180000769144:27058-
27219 -

TTGGAGTGCATTTTTCGTGTGCCATAGCCGAGGGCAGCAAATAAACATCGGTGAGTTGATGTGGT----------------------------------------------------CA--GCA-----------------------------GCAGTGAAAAGCAGCT-ACCCCAGG-------------------T---------------------TTTTA-T-------TTTCCTTCCAGGTGCCTTCTTCTACGACGATGAGCTGGAGCTGGAAAAGGAGTTCATGGAG

droFic1 scf7180000453904:1186318-
1186486 +

ATGGAGTGCATTTTTCGTGTGCCACAGCCAGGGGCAACAAATCAACATTGGTGAG---ACGTGGT----------------------------------------------------CA--GTG-----------GTGGAGGAGAAGCT---------GT-------TT-GGCTGAA-------------CTG----TTTG--CT---C-----C--C---TTT-T-------CCCCGCTGCAGGCGCCTTCTTCTACGACGACGAGCTGCAGCTGGAGAAGGAGTTCGTGGAG

droKik1 scf7180000301725:68134-
68285 -

GTGGAGTGCGTTTTTCGTTTCCCACAGCCAGGGGCAACAAATCAACATTGGTGAG---AG---------------------------------------------------------------------------------------------------AAAAG---GT-T--T--------------CACCTCTCAG--T--TA---ACCCTAA--A---CTA-A-------AACCCCTGCAGGTGCCTTCTTCTACGACGATGAACTGGAGCTGGAAAAGGAGTTCCTGGAG

droAna3 scaffold_12916:2636252-
2636410 +

-TGGAGTGCATTCCTCATGCGGCATAGTCAGGCGCAGCAAATCAACATTGGTAAG---AGTC-------------------------------------------------------CA--G-----AGTCC--AGAG---------------GCAA-GAGAGGCCAGTAACTCGA--------------------------------------C--C---TTA-T-------TCGCCCCGCAGGTGCCTTCTTCTACGACGATGAGCTGGAGCTGGAGAAGGAGTTCATGGAG

droBip1 scf7180000396430:574576-
574730 +

TTGGAGTGCATACCTTGTGCGGCATAGTCAGGCCCAACAAATCAACATTGGTAAG---AATT-------------------------------------------------------CA--G-----A----------------A-------------GAA---TAAGG-G--T--------------CCCTTGGTGG--T--TA---AC-------C---TCC-A-------TCGCCATGCAGGTGCCTTCTTCTACGACGATGAGCTGGAGCTGGAGAAGGAGTTCACGCAG

dp5 4_group2:423979-424143 - GTGGAGTGCATTTTTCGTGTGCGACAGCCTGCAGCAACAAATCAACATTGGTAAG---AGATAGC----------------------------------------------------CATCG-C-------AGTGGGGGA----------------------------------------------------------TGT--TGGAAA------TCCTTTTTAGAGAGCACTTCTTCCGGCAGGTGCCTTCTTCTACGACGATGAACTGGAGCTGGAGAAGGAGTTCATGGCG
droPer2 scaffold_8:3464634-3464798

+
GTGGAGTGCATTTTTCGTGTGCGACAGCCTGCAGCAACAAATCAACATTGGTAAG---AGATAGC----------------------------------------------------CATCG-C-------AGTGGGGGA----------------------------------------------------------TGT--TGGAAA------TCCTTTTTAGAGAGCACTTCTTCCGGCAGGTGCCTTCTTCTACGACGATGAACTGGAGCTGGAGAAGGAGTTCATGGCG

droWil2 scf2_1100000004585:2163154-
2163327 -

ATGGACGGCATTTTTGGTGTCCAGCAGTCAGCAGCAACAAATCAACATTGGTAGG---CGAGACC----------------------------------------------------CA--AAA-----------------------------GGAAACCCAAGTA---------AAACATTTGGTGAAATTTTGTGG--T--TT---CA-------C---ATT-G-------CCCTCTTGCAGGTGCTTTCTTCTACGACGACGAAATGGAACTGGAAAAGGAATTCATGGCT

droVir3 scaffold_12963:19480266-
19480451 +

GTGGAGTGCATTTTTGTTGCACGACAGCCTGCAGCAGGAAATCAACATCGGTGAG---GCAA--CTAAA----CACACATA--TATATATACATA--AA------------------TA--TAG-----------------------------AGAAAGAGAAGTATGT-ATCTTGTG-------------------ATGT--CA---A-----C--C---CTT-T-------CC---GACCAGGCGCCTTTTTCTACGACAATGAACTGGAACTGGAGAAGGAATTCATGGCT

droMoj3 scaffold_6500:23731439-
23731615 -

GTGGAGTGCATTTTTGTTGCACGAAACTCTGCAACAAGAAATCAACATTGGTGAG---GCAACT--ACATAGATACAGTTATGCATATATACATA--GA------------------------T-------------------------------------ATTTAGTC-ACATG------------------------CTATG-------------T---ATT-C-------CCCCCTTGCAGGCGCCTTTTTCTATGACAATGAACTGGAGCTGGAAAAGGAATTTCTAGCT

droGri2 scaffold_15252:7332573-
7332773 +

TTGGAGTGCATTTTTGGTGAACAACAGCCTGCAGCAACAAATCAGCATTGGTGAG---GCAAGCC-AAATAGATACACATA--GATATATATATATGTATATATATAAATGTCGAAACA--GTC-----------GTATAT-----------------GAAAA---GCT-T-----------------------------TCCC-------------C---CTT-G-------CCCATACTCAGGTGCCCTTTTCTACGACAATGAACTGGAGCTGGAGAAGGAATTTATGTCG
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GTGCAGCGTTGAACGAAAAAAAAAAAAATAAATCGTACACCATGAACAACATAAGATTTATTCGGTCTACAAACTGAAGCTTAATTGTGATTTATGGATGTGTATTTTTTAGCAGTTAAAAATCACAATTTAGCCACTTTGTAGGTCGATGAAACAGCTCACAACTCTCACACACACCACAATGAAACACATTGTTATTCGTTTCA
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Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM286604

0-1h #3
(7)

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM399107

male body
#2

V132

ML-
DmD32

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM609238

embryo
14-24hr

SRR031692

Total
small
RNAs from
Oregon R

GSE24545

CS ovary
total
RNA

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

S6

0-1,2-
6,6-
10h
embryo

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

V022

ML-
DmD32
cell

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

SRR001348

ago2_oxidized

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM628272

ago2[414]
ovary
total RNA

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

GSM609229

embryo 2-
6hr

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609222

ML-DmBG1-
C1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V078

Desiccation,
female head

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609240

IR+ 2-
18hr

V073

mbn2

V077

cold,
female
head

V080

Starvation,
female head

GSM313160

dcr-2
homozygous,
oxidized

GSM467729

Dmel_wt_sRNAseq

GSM322533

female
head #1

SRR001344

dcr-
2_beta-
eliminated

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

V034

ML-
DmD16c3
cell

GSM609250

ML-DmD32
cell

V138

Male
cold
body

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V074

S3

GSM609225

ML-DmBG3-
C2

GSM385821

OSS_s7

GSM385822

OSS_s8

GSM609217

MLDmD20c5

V085

CME
W2
wing
disc

GSM609241

s2+48 #1

GSM609251

aged
female
head

V091

fGS/OSS
total
Â 

V086

female
body,
aged

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

SRR032094

ago2
knockdown

V008

S2-
DRSC

GSM399101

kc167
cell

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

GSM609242

s2+48 #2

SRR060651

A2_ovaries_Ago3

AGO3

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM609219

GM2 cell

V079

Oxidation,
female
head

V036

ML-
DmD20c5
cell

SRR029028

untreated
(mock)

V006

r2d2 female:
possibly
heterozygous

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609224

female,
one day

GSM609230

CS,ovary,AGO1IP

AGO1

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM371638

S2-NP

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609226

CMEW1
Cl.8+
cell

V136

Male
aged
body

GSM385744

OSS_s2

GSM609237

ago2[414]
ovary
total RNA

V032

S1
cell

GSM609234

CS Â male
total RNA
Â 

SRR001340

IR_beta-
eliminated

GSM379060

SpnE
Heterozygote

SRR001664

homozygous_dcr-
2_untreated

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR060652

hs-
Penelope_testes_total

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

GSM609220

ML-DmD21
cell

..........................................................................TGAAGCTTAATTGTGATTTATGGA............................................................................................................ 24 0 1 7.00 7 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................TGAAGCTTAATTGTGATTTATGGAT........................................................................................................... 25 0 1 5.00 5 0 0 0 0 1 0 0 1 0 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................AGCTTAATTGTGATTTATGGAT........................................................................................................... 22 0 1 4.00 4 0 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................TGAAGCTTAATTGTGATTTATGG............................................................................................................. 23 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................TGAAGCTTAATTGTGATTTATG.............................................................................................................. 22 0 1 3.00 3 0 0 0 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................TTAAAAATCACAATTTAGCCACT.................................................................... 23 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................TGAAGCTTAATTGTGATT.................................................................................................................. 18 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................AGCTTAATTGTGATTTATGGATGT......................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................TGAAGCTTAATTGTGATTTATGGAA........................................................................................................... 25 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................AAACTGAAGCTTAATTGT...................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....AGCGTTGAACGAAAAAAAAAAAAATA................................................................................................................................................................................ 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TTATGGATGTGTATTTTGG................................................................................................ 19 2 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CACGTCGCAACTTGCTTTTTTTTTTTTTATTTAGCATGTGGTACTTGTTGTATTCTAAATAAGCCAGATGTTTGACTTCGAATTAACACTAAATACCTACACATAAAAAATCGTCAATTTTTAGTGTTAAATCGGTGAAACATCCAGCTACTTTGTCGAGTGTTGAGAGTGTGTGTGGTGTTACTTTGTGTAACAATAAGCAAAGT

*****************************************************..((((((((((((.((..(((.(((((((((((.(((.(((..........))).))).))))))))))).))))).))))))))))))....***********************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V086

female
body,
aged

GSM371638

S2-NP

V073

mbn2

GSM609222

ML-DmBG1-
C1

V077

cold,
female
head

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR001347

ago2_untreated

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM609225

ML-DmBG3-
C2

V080

Starvation,
female head

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM609223

male, one
day

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR031692

Total
small
RNAs from
Oregon R

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR065802

Piwi-
IP_zuc_mut_ovaries

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM628272

ago2[414]
ovary
total RNA

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM609217

MLDmD20c5

GSM609224

female,
one day

SRR010954

Aub trans-
heterozygotes,
oxidized

V079

Oxidation,
female
head

SRR010953

Aub
heterozygotes,
oxidized

V074

S3

GSM609230

CS,ovary,AGO1IP

AGO1

V034

ML-
DmD16c3
cell

V078

Desiccation,
female head

GSM609234

CS Â male
total RNA
Â 

SRR001339

WT_females_non-
beta-eliminated

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM609235

CMEL1

GSM609251

aged
female
head

GSM467729

Dmel_wt_sRNAseq

GSM467730

Dmel_r2d2_sRNAseq

GSM467731

Dmel_loq_sRNAseq

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies
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age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM1528798

follicle
cells

SRR001349

heterozygous_dcr-
2_untreated

V091

fGS/OSS
total
Â 

GSM609229

embryo 2-
6hr

V015

DreRFHV148h
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Dcr2 male
(Katsutomo,
whole fly?)

GSM609219

GM2 cell

V146

S1
cell

GSM399101

kc167
cell

SRR001664

homozygous_dcr-
2_untreated

V032

S1
cell

SRR351333

age: 2-
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male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]
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CME
W2
wing
disc

SRR032092

mock
oxidized

GSM399100
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GSM609221
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GSM609226
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Cl.8+
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GSM609237

ago2[414]
ovary
total RNA
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AGO1-
IP,
reseq

AGO1

V008

S2-
DRSC

GSM609227
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cell

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies
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r2d2[1]
ovary
total RNA
Â¬â€ 
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r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM361908
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Biological
Replicate
#2

V037

Felix
sample
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V036

ML-
DmD20c5
cell

SRR097866

Drosophila
S2-NP
cells

SRR029031

loqs-ORF
knockdown

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM609238

embryo
14-24hr

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM385744

OSS_s2

GSM609248

ML-DmD9
cell

V131

ML-
DmD16-
c3

V144

OSC

SRR029028

untreated
(mock)

V006

r2d2 female:
possibly
heterozygous
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Male
cold
body

GSM379061

Squ
Heterozygote

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

GSM385822

OSS_s8

GSM399105

disk #2

V096

loqsKO/f00791
ovary

V137

Male
aged
head

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

GSM609250

ML-DmD32
cell

GSM240749

female
head

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

V038

Felix
sample
S2
only

GSM360257

1st
instar #2

GSM609220

ML-DmD21
cell

.............................................................AGCCAGATGTTTGACTTCGA............................................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................TTTTATTTAGCATGTGGTACTTGTTG............................................................................................................................................................ 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................AATTTTTAGTGTTAAATC......................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:20518168-20518373 + sblock154733 GTGCAGCGTTGA-AC--------------GAAAAAAAAA--------------AA------------------------------AATAAATCGTACACCATGAACAACATAAGA--------------TTTATTCGGTCT--ACAAACTGAAGCT---TAATT-GTGATTTA---TGGA--TGTGTATTTT----------------------------TTAGC--AGTTAAAAATCACAATTT-----AGCCAC-TTTGTAGG-TCGAT---GA-AACAGCTCACAA----CTCTCACACACACCACAATG--AAACACATTGTTATTCGTT-T-CA----
droSim2 3r:20035620-20035821 + GTGCAGCGTTGA-AC--------------GAAAAAAAA-----------------------------------------------AATATATCGTACACCATGAACAACATAAGA--------------TATATTCGGTCT--ACAAACTGAAGCT---TAATT-GTGATTTA---AGGA--TGTGTATTTT----------------------------TTAGC--ACTAAAAAATCACAATTT-----AGCCAA-TTTGTAGG-TCGAT---A--AAAACCACACAA----CTCTCACACACACCACAAGT--AAACACATTGTTATTCGTT-T-CA----
droSec2 scaffold_0:20852331-

20852533 +
GTGCAGCGTTGA-AC--------------GAAAAAAAA-----------------------------------------------AATATATCGTACACCATGAACAACATAAGA--------------TATATTCGGTCT--ACAAACTGAAGCT---TAATT-GTGATTTA---AGGA--TGTGTATTTT----------------------------TTTGC--ACTAAAAAATCACAATTT-----AGCCAA-TTTGTAGG-TCGAT---GA-AAAACCACACAA----CTCTCACACACACCACAAGC--AAACACATTGTTATTCGTT-T-CA----

droYak3 3R:25978390-25978609 - GTGCAGCGTTGA-AC--------------GAAACAAAAAAATATT------------------------TAAAA--AAA-AAAACAAAATATCGTACACCA---ACAACATAAGA--------------TATATTCGGCAT--ACAAACTTGAGCT---TAATT-GTGATTTA---AGGA--TGTGAATTT-----------------------------CAAGC--AACGAAAAATCACAATGA-----AGCCAATTTTGTAGG-CCGAT---GG-AACACCTCACAA----CTCTCACACACACCACAAGT--AAACACATTGTTATTCGTT-T-CA----
droEre2 scaffold_4820:7539865-

7540087 -
GTGCAGCGTTGA-AC--------------GAAACAAAAA--------------A---TCAAA---------AAATTAAAATAAACAAAATATCACACACCATGAACAACATAAGA--------------TATATTCGGCCT--ACAAACATAAGCA---TAATT-GTGATTTA---AGGA--TGTATATTT-----------------------------CAAGT--AGTAATACATCACAATTT-----AGCCAA-TTTGTAGG-CCGAT---GA-AAAACCTCACAA----CTCTCACACACACCACAAGT--AAACACATTGTTATTCGTT-T-CA----

droEug1 scf7180000409881:243916-
244111 +

GTGCAGCGTTGA-AC--------------GAAAAAAA-----------------------------------------------CAAAATATCGTACACCATGAACAACATAAGC------------TATATCTCCGGTCT--ACAAGTTGCAGAT---TTATTACTGATTTCT-------ATATA------GAAACGAATA----ATAATT-----------------GCGAAAATCAC------------------TTGTAGG-CCGGA---AA-AACCACTCACAA----CTCTCACACACACCACAAGT--AAACACATTGTTATTTGTTTT-CA----

droBia1 scf7180000302402:4298325-
4298520 +

GTGCAGCGTTGA-AC--------------GAAAAAAAA------------------A---------------------------CAAAATATCGTACACCATGAACAACATATG---------------TATATTCGGCCT--ACAGGCTGGAGCT---CAATA-GTGATTCG---AGA---TTTG-----------------------------------ATTT--AGTAGAGAATCACTACTG-----GGTT--TCCTGTAGG-CCGGA---GG-AACACCTCACAA----CTCTCACACACACCACAAGT--AAACACATTGTTATTTGTTTT-CA----

droTak1 scf7180000415310:621194-
621396 -

GTGCAGCGTTGA-AC--------------GAAAAAAA-------------------A---------------------------CAAAATATCGTACACCATGAACAACATAAGA--------------TATGTTCGGCCT--ACAAGTTGAAGGT---CAACA-GTGATTTG---AGAA--TAAATGTTT-----------------------------GAAAT--GGTAGAAAATCACTGTTG-----GGTT--TCCTGTAGG-CCGGA---AA-AACACCTCACAA----CTCTCACATACACCACAAGT--AAACACATTGTTATTTGTTTT-CA----

droEle1 scf7180000491194:574916-
575120 +

GTGCAGCGTTGAAAC--------------GAAAAAAAAA--------------A--A-CAAA----------------------AAAAATATCGTACACCATGAACAACATAAGA--------------TATATTCGGCCT--ACAAGAAGAGGCT---CAATT-GTGATTTAA--AGGAAATGTG-------------------------------------GA--AATGGAAAGTCACAATTG-----GGTC--TCCTGT-GG-CCGGA---AA-AACACCTCACAA----CTCTCACATACACCACAAGT--AAACACATAGTTATTTGTTTT-CA----

droRho1 scf7180000779488:616909-
617118 +

GTGCAGCGTTGA-AC--------------GAAAAAAAA------------------ACCAAA---------------------AAAAAATATCGTACACCATGAACAACATAAGA--------------TATATCCGGC-T--ACAAGACGAGGCT---CAATT-GTGATTTG---AAAA--G-AA--TA----------------GT---CAAAT-------GGATAATGGTAAATCACAATTG-----GGTC--TCCTGT-GG-CCGGA---AA-AACACCTCACAA----CTCTCACACACACCACAAGT--AAACACATTGTTATTTGTTTT-CA----

droFic1 scf7180000454106:1794160-
1794367 -

GTGCAGCGTTGA-AC--------------GAAAAAAAA------------------A---------------------------CAAAATATCGTACACCATGAACAACATAAGA--------------AAAATCTGATCT--ACAAACCGAAGCT---AACTT-GTGATTTAA--AGGA--TA----------------------ATAAATAATTTTA----AT---ATGGAAAATCACAATTT-----AGCT--TCCTGTAGG-TTGGA---AA-GACACCCCACAA----CTCTCACACACACCACAAGT--GAACACATTGTTATTTGTTTTTCA----

droKik1 scf7180000302388:1678175-
1678389 -

GTGCAGCGTTGA-AC--------------GAAAAAAAT------------------A---------------------------C---------AACACCATGAACAACATAAGA--------------TGTATCCGGCTC--ACAG-------TATACTCGTC-ATGATCTCC----------TA------GAAACCTATATAAAATATAC-ATTTTAA---TT-AAATTATAAATCAGATCTTAGTGATGTT--TCCTGGGGG-CCGGATT-TA-AACACCTCACAA----CTCTCACACACACCACAAGTGTACACACATTGTTATTTGTTTT-CA----

droAna3 scaffold_13340:4657373-
4657543 -

GTGCAGCGTTGA-AC--------------AAAAAAAAAA--------------AA---AAA-----------------TACAAACAA-AAATCTTACACCATG------------------------------TCTGACTT--G------AAAATT---TAATT-GTGATTTG-----GT--TTT-----------------------------------T-----------TGAATCACAATTA-----AGTT--TT-TTTAAG-CCGGA---AAACACACATTTCAA----CTCTCACACACACCACAAGT--AAACAC---GTTATTTGTT-T-CA----

droBip1 scf7180000396359:532563-
532731 +

GTGCAGCGTTGA-AC--------------AAAAAAAT-------------------A-CAAT---------------------ACA--AAATCCTACACCATG------------------------------TCTGGCTT--A------GAAACT---TAATT-GTGATTTGCAAAAGT--TGTG----------------------------------------------TAAATCACAATTG-----GGTT--TTCTTTAAG-CCGGA---AAACACACATCTCAA----CTCTCACACACACCACAAGT--AAACAC---GTTATTTGTT-T-CA----

dp5 2:1714362-1714589 - GTGCAGCGTTGA-AC--------------GAAAAAAAAA--------------AA---CAAAAAAATTATAAAACTAAA-ACAAGAAAATATTGTAGACCATGAACAACATAAGAAAAACTTACACACGTTTCTCTGGTTTATACAAAATCAAGTT---TCATT-GTGATTGG---AGCC--T-TA--TATT----------------------------TTGGGATAATC--CAATCACAATCA-----AGCT--TCCTGTACAACCCAT-GAGA-GACAATTCACAC---------------------------TACACATTGTTCTTTGTTTTCCA----
droPer2 scaffold_7:1868898-1869125

-
GTGCAGCGTTGA-AC--------------GAAAAAAAAA--------------A----CAAAAAAATTATAAAACTAAA-ACAAGAAAATATTGTACACCATGAACAACATAAGAAAAACTTACACACGTTTCTCTGGTTTATACAAAATGAAGTT---TCATT-GTGATTGG---AGCC--TATATGTT------------------------------CTGGGATAATC--CAATCACAATCA-----AGCT--TCCTGTACAACCCAT-GAGA-GACAATTCACAC---------------------------TACACATTGTTCTTTGTTTTCCA----

droWil2 scf2_1100000004909:8981177-
8981224 +

-----------A-AC--------------GAAAAAGAAA--------------AA------------------------------AGGAAAAGGTAAACCATGAAATGCAAAAAT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------T-TA----

droVir3 scaffold_13047:824128-
824272 +

GTGCAGCGTTGA-CAAATATAGTACCAAC---AAC-----AAATACAAAAAAAA---------------------------AAAAAAAAAACAAAACAAAAAAAACAATACAATA--------------TGTAAC--AC-------------------------------------------------------------------------------------------------------------------------------TCGCA---TA-AACACATCCACAGAAACACACACACACAC---------ACTCACTCTGCTTTTCTTA-T-CT----

droMoj3 scaffold_6540:4819864-
4819991 +

GTGCAGCGTTGA-CAAATATCGTACCAAA---ACA-----AAATACA---------------------CTCAAACAACA-ACAAA-----------------------------------------------------------------AAAACA---CAAGA-ATTATTCA---AAAC-----------------------------------------------A------------------------------------------------------ATATAAA----CACACACACACA-CACAAAT--ACACACAGCTTT--TATTA-T-CTGTTG

droGri2 scaffold_15126:2050792-
2050872 -

-CGCAAAGCAAA-AA-------------------AAAAA--------------AAAA---------------------------T---AAAACACGCAAAACGAGCAA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACAACAATG----CTGTCAATAAAGACACAAAC--TGAAACATA-------------------
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:4298325-4298520
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415310:621194-621396
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ACGTTTACTTAGTACCAAGAATCACACGTTTTTGGAGACGGCATTTTCTATTCGGAAACCTATATAAAAGGTTTTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGTCCAAAGCCGCCATTGCGAAAGGCTTTCATGGGAGCCGCCCTATCAATCGAAACTGCAGTCGGTTACGGGA
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.........................................................................TTGAGCTCCAGTTTGCTGTCG............................................................................................ 21 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................TTTGAGCTCCAGTTTGCTGTCG............................................................................................ 22 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................TCCAGTTTGCTGTCGTGAGCA...................................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........TTAGTACCAAGAATCACACGT............................................................................................................................................................. 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................GCAAACAGCAAAATGTGGTCCAA.................................................................. 23 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TTGCTGTCGTGAGCAAACAGC................................................................................ 21 0 1 2.00 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................CCTATCAATCGAAACTGCAGTCGGT....... 25 0 1 2.00 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................GCGAAAGGCTTTCATGGGA..................................... 19 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................TTTTGAGCTCCAGTTTGCTGT.............................................................................................. 21 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................TATATAAAAGGTTTTGAGCTC......................................................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................GGCTTTCATGGGAGCCGCCCT............................. 21 0 1 2.00 2 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................TATCAATCGAAACTGCAGTCGGTTACGGGA 30 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................AGTTTGCTGTCGTGAGCATC.................................................................................... 20 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TCGGAAACCTATATAAAA..................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................TGAGCAAACAGCAAAATGTGG....................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................AATCGAAACTGCAGTCGGTTACGGGA 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................TTTTGAGCTCCAGTTTGCTGTCG............................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................GCAAACAGCAAAATGTGGTCC.................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................AGGTTTTGAGCTCCAGTTTGC................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................TCATGGGAGCCGCCCTATCAATC...................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................ACAGCAAAATGTGGTCCAAAGCCG............................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................AAGGCTTTCATGGGAGCCGCCC.............................. 22 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................GCATTTTCTATTCGGAAAC............................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TTCGGAAACCTATATAAAAGGTTTTGA............................................................................................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................AAAGCCGCCATTGCGAAAGGC............................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................GCCGCCATTGCGAAAGGCTTT............................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................GCAAAATGTGGTCCAAAGCCG............................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........TTAGTACCAAGAATCACACGTTA........................................................................................................................................................... 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................TCGAAACTGCAGTCGGTTA..... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................AACCTATATAAAAGGTTTTGAGCTCC........................................................................................................ 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TGTCGTGAGCAAACAGCAAAATGTGGTC..................................................................... 28 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................CATTGCGAAAGGCTTTCATGGGA..................................... 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...TTTACTTAGTACCAAGAATCACACGTT............................................................................................................................................................ 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................CATTGCGAAAGGCTTTCATGG....................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................ATCGAAACTGCAGTCGGTTAC.... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................TATATAAAAGGTTTTGAGCTCCAG...................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................TATCAATCGAAACTGCAGTCG......... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................CTATTCGGAAACCTATATAAAAGGTT................................................................................................................. 26 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....TACTTAGTACCAAGAATCACACGTT............................................................................................................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................TTGAGCTCCAGTTTGCTGTCT............................................................................................ 21 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................ATTGCGAAAGGCTTTCATGT....................................... 20 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................GACGGCATTTTCTATTCGGAAACCTA............................................................................................................................ 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................AGCAAAATGTGGTCCAAAGCCGC............................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................CCAGTTTGCTGTCGTGAGCA...................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................GGTTTTGAGCTCCAGTTTGCT................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................AAATGTGGTCCAAAGCCGC............................................................ 19 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................CCCTATCAATCGAAACTG............... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................TCATGGGAGCCGCCCTATCAATCGAA................... 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................CCATTGCGAAAGGCTTTCATGGGA..................................... 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................TAAAAGGTTTTGAGCTCCAGTTTGCTGT.............................................................................................. 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................GGCATTTTCTATTCGGAA................................................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................AATGTGGTCCAAAGCCGCCATTGCGAAAG................................................. 29 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................TTGCGAAAGGCTTTCATGGG...................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TGCAAATGAATCATGGTTCTTAGTGTGCAAAAACCTCTGCCGTAAAAGATAAGCCTTTGGATATATTTTCCAAAACTCGAGGTCAAACGACAGCACTCGTTTGTCGTTTTACACCAGGTTTCGGCGGTAACGCTTTCCGAAAGTACCCTCGGCGGGATAGTTAGCTTTGACGTCAGCCAATGCCCT

*****************************************************************************(((((((...........(((((((.......)))))))...........)))))))................************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM1528798

follicle
cells

GSM609224

female,
one day

SRR029032

r2d2
knockdown

V091

fGS/OSS
total
Â 

GSM609222

ML-DmBG1-
C1

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM609223

male, one
day

GSM609225

ML-DmBG3-
C2

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609219

GM2 cell

V148

mbn2

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

V144

OSC

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V146

S1
cell

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR029031

loqs-ORF
knockdown

V034

ML-
DmD16c3
cell

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM239050

fly heads,
beta-
eliminated

GSM467730

Dmel_r2d2_sRNAseq

GSM399106

female
body #2

GSM609241

s2+48 #1

SRR014277

Ovary_rep1_NA_P

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

SRR097865

Drosophila
S2-NP
cells

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

V015

DreRFHV148h

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V132

ML-
DmD32

V147

1182-
4H
cell

V086

female
body,
aged

V074

S3

SRR031692

Total
small
RNAs from
Oregon R

SRR001349

heterozygous_dcr-
2_untreated

V079

Oxidation,
female
head

V073

mbn2

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM609237

ago2[414]
ovary
total RNA

GSM609217

MLDmD20c5

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

V008

S2-
DRSC

GSM399100

Kc167
cell

V085

CME
W2
wing
disc

V032

S1
cell

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR029633

total
small RNAs
from hen1
homozygous
flies

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609238

embryo
14-24hr

SRR010953

Aub
heterozygotes,
oxidized

V003

dsDcr-1
(katsutomo
RNA)

V036

ML-
DmD20c5
cell

V128

S3

SRR001348

ago2_oxidized

V022

ML-
DmD32
cell

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM628272

ago2[414]
ovary
total RNA

V006

r2d2 female:
possibly
heterozygous

GSE24545

CS ovary
total
RNA

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

V135

CME
W2
(wing
disc
line)

SRR001347

ago2_untreated

GSM286606

2-6h #2
(9)

SRR029028

untreated
(mock)

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

V037

Felix
sample
+mirtrons

V145

S2-
DRSC

..................................................................................................................CAGGTTTCGGCGGTAACGCTTTCCG............................................... 25 0 1 9.00 9 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................GGGATAGTTAGCTTTGACGTC............ 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................CCTCGGCGGGATAGTTAGCTT................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................TTTGACGTCAGCCAATGCCCT 21 0 1 2.00 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................GGCGGGATAGTTAGCTTTGAC............... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................CGGCGGGATAGTTAGCTTTGACGT............. 24 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................CCAGGTTTCGGCGGTAACGCTT................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................ACTCGAGGTCAAACGACAGCA........................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........CATGGTTCTTAGTGTGCAAAA.......................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................GAAAGTACCCTCGGCGGGATAGTTAGCT.................... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................GCTTTGACGTCAGCCAATGCC.. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................ACACCAGGTTTCGGCGGTAACGC..................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................AAAAGATAAGCCTTTGGATA........................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................TTGTCGTTTTACACCAGGTTT................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................GCGGGATAGTTAGCTTTGA................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............GTTCTTAGTGTGCAAAAACCT...................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................CCAGGTTTCGGCGGTAACGCT.................................................... 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................AGTACCCTCGGCGGGATAGTTA....................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..CAAATGAATCATGGTTCTTAGTGTG............................................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................CTCTGCCGTAAAAGATAAGCC................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................CGGGATAGTTAGCTTTGACGT............. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.GCAAATGAATCATGGTTCTTA.................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................GCACTCGTTTGTCGTTTTACA......................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................CAGCACTCGTTTGTCGTTTTA........................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................GCAAAAACCTCTGCCGTAAAA........................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........AATCATGGTTCTTAGTGTGCAAA........................................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................TTTACACCAGGTTTCGGCGGT.......................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:4791612-4791797 + dme_379 ACG-TT----TACTTAGTA-CCAAGAATCACACGTTTTTGG--------AGACGGCA--TTT-TCTAT--------------TCGG----AAACCTATATA--A----------------------AAGGTTTTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGTCCAAAGCCGCC----AT-T---------G-------CGAA----AGG-C---T----TTCATGGGAGCC---G--------C-CCTATCAATCGAAACTGCAGT-CGGTTA-CG--------------GGA
droSim2 2r:5600449-5600637 + dsi_32438 ACG-TT----TACTTAGTA-GCAAGAATCACACGTTTTTGC--------AGACGGCA--TTT-TCTAT--------------TCGG----AAACCTGTATA--A----------------------AAGGTTTTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGTCCAAAGCCGCC----AT-T---------G-------CGAA----AGG-C---T----TTCTTGGGAGCCGCCG--------C-CCCATCAATCGAAACTGCAGT-CGGTTA-CG--------------GGA
droSec2 scaffold_1:2429395-2429583

+
dse_1835 ACG-TT----TACTTAGTA-GCAAGAATCACACGTTTTTGC--------AGACGGCA--TTT-TCTAT--------------TCGG----AAACCTGTATA--A----------------------AAGGTTTTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGTCCAAAGCCGCC----AT-T---------G-------CGAA----AGG-C---T----TTCATGGGAGCCGCCG--------C-CCCATCAATCGAAACTGCAGT-CGGTTA-CG--------------GGA

droYak3 2L:17449448-17449626 + dya_1784 GTG-TT----TACTTATTA-CTAAGAATCACACATTTTTGC--------AGAGGACA--TTT-TCGTT--------------T--G----GAACCTTTGTA--A----------------------AAGGTTTTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTAGTCCAAAGCCGAC----AA-T---------T-------CGAC----AGG-T---G----TTTTGGGG-------G--------C-CCCACTTATCGAAACTGCAGT-CGGTTA--G--------------CGA
droEre2 scaffold_4929:17858134-

17858312 -
der_75 GCG-TT----TACTTAGTA-CTAAGAATCACACATTTTTGC--------AGAGGGCA--TTT-TCTTT--------------T--G----GAAGCTGTGTA--A----------------------AAGGCTTTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGTCCAAAGCCGCC----AA-T---------C-------CGAT----AGG-T---G----CTTTGGGG-------G--------C-CCCAATAATCGAAACTGCAGT-CGGTCC--G--------------GGA

droEug1 scf7180000409183:445681-
445857 +

GAG-TG----C-------A-GTAAGAATCACACATTTTTGA--------AGAGATCA--TTTTTCTAT--------------TCTC----AAACTTGTATA--C----------------------AAGGTTTTGAGCTTCAGTTTGCTGTCGTGAGCAAACAGCAAAATGCGGTCCAAAATCGCC----TG-T---------C-------CGAA----AGG-T---G----TTTTTGGGGG-----T--------C-ACCATAAATCTAAACTGCAGT-TGATTC--G--------------GTT

droBia1 scf7180000302291:2735848-
2736016 +

GAG-TG----C-------A-AAGAGAATCACACATTTTTGC--------AGA--GCA--TTT-TCTAT--------------TC-C----AAACATGTTTA--C----------------------AAGGTTTCGGACTACAGTTTGCTGTCGTGAGCAAACAGCAAAACGTTTTCCGAAGTCGCC-------T---------G-------CGAA----AGT-T---A----CTTTAAGG-------G--------C-ACCACAAATCGAAACTGCAGT-TGGTTT--G--------------GGG

droTak1 scf7180000415386:451360-
451535 -

AGAGTG----C-------A-ATAAGAATCACACATTTTTGC--------AGAGAGCA--TTT-TCTTT--------------TT-A----GAACATGTTTA--C----------------------AAGGTTTTGAACCACAGTTTGCTGTCGTGAGCAAACAGCAAAATGTTTTCCAAAATCGCC----AA-T---------T-------CGAA----AGT-T---A----TTTTGAGG-----GCG--------C-ACCACAAATCTAAACTGCAGT-TGGTTT--G--------------GGA

droEle1 scf7180000490483:67745-
67915 -

GAG-TG----T-------A-TTAAGAATCACACATTTTTGC--------AGAGG-TATATTT-TCTTT--------------TT-C----GAATATGTATA--C----------------------AAGGTTTTGAACTACAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGCCCAAAACTGAA----AA-T---------T-------CAAA----AGG-T---T----TTATTGGG-------G--------C-ACCACAAATCGAAACTGCAGT-TGGTTT--G-----------------

droRho1 scf7180000780108:150187-
150357 +

GAG-AA----T-------A-CTAAGGATTACACATTTTT-C--------AGAGATTA--TTTATCTTT--------------TT-C----AAAAATGTAGA--C----------------------AAGGTTCTGAACTATAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGCCCAGAATCGAA----AT-----------T-------TGAA----AG--T---A----TTTTTGGG-------T--------C-AAAACAAATCGAAACTGCAGT-TGGTTT--G--------------GAC

droFic1 scf7180000453851:1506162-
1506336 -

TAG-TG----T-------A-CTAAGAATCACACATTTTTGC--------AGGGAGCA--TTTTTCTTT--------------TTTA----AAACGTGTAGA--A----------------------AAGGTTTTGAACTTCAGTTTGCTGTCGTGAGCAAACAGCAAAATGCGGCCCAAAACCGCA----AA-T---------T-------CAAA----CAG-A---A----TTTTTGGG-------G--------C-ACTACAAACCGAAACTGCAGT-TGGTTT--G--------------GCA

droKik1 scf7180000302682:1354886-
1355067 +

GAG-TGAGAAC-------T-CTAAGAATCACACATTTTTAGAC------AGAAGGTA--TTT-CCTTT--------------TT-C----GAACCTGTACA--C----------------------AAGGTTCTGGACTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGCTCAGAGCCGAC----TT-T---------C-------CGAA---AACG-T---A--TTTTTTTGGG-------G--------G-ACTACAAATCAAAACTGCAGT-TGGTTT--G--------------GAA

droAna3 scaffold_13266:1225285-
1225478 -

dan_4056 GAG-TT----TACTA------AAAGAATCACACATTTTTGC-CAAAAAAAAAGAGCA--TTT-TTTTTCTTC-TTTCGATTTTCGA----AAAGTTCTGAA--A----------------------ATGGTTTTGAACTTCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGCCCAAAGCCGCC----CATT---------C-------CG-CCGAAACGGG---T----TT----------------------A-ATTACAAATCAAAACTGCAGA-TGATTT--G--------------GAA

droBip1 scf7180000396730:2224843-
2225050 -

GAG-TT----TACT-------TAAGAATCACACATTTTTTGACAA----AAAAAACA--TTT-TTTATGTTCGATTCGAAATTCGAAAAAAAAGGTTCATA--C----------------------AAGGTTTTGAACTCCAATTTGCTGTCGTGAGCAAACAGCAAAATGTGGCCCAAAGCCGCC----AT-T---------C-------CG-CCGAAAGG-T---TGACATTTTGGGT----GG-G--------TATTTCCAAGTCAAAACTGCAGAACGACTT--G--------------GAA

dp5 3:13606076-13606257 - dps_3844 AAA-TT----AATT-------TAAGAATCACACATTTTTGA--------AGATG-CG--TT--TGTTT--------------TA------AGAACTTTGTC--T----------------------GAGATTTTGAACCACAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGCACAAAATGAAC----AT-T---------C-------GG-AT---GGA-CTTTAAGAATTTTGAG---TTAGGG--------G-CCTTCAGATCAAAACTGCAGT-TGGTTT--A--------------GGA
droPer2 scaffold_2:8013574-8013755

+
AAA-TT----AATT-------TAAGAATCACACATTTTTGA--------AGATG-CG--TT--TGTTT--------------TA------AGAACTTTGTC--T----------------------GAGATTTTGAACCACAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGCACAAAATGAAC----AT-T---------C-------GG-AT---GGA-CTTTAAGAATTTTGAG---TTAGGG--------G-CCTTCAGATCAAAACTGCAGT-TGGTTT--A--------------GGA

droWil2 scf2_1100000004510:2696737-
2696874 -

ATT-AT----TTGCTAGTAGAGAAAAAACACACATTTTTTT--------------------G-ATTTT--------------TC-A----GAAAATTCTCATAAAAATTGTTCTCTTTGTCAAATGTGGATTTTGTATCAAATTTTGCTGTCGTGAGCAAACAGCAAAAATTGACACAAAACC---------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_12875:1774788-
1774993 +

dvi_24661 CA--------------------AGGAATCACACATATTTAC--------TGAAAGCA--TTT-GTTTT--------------CC-A----ACACATTCA-G--A----------------------TAGATTTTGAACTCTGTTCTGCTGTCGTGAGCATTCAGCAGAAAATTGTTCAAAATTGAA----AATTT-CCTAC--CTTA----AGAG--------T---AGACTCTTCTGGTCGCTTCCAAAAAAAAAC-AAAAACAACCAAAACTGCAGT-TGGTTA-CGAGGCAACTATTTTCGGT

droMoj3 scaffold_6496:13717196-
13717331 -

dmo_3156 AA----------------------------------------------------------------------------------------------------------------------------TAGATTTTGAACTCTGTTCTGCTGTCGTGAGCATTCAGCAGAAAATTGTTCAAAATTGAATTTAAATTC-CCCAC--TCGAAGAGCGGA----AGG-T---T----TT--CCAA-------A--------C-TTTTAATACCAAAACTGCAGT-TGGGTTAAA-AG-----------AAA

droGri2 scaffold_15112:3869016-
3869173 +

AAA-GT----TATCT------AAAGAATCACACATTTTTTAT-------C-----------------------------------G----AAACCAATA---------------------------TAGATTTTGGACCCTGTTCTGCTGTCGTGAGCATTCAGCAGAAAATTGTTCAAAATTAAA----AATTCATCTACTTT-------CGAA----AG--T---A----------G---TCAAAA--------T-ATTCCAAACCTAAACTGCAGT-TGGTT---------------------
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TTTGTGTTATACATTTAAATAAATACAATATGCAATTGATATGTGAGCCACATCTGCAGTGCCGTCATTTCAATCCAGTTACACCATTTTAATACAAACTGAACTGATATAACATCGATTGAATCGGCTCTGCAGGCGTGCCCCCCTATTTAACTCCCCCCCCCCCCCAAATGTGAAGAATACCTAATATT

************************************............(((.(((((((.((((....(((((((..((((...((.((((........)))).))...))))...))))))).)))).))))))).)))..............*************************************
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heterozygous
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V126
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flies

GSM609218
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total RNA

......................................................................................................................TTGAATCGGCTCTGCAGGCGT.................................................... 21 0 1 29.00 29 6 1 7 2 0 0 0 0 1 0 0 1 0 1 0 1 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 1 0 0 1 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TTGAATCGGCTCTGCAGGCGTG................................................... 22 0 1 5.00 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................TATAACATCGATTGAATCGGCTCTGCA......................................................... 27 0 1 3.00 3 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TTGAATCGGCTCTGCAGGCGTT................................................... 22 1 1 2.00 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TTGAATCGGCTCTGCAGGCGTGT.................................................. 23 1 1 2.00 2 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................TACAATATGCAATTGATATGTGAGCC.............................................................................................................................................. 26 0 2 2.00 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................GATTGAATCGGCTCTGCAGGCGTGC.................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................GAATCGGCTCTGCAGGCGTGC.................................................. 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TTGAATCGGCTCTGCAGGCGG.................................................... 21 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................TGATATAACATCGATTGAATCGGC............................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................ATCTGCAGTGCCGTCATTTCAATC.................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TTGAATCGGCTCTGCAGGCG..................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TTGAATCGGCTCTGCAGGCGTGC.................................................. 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................ATGTGAAGAATACCTAATATT 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TTGAATCGGCTCTGCAGGC...................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................GAATCGGCTCTGCAGGCGTG................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................AATCGGCTCTGCAGGCGTGCC................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................GATTGAATCGGCTCTGCAGG....................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TTGAATCGGCTCTGCAGGCGTA................................................... 22 1 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................TGATATAACATCGATTGAATCGGCTC............................................................. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................TGAATCGGCTCTGCAGGCGTGC.................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................CTGAACTGATATAACATCGAT........................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................ATATAACATCGATTGAAT................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................ATTGAATCGGCTCTGCAGGCGT.................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................CTCTGCAGGCGTGCCCCCCTA........................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................GATTGAATCGGCTCTGCAGGC...................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................TGCAGTGCCGTCATTTCAATC.................................................................................................................... 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................ACATCTGCAGTGCCGTCATTTCAAT..................................................................................................................... 25 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................ATCTGCAGTGCCGTCATTTCAAT..................................................................................................................... 23 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................TATGTGAGCCACATCTGCAGT................................................................................................................................... 21 0 2 0.50 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AAACACAATATGTAAATTTATTTATGTTATACGTTAACTATACACTCGGTGTAGACGTCACGGCAGTAAAGTTAGGTCAATGTGGTAAAATTATGTTTGACTTGACTATATTGTAGCTAACTTAGCCGAGACGTCCGCACGGGGGGATAAATTGAGGGGGGGGGGGGGTTTACACTTCTTATGGATTATAA

*************************************............(((.(((((((.((((....(((((((..((((...((.((((........)))).))...))))...))))))).)))).))))))).)))..............************************************
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..................................................................................................GACTTGACTATATTGTAGCTAA....................................................................... 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................GCAGTAAAGTTAGGTCAATGTGGTAA....................................................................................................... 26 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................CGGTGTAGACGTCACGGCAGTAAAGT....................................................................................................................... 26 0 2 1.50 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................TGAGGGGGGGGGGGGGTT..................... 18 0 2 1.50 3 0 0 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................GAGGGGGGGGGGGGGTTTA................... 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................GACTTGACTATATTGTAGCTA........................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................AGCTAACTTAGCCGAGACGTC........................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................CGGCAGTAAAGTTAGGTCAAT.............................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................AGACGTCACGGCAGTAAAGTTAGGT.................................................................................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................AGTTAGGTCAATGTGGTAAA...................................................................................................... 20 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TGTAGACGTCACGGCAGTAAA......................................................................................................................... 21 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................GGTTCCGCACGGGGGGATAA......................................... 20 3 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................GTAAAGTTAGGTCAATGTGGT......................................................................................................... 21 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:618751-618942 + dme_258 ATT-TGTG----TTATACA----TTTAAATAAATACAAT-ATGCAAT-----TGAT----ATGTGAGCCACATCTGCAGTGCCGTCATTTCAATCCAGTT--------------------ACACCATTTTAATACAAACTGAACTGATATAACATCGATTGAATCGGCTCTGCAGGCGTGCCCCCCTATTTAACTCCCCCCCCCCCCCAAATGTGAAGAATACCTAATATT
droSim2 x:15367425-15367573 - ATT-TGTG----TTATACA----TTTGAATAAGTACAAT-ATGCA---------AT----ATGTGAGCCGCATCTGCAGTGCCGTCATTCCAATCCAGTT--------------------ACACCATTTGAATACAAACTGAACTGG---------AATTGAATCGGCTCTACAGGCGTGCCCCCCACTTAAACTTCCCCC------------------------------
droSec2 scaffold_17:74738-74899 - ATA-TGTG----TTATACA----TTTGAATAAGTACAAT-ATGCAAT-----TGAT----ATGTGAGCCGCATCTGCAGTGCCGTCATTTCAATCCAGTT--------------------ACACCATTTGAATACAAACTGAACTGATATAACATCGATTGAATCGGCTCTACAGGCGTGCCCCCCACTTAAACTTCCCCC------------------------------
droYak3 X:10378018-10378170 - ATT-TGTG----TTATACA----GTTGAATAAGTACAAA-ATGAGAT-----TGGT----ATGTGAGCCACATCTGGAGTACCGTCAATTCAATCTA-----GCCAAAGACGTGCAAGTTACACAATTTGGATACGAAC-----TGATGTAACATCGATTGAATTGGTGCTACAGACGGGCC-------------------------------------------------
droEre2 scaffold_4690:10839933-

10840071 +
ATT-TGTG----TTACACA----GTTGAATGAGTACAAA-ATGAGAT-----TGGT----ATGTGAGCCACATCTGGAGTGCCGTCAATGCAATCCAGATAAAGC-----CGTGCCAGTTACACAGTTTGGATACAAAC-----TGACATAACATCGATTGAATTGAC---------------------------------------------------------------

droEug1 scf7180000409008:1361200-
1361259 +

ATT-TTTT----TTATATAAATAGTTCGATCAGTACATA-G--ATAT-----T---------------------------AATGA-----TAATTCAGATACACC------------------------------------------------------------------------------------------------------------------------------

droBia1 scf7180000302126:751351-
751367 +

ATC-GGTA----TTATATA----GTT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000413933:22531-22590
+

ATT-TGGA----TTATATA----GTTGGATCAGTTCAAA-G--ATAT-----CAAC----ACGAGGGTCACATCCGCATTG------------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000491242:14622-14698
-

ACG-TGTA----TTATACA----TTTGTATCAGTACAAG-AT---AT-----TGAT----ATGT-AGACACATCTGCAGTACCGC-----CAATCCAGTTAAACC------------------------------------------------------------------------------------------------------------------------------

droRho1 scf7180000758301:906-983 - ATG-TGTA----TTATACA----TTTTAATCAGTACAAA-A---AAT-----TGAT----ATGTAAGCCACATCTGCAGTACTGC-----CGATCCAGTTAAACC------------------------------------------------------------------------------------------------------------------------------
droKik1 scf7180000302698:48001-48039

+
ATGTTGTA----TTATATT----ATAGAATCAGTTAAAAAATATA---------GT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droAna3 scaffold_13137:705070-705087
+

ATA-TACA----ATATATA----GTCA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBip1 scf7180000395125:7890-7913 + AGG-TTTA----ATATGTG----GTTAGATCAA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
dp5 2:7803797-7803827 - ATT-TGTA----TTATATAT--ATTTAAATCAGTATAA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droPer2 scaffold_22:354290-354353 + ATT-TGTA----TTATATA----TAT--ATCAGTATAAG-AAGA--ATGATGAATTGGATGTG----GAAGATATGCACTGC-----------------------------------------------------------------------------------------------------------------------------------------------------
droWil2 scf2_1100000004909:9137444-

9137449 +
ATA-TAT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_12970:7627003-
7627118 +

ATA-TGTGTGTATTATATAT--ATTCATGTGAGTATATA-AAGAAAG-----AAATAAATGTG--ATTTAC----ACTACGCAATTGTTTAACTACAGT---------------------ACTCTAT-----------------------AACA-----------------ACAAACAAGCC---------AAGTTGTTAT------------------------------

droGri2 scaffold_15203:6990624-
6990647 -

ATA-TGTGTGTATTATACA----TATAGA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

Generated: 09/09/2015 at 02:14 AM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:7627003-7627118
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15203:6990624-6990647
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TAGTTAAATAAACACTAATATTTAATAGTAGAACTCGGATCGTTCGATACCTTTATCAGTTGGACGTTAGACGCCGTCTGAGTTTCAGGGGTTGCGTTTGCCGTTTGGCTGCTGCACAAATTTTGGTCACTGAACTTTCCGTATGTGTTGCGCCATTGATAAC
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...........................................................................................TTGCGTTTGCCGTTTGGCTGC................................................... 21 0 1 8.00 8 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TTGCGTTTGCCGTTTGGCTG.................................................... 20 0 1 5.00 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TTGCGTTTGCCGTTTGGCTGCT.................................................. 22 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................CGTCTGAGTTTCAGGGGTTGC.................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................ATTTTGGTCACTGAACTTTCCG...................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................GTTGGACGTTAGACGCCGTCTGA.................................................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................AGACGCCGTCTGAGTTTCAGG.......................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................TGCGTTTGCCGTTTGGCTGCT.................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................CTCGGATCGTTCGATACCTTT............................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................TTAATAGTAGAACTCGGATCG......................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................TGAGTTTCAGGGGTTGC.................................................................... 17 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................TCAGTTGGACGTTAGACGCCGT...................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................AGTTGGACGTTAGACGCCGTC..................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................ACTCGGATCGTTCGATAC................................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................GTTGCGTTTGCCGTTTGGCT..................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................CCTTTATCAGTTGGACGTTAGA............................................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................ATCAGTTGGACGTTAGACGCCGT...................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................GTCTGAGTTTCAGGGGTTGCG................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................CAGTTGGACGTTAGACGCCGT...................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................GACGTTAGACGCCGTCTGAGT................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................CTGAGTTTCAGGGGTTGCGTTTGA.............................................................. 24 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................TCAGGGGTTGCGTTTGCCGTTTGGC...................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TATCAGTTGGACGTTAGACGC......................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................CGCCGTCTGAGTTTCAGGATC....................................................................... 21 3 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ATCAATTTATTTGTGATTATAAATTATCATCTTGAGCCTAGCAAGCTATGGAAATAGTCAACCTGCAATCTGCGGCAGACTCAAAGTCCCCAACGCAAACGGCAAACCGACGACGTGTTTAAAACCAGTGACTTGAAAGGCATACACAACGCGGTAACTATTG

*************************************...............((((((((((.(((((((..(((((...)))))....))))))).))))))))))...............*****************************************
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.........................................................................GGCAGACTCAAAGTCCCC........................................................................ 18 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................GTCAACCTGCAATCTGCGGCAGA.................................................................................... 23 0 1 3.00 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................AGTCAACCTGCAATCTGC.......................................................................................... 18 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................ATCATCTTGAGCCTAGCA........................................................................................................................ 18 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................CTGCAATCTGCGGCAGACTCA................................................................................ 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................TATCATCTTGAGCCTAGCAA....................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................TCAACCTGCAATCTGCGGCAGAC................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................CAACCTGCAATCTGCGGCAG..................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................TCTTGAGCCTAGCAAGCTATG................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................CAACCTGCAATCTGCGGCAGA.................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................TCAACCTGCAATCTGCGGCAGACT.................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................ATCATCTTGAGCCTAGCAAGCTATGGA............................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................GGAAATAGTCAACCTGCAA............................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................GGAAATAGTCAACCTGCA................................................................................................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................CAACCTGCAATCTGCGGCAGACTCAAAGT............................................................................ 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................GTCAACCTGCAATCTGCGGCAG..................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................ACAACGCGGTAACTATTG 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................TATAAATTATCATCTTGAGCCTA........................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................CAATCTGCGGCAGACTCA................................................................................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................TATGGAAATAGTCAACCTGC................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................TGAAAGGCATACACAACGCGGTAA...... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................ATGGAAATAGTCAACCTGC................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................GCTATGGAAATAGTCAAC..................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GAAATAGTCAACCTGCAA............................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................TGCAATCTGCGGCAGACTC................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................GTCAACCTGCAATCTGCG......................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................GGAAATAGTCAACCTGCAATCTGCGGCAG..................................................................................... 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................TGACGTGTTTAAAACCAGTGAC............................... 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................ATCTGCGGCAGACTCAAAGTCCCC........................................................................ 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................TGCAATCTGCGGCAGACTCAAA.............................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................CTGGAAATAGTCAACCTGCAA............................................................................................... 21 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................TAGTCAACCTGCAATCTGC.......................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................GTGTTTAAAACCAGTGACTTGAAAGGCA..................... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................AGGCATACACAACGCGGT........ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................AGTCAACCTGCAATCTGCGGCAGAC................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................CTAGCAAGCTATGGAAATAG.......................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................CTGCAATCTGCGGCAGACTC................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................GACTTGAAAGGCATACACAACGCGG......... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................GCTATGGAAATAGTCAACCTG.................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................AGCAAGCTATGGAAATAGT......................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................ACAGACTCAAAGTCCCCA....................................................................... 18 1 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:11689465-11689627 + sblock103084 TAGTTA-----AAT----------AAA-CACTAA-------------------TATTTAATAGTAG-AA--------------------------CTCGGATCGTTCGATACCTTTATCAGTTGGACGTTAGACGCCGT---CTGAG---T------TTCAGGGGTTGCGTTTG-------------CCGTT-TGG---CTGCTGCACAA-----------ATTTTGGTCACTGAACTTT--CCGT--AT----GTGTT--GCGCCATTGATAAC
droSim2 3l:11397411-11397580 + TAGTTA-----AGA----------AAC-CACTAA-------------------TATTTAATAGTAG-AA--------------------------CTCGGATCGTGCGATACCTTTATCAGTTGGACGTTAGACGCCGT---CTGAA---T------TTCAGGGGTTGCGTTTGGCGTTTGC------CGTT-TGG---CTGCTGCACAG-----------AAATTGGTCACTGAACTTT--CCGT--AT----GCGTT--GCGCCATTGATAAC
droSec2 scaffold_0:3875873-3876042

+
TAGTTA-----AGA----------AAA-CACTAA-------------------TATTTAATAGTAT-AA--------------------------CTAGGATCGTTCGATACCTTTATCAGTTGGACGTTAGATGCCGT---CTGAG---T------TTCAGGGGTTGCGTTTGGCGTTTGC------CGTT-TGG---CTGCTGCACAG-----------AAATTGGTCACTGAACTTT--CCGT--AT----GCGTT--GCGCCATTGATAAC

droYak3 3L:11719718-11719918 + TAGTTA-----ACAACAGTTAAGAAAG-TAATAC-------------------TATTTAATAGTAG-AA-----CACAAGCTGCCTGC------ACTCGGAACGCTCGATACCTTTATCAGTTGGCCGTTGGACGCCGT---CTGAG---T------TTCAGGGGTTGCGTTTGCTGTTTGCCGTTGGCGTT-TGG---CTGCTGCACAG-----------AAATTGGTCACTGAACTTT--CCGT--GT----GTGTT--GCGCCATTGATAAC
droEre2 scaffold_4784:11672162-

11672333 +
TAGTTA-----ACA----------A-G-TAGTAA-------------------TATTTAG---TAG-AA-----CACA-ACTGCC---------ACTCGGACAGTTCAATA-CTTTATCAGTTGGCCGTTAGACGCCGT---CTGAGGAGT------TTCAGGGGTTGCGTTTG-------------GCGTT-TGG---CTGCTGCACAG-----------AAATTGGTCACTGAACTTT--GCGT--GT----GTGTT--GCGCCATTGATAAC

droEug1 scf7180000409711:3565258-
3565442 +

TAGTTA-----ACA----------ATATTAATAT-------------------TATTTAA---TAT-AA---CACACAAGCTTGAC-G------ATTCGGA-CGTTCGATACCTTTATCAGTTGGACGTTAGACACTGT---CTGAATGGTTTCAACTTCAGGGGTTGCGTTTT-------------GTGTT-TGG---CTGCTGCACAA-----------AAATTGGTCACTGAACTTT--CCGT--GT----GTGTT--GCGCCATTGATAAC

droBia1 scf7180000302334:131767-
131960 +

TAGTTA-----GCA----------AAAACAGTACTACTACTACACTATTTATTTATTTAA--ATAT-AA-----CACAAGCTGCGCGG------ACCCGGACGGTTCGATACCTTTGTCAGTTGGACGTTAGACGCAGT---CTGAC----------TTCAGGGGTTGCGATTC-------------GCGTT-TGG---CTGCTGCA-AG-----------AAATTGGTCACTGAACTTT--CCGT--GT----GTGTT--GCGCCATTGATAAC

droTak1 scf7180000414445:514964-
515141 -

TAGCTA-----ACA----------AATATAGTAC-------------------TATTTAA--ATA--AA---TACTCGAGCTGTGCGG------ATTGGGATCGTTCGATACCTTTATCAGTTGGACGTTAGACGCTGT---CTGAA---T------TTCAGGGGTTGCGTTTC-------------GCGTT-TGG---CTGCTGCACAG-----------AAATTGGTCACTGAACTTT--CCGT--AT----GTGTT--GCGCCATTGATAAC

droEle1 scf7180000490993:2107296-
2107484 -

TGGTTA-----ACA----------AAACAACTAC-------------------TATTTAA--ATAT-AA---TACAGAAACCGCGA-G------ATTGGAATCGTTCGATACCTTTATCAGTTGGACGTCAGACGCTGT---CTGAA---T------TTCAGGGGTTGCGTTTT-------------GCGTT-TGG---CTGCTGCACAGAAACAACATAGAAATTGGTCAGTGAACTTT--CCGT--TT----GTGTT--GCGCCATTGATAAC

droRho1 scf7180000767448:131194-
131385 -

TGGTTA-----ACC----------AAACAACAAA-------------------TATTTAA--ATAT-AACACTACACAAACTGCGA-G------ATTGGATTCGTTCGATACCTTTATCAGTTGGACGTTAGACGCGGT---CTGAA---T------TTCAGGGGTTGCGTTTT-------------GTGTT-TGG---CTGCTGCACAGAAACAACACAGAAATTGGTCACTGAACTTT--CCGT--TT----GTGTT--GCGCCATTGATAAC

droFic1 scf7180000454113:3011599-
3011780 -

TAGTTA-----ACA----------AAACTAATTT-------------------TATTTAATCGTAT-AA---TACACAAAGTGCTCG-------GCTCGGATCGTTCGATACCTTTATCAGTTGAACGTTAGACGCGGT---CTGAA---T------TTCAGGGGTTGCGTTTT-------------GCCTT-TGG---CTGCTGCACGC---------AGAAATTGGTCACTGAACTTT--CCGT--TT----GTGTT--GCGCCATTGATAAC

droKik1 scf7180000302391:1149709-
1149883 -

TAATTT-----ACA----------C---GA--AT-------------------TGTTTAATG--AAAAA-----CACT--TTGTTCGGCTTATTAT-TTGATCGTTCAACTTCTTTATCAGTTAAACGTTAGACGCCGT---CTGAT---T-CCGAGTCTAG-GGGTGTGTTTT--------------CGTT-TGG---CTGCTGCA--G-----------AAATTGGTCACTGAACT----CCGT--AT----GTGTT--GCGCCATTGATAAT

droAna3 scaffold_13337:5952636-
5952795 +

AAATTC-----CCA----------AAATAA--AT-------------------TATTTAATG--AG-AG-----------CTGT-TGT------TTTCGGATCGTTCGACACCTTTATCAGTTGGACGTTAGACGCCTT---CTGAC----------TTCGGGGGTTGCGAT-------------------T-TGG---CTGCTGCACAG-----------AAATTGGTCACTGAACTTT--CCG---AT----GTGTT--GCGCCATTGATAAC

droBip1 scf7180000396518:16748-
16911 +

-AGTTAAATTCACA----------AAATAA--AT-------------------TATTTAATG--AG-AG-----------CTAT-TGT------TTTGGCATCGTTCGACACCTTTATCAGTTGGACGTTAGACGCCTA---CTGAC----------TTCGGGGGTTGCGAT-------------------T-TGG---CTGCTGCACAG-----------AAATTGGTCACTGAACTTT--CCGA---A----GTGTT--GCGCCATTGATAAC

dp5 XR_group6:10003211-10003316
-

T--------------------------------------------------------------------------------------------------------------------------GAACGTTAAGTGCTGT---CTGGG----------TTCGGGGGTTGCGCCTG-------------CTGCT---G---CTGCTGCACAGA----------AAATTGGTCACTGAACTTT--C-GTATACTCGCACGTT--GCGCCATTGATAAC

droPer2 scaffold_61:283649-283757 - T--------------------------------------------------------------------------------------------------------------------------GAACGTTAAGTGCTGT---CTGGG----------TTCGGGGGTTGCGCCTG-------------CTGCTGCTG---CTGCTGCACAGA----------AAATTGGTCACTGAACTTT--C-GTATACTCGCACGTT--GCGCCATTGATAAC
droWil2 scf2_1100000004762:2659314-

2659420 -
TTATCA-----G------------------------------------------------------------------------------------------------------------GTTGA---------ACTGTCTGCTTG----C------TTCAGGGGTTGCACT-A-------------CAATTGGTTTTGTTTC------------------GATTTGGTCAGTGAACTTG--T-GTGTTTG-TGTTGTTGCGCGCCATTGATAAC

droVir3 scaffold_13049:23903450-
23903547 -

CAGTT----------------------------------------------------------------------------------------------------------------------CAAATTTAAATGCTGC---TTG-----C------CTCAGGGGTTG-------------------------------CTGTTGCACGA-----------AAATTGGTCAGTGAACTCAGCT-GAAGCAGCTGTTGTT--GCGCCATTGATAAC

droMoj3 scaffold_6680:18531518-
18531618 -

TAA-------------------------------------------------------------------------------------------------------------------CAGTTCAAATTTAAATGCGG----CTATG----------CTCAGGGGTTGCAGTT-------------------------------GCACTA---------CGGAATTGGTCAGTGAACTTT--T-GAAGCAGCTGTTGTT--GCGCCATTGATAAC

droGri2 scaffold_15110:9775747-
9775807 +

---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------G---CCGTTGCACTA-----------AAATTGGTCAGTGAACTTT--T-GAAGCAGCTGTTGTT--GCGCCATTGATAAC
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CGAAGGCAATATTCCCGAGCACCAACAGGCGGATAAGGATATTAAACCAGGTGCGTTAAGTGTTATGGTTTATATACTAGATTTTAATTAAACATTTTTCGCAGCCCCCATTCGAAGTGCGAATAAGAGCCCGTTGATCATCAGTCAGAAAATC

**************************************************.((((..(((((((.(((((...............))))))))))))..)))).**************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V091

fGS/OSS
total
Â 

GSM628272

ago2[414]
ovary
total RNA

GSM609229

embryo 2-
6hr

GSM385744

OSS_s2

V096

loqsKO/f00791
ovary

V137

Male
aged
head

SRR010956

Piwi IP in
Ago3
heterozygotes

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR060651

A2_ovaries_Ago3

AGO3

SRR060652

hs-
Penelope_testes_total

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

GSE24545

CS ovary
total
RNA

GSM609237

ago2[414]
ovary
total RNA

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2
V074

S3

GSM385822

OSS_s8

SRR060645

yw67c23(2)_testes_total

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V140

Dessication_female_body

V142

Oxidation_female_body

GSM609222

ML-DmBG1-
C1

V086

female
body,
aged

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

SRR029633

total
small RNAs
from hen1
homozygous
flies

V078

Desiccation,
female head

GSM609224

female,
one day

GSM379065

Zuc
Heterozygote

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR065800

zuc_H-
Y_ovaries

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V141

Heat_female_body

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609219

GM2 cell

V079

Oxidation,
female
head

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM609234

CS Â male
total RNA
Â 

GSM609225

ML-DmBG3-
C2

GSM609223

male, one
day

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM609238

embryo
14-24hr

V138

Male
cold
body

GSM343287

Drosophila
Toll 10b
mutant
embryos

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

V073

mbn2

GSM379050

Armi
Heterozygote

GSM379051

Armi
Mutant

GSM379053

Aub
Mutant

GSM379059

Piwi
Mutant

GSM379061

Squ
Heterozygote

GSM467729

Dmel_wt_sRNAseq

GSM286611

6-10h #2
(11)

GSM286613

0-1hr #1
(A)

GSM272653

KC -48 #1

S6

0-1,2-
6,6-
10h
embryo

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

SRR014273

Ovary_rep1_Har_P

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR014282

Ovary_rep1_wK_P

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR060643

A2_testes_total

SRR060644

A2_ovaries_total

SRR060649

A2_ovaries_FLAG-
Piwi

SRR065806

Piwi-
IP_squ_mut_ovaries

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM399100

Kc167
cell

V032

S1
cell

V077

cold,
female
head

V127

G2

V130

ML-
DmBG3-
c2

V133

Sg4

V139

Cold_female_body
V144

OSC

V147

1182-
4H
cell

V148

mbn2

GSM371638

S2-NP

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM286602

male body

SRR001349

heterozygous_dcr-
2_untreated

GSM286605

2-6h #1
(8)

GSM609248

ML-DmD9
cell

V031

GM2
cell

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V145

S2-
DRSC

SRR029033

lacZ
knockdown

V008

S2-
DRSC

GSM609217

MLDmD20c5

SRR001348

ago2_oxidized

GSM609230

CS,ovary,AGO1IP

AGO1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR001347

ago2_untreated

SRR031692

Total
small
RNAs from
Oregon R

GSM343833

S2R+ cell

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR010953

Aub
heterozygotes,
oxidized

GSM609227

CMEW1
Cl.8+
cell

GSM609239

IR- 2-
18hr

SRR001341

WT_males_non-
beta-
eliminated

SRR097865

Drosophila
S2-NP
cells

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

..................................................GTGCGTTAAGTGTTATGGTTTATA................................................................................ 24 0 1 19.00 19 0 2 0 0 0 0 0 1 0 1 0 0 1 0 0 0 1 0 1 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGCGTTAAGTGTTATGGTTTATATAC............................................................................. 27 0 1 10.00 10 0 1 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGCGTTAAGTGTTATGG...................................................................................... 18 0 1 8.00 8 0 0 2 0 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGCGTTAAGTGTTATGGTT.................................................................................... 20 0 1 7.00 7 0 0 0 0 0 1 0 0 0 0 0 3 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGCGTTAAGTGTTATGGT..................................................................................... 19 0 1 7.00 7 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGCGTTAAGTGTTATGGTTTATAT............................................................................... 25 0 1 4.00 4 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................TAAGAGCCCGTTGATCATCAGTCAGA..... 26 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................CCCCATTCGAAGTGCGAATAAGAGCC....................... 26 0 1 3.00 3 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGCGTTAAGTGTTATGGTTTAT................................................................................. 23 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................TTCGAAGTGCGAATAAGAGCCCGTTGA................. 27 0 1 2.00 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................CGTTGATCATCAGTCAGAAAATA 23 1 1 2.00 2 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGCGTTAAGTGTTATGGTTT................................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............TCCCGAGCACCAACAGGCGGATAAGGA................................................................................................................... 27 0 1 2.00 2 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................GAGCACCAACAGGCGGATAAGGAT.................................................................................................................. 24 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................TAAGAGCCCGTTGATCATCAGTCAG...... 25 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................GAATAAGAGCCCGTTGATCATCAGTC........ 26 0 1 2.00 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TGCGAATAAGAGCCCGTTGATCATC............ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................GCCCCCATTCGAAGTGCGAATA............................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................GCCCGTTGATCATCAGTCAGAAAAT. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................CAGGTGCGTTAAGTGTTA......................................................................................... 18 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................CAGGCGGATAAGGATATC............................................................................................................... 18 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TGCGAATAAGAGCCCGTTGATCATCAGT......... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........TTCCCGAGCACCAACAGGCGGATAAGGA................................................................................................................... 28 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................CCCGTTGATCATCAGTCAGAAA... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................GCACCAACAGGCGGATAAGG.................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................CAACAGGCGGATAAGGATATTAAACCAGC....................................................................................................... 29 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............CGAGCACCAACAGGCGGATAACT.................................................................................................................... 23 2 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................TAAGAGCCCGTTGATCATCAGTCG....... 24 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGCGTTAAGTGTTATGGTTTA.................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........TATTCCCGAGCACCAACAGGCGGA......................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................ATTCGAAGTGCGAATAAGA.......................... 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................GAGCCCGTTGATCATCAGTCAGAAAAT. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................AAGAGCCCGTTGATCATCAG.......... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........ATATTCCCGAGCACCAACA............................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................CCAACAGGCGGATAAGGATA................................................................................................................. 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TGCGAATAAGAGCCCGTTGAT................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................TTCGAAGTGCGAATAAGAGCCC...................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................TTAATTAAACATTTTTCGCAG.................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......AATATTCCCGAGCACCAACAGGCGGG......................................................................................................................... 26 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................CCCCATTCGAAGTGCGAATAAGAGCCC...................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................AATAAGAGCCCGTTGATCATCAGT......... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................TAAGAGCCCGTTGATCATCAGTCAGAAAAT. 30 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........TTCCCGAGCACCAACAGGC............................................................................................................................ 19 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................GAATAAGAGCCCGTTGATCATCAGTCA....... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................AATAAGAGCCCGTTGATCATCAGTCAGA..... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGCGTTAAGTGTTATGGTTTATATA.............................................................................. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................AAGAGCCCGTTGATCATCAGTC........ 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................AGCCCCCATTCGAAGTGCGAAT.............................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................GAATAAGAGCCCGTTGATCA.............. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................GTGCGAATAAGAGCCCGTTGATCATC............ 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................CATTCGAAGTGCGAATAAGAGCCCGTTG.................. 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................AGGCGGATAAGGATATTAAAC........................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................GCGAATAAGAGCCCGTTGATCATCAG.......... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................TTCGAAGTGCGAATAAGAGCCCGTT................... 25 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGCGTTAAGTGTTATGGTTTATATACT............................................................................ 28 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................CAACAGGCGGATAAGGATATTAAACCA......................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........ATTCCCGAGCACCAACAGGCG........................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................TATGGTTTATATACTAGATTTTA.................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................AAGAGCCCGTTGATCATCAGT......... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................AAGTGCGAATAAGAGCCCGTTGATCA.............. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................CGGATAAGGATATTAAACCAG........................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........TATTCCCGAGCACCAACAGGCGGATAAG..................................................................................................................... 28 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................ACAGGCGGATAAGGATATTAA............................................................................................................. 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................AACAGGCGGATAAGGATATTAAACCAGC....................................................................................................... 28 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GCTTCCGTTATAAGGGCTCGTGGTTGTCCGCCTATTCCTATAATTTGGTCCACGCAATTCACAATACCAAATATATGATCTAAAATTAATTTGTAAAAAGCGTCGGGGGTAAGCTTCACGCTTATTCTCGGGCAACTAGTAGTCAGTCTTTTAG
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.............................................................................................................................TCTCGGGCAACTAGTAGTCAGTCTT.... 25 0 1 3.00 3 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................CGCTTATTCTCGGGCAACTAGTAGT........... 25 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................CACGCTTATTCTCGGGCAACTAGTAG............ 26 0 1 2.00 2 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................TCTCGGGCAACTAGTAGTCAGTCTTTT.. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................CGGGCAACTAGTAGTCAGTCTTTT.. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....CGTTATAAGGGCTCGTGGTTG................................................................................................................................ 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................TATTCTCGGGCAACTAGTAGT........... 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................GGGGGTAAGCTTCACGCTTAT............................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................ACGCTTATTCTCGGGCAACTA................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:10036635-10036788 - CG8233_in6 CGAAGGCAATATTCCCGAGCACCAA---CA---------GGCGGATAAGGA------------------------------------TATTAAACCAGGTG-----------------CGTTAA-GTGT------------------TAT---------GGTTTATATA--CTA---------G-AT----TTTAA----TTAAA-----CATTTTTCGCAGCCCCCATTCGAAGTGCG---AATAAGAGCCCGTTGATCATCAGTCAGAAAATC
droSim2 2r:10743591-10743744 - CGAAGGCAACATTCCCGAGCAGCAA---CA---------GGCGGACAAGGA------------------------------------AATTAAACCAGGTG-----------------CGTTAA-GTGT------------------TAT---------GGTTTATATA--CTA---------G-AT----TTTAA----TTAAA-----CATTTTTCGTAGCCCCCATTCGAAGTGCC---AATAAGAGCCCGTTGATCATCAGTCAGAAAATC
droSec2 scaffold_1:7544341-7544494

-
CGAAGGCAACATTCCCGAGCAGCAA---CA---------GGCGGACAAGGA------------------------------------AATTAAACCAGGTG-----------------CGTTAA-GTGT------------------TAT---------GGTTTATATA--CTA---------G-AT----TTTAA----TTAAA-----CATTTTTTATAGCCCCCATTCGAAGTGCC---AATAAGAGCCCGTTGATCATCAGTCAGAAAATC

droYak3 2R:9972844-9972996 - CGAAGGCAACATCCCCGAGCATCAA---CA---------GGCGGATAAGGA------------------------------------TATAAAATCAGGTA-----------------CATTAA-GTGC------------------TAT---------ACTTTTTATT--TTC---------A-AT----TTTAA----TTAAA-----TA-TTTTTGCAGCCCCCATTCGAAGTGCC---AGTAAGAGCCCGCTGATCATCAGTCAGAAAATC
droEre2 scaffold_4845:15801171-

15801324 +
CGAAGGCAACATCCCCGATCATCAA---CA---------GGCGGATAAGGA------------------------------------TATTAAGCCAGGTA-----------------CATAAA-GTGG------------------AAT---------GGCTTTTAGT--CTC---------A-AT----TTTAA----TCAAA-----TATTTTTCACAGCCCCCATTCGAAGTGCC---AATAAGAGCCCGCTGATCATCAGTCAGAAAATC

droEug1 scf7180000409462:2803583-
2803739 +

CGAAGGAAATATCCCGGAACATCAA---CA---------AGTTGATAAGGA------------------------------------AATTAAACCAGGTT-----------------TGTTAA-ATGA------------------CAT---------CATTTTTATAATCTT---------G-AT----ATTAAC---TTTTC-----TTTTTTTTAAAGCTTCCATTCGTAGCGCG---AATAAGAGTCCACTGATTATCAGTCAGAAGATC

droBia1 scf7180000301592:182038-
182193 -

CGAGGGTAACATTCCCGAGCATCAA---CA---------GGCGGACAAGGA------------------------------------TATTAAACCAGGTG-----------------GGTTGA-ATAG------------------TAT---------TTTCTGTGTGCTCAT---------G-AT----TTTAA----TTTAA-----AATGTTTTACAGCCCCCATTCGAAGCGCC---AATAAGAGCCCTTTGATCATAAGTCAGAAGATC

droTak1 scf7180000414188:8400-8488
-

TT--------------------------------------------------------------------------------------------------------------------------------------------------GC---------GATTTACATC--ACA-----------------ATTAA----TTCCA-----AATATTTTACAGCTCCCATTCGTAGCGCC---AATAAGAGCCCACTGATAATCAGTCAGAAGATT

droEle1 scf7180000491349:835212-
835371 +

CGAAGGCAACATTCCCGAGCATCAA---CA---------GGCGGATAAGGA------------------------------------TGTTAAGCCAGGTT-----------------TGACCT-AGGATCG---------------ATT---------C-TCTGTTTGT-TTT-----------T-----ATTAA----TTAACCTTTTTTTATTTTACAGCCCCCATTCGTCCCGCC---AATAAGACCCCGCTAATAATTAGCCAGAAGATC

droRho1 scf7180000777200:352397-
352555 -

CGAAGGCAACATCCCCGAGCATCAA---CA---------GGTGGATAAGGA------------------------------------TGTTAAGCCAGGTC-----------------GGTCCA-AGCATCGATTC-----------TTT---------GGTTGGTAT-----------------TTTATTA-TAA----CTTTT-----ACTATTTCACAGCCCCCATTCGCCCCGCC---AATAAGAGCCCGCTTATAATAAGCCAGAAGATC

droFic1 scf7180000453948:390899-
391047 +

CGAAGGCAATATCCCAGGTCAGCAA---CA---------GGCGGACAAGGA------------------------------------TAATAAACCAGGTG-----------------CGTTAA-ATCATGT---------------------------GTTTTGGAAA--TAC---------ATAC----TTCAT----TTATT-----TGTTTGTTACAGCCCCCATTCGAA---------ATAAGAGCCCGCTGATCATCAGCCAGAAAATC

droKik1 scf7180000302385:165663-
165828 -

CGAAGGCATCATCTCAGATCAGCAGCAGCAGCAACAGCCGGTGGAAAAGGA------------------------------------AATAAAACCAGGTA-----------------TGTATC-AA----------------------------------CTTGTAAACTCTTGCTTTAGAAG-AT----CCTCA----TCT-C-----CCTTCTCTTTAGCTCCCATCAGAAGCGCC---AATA---AACCACTTATCATCAGTCAAAAAATC

droAna3 scaffold_13266:5883244-
5883399 +

CGAAGGCAACATAGCGGAGCAGCAGAAGCA---------AGCGGATAAGGA------------------------------------ACATAAGCCAGGTA-----------------ACTTTA-AGCATTT---------------------------ATTTTTTAA---------------T-ATTTTTATTAA----T-ATT-----TCTTTTTTTTAGTGCCTATTCGCACTGCG---AGCAAGAGTCCCCTGATCATCAGTCAGAAAATC

droBip1 scf7180000395839:40833-
40990 +

CGAGGGCAACATTGCAGATCAGCAGAAACA---------AGCGGATAAAGA------------------------------------TCACAAGCCAGGTA-----------------ACTTTA-AGCGTTT---------------------------TT-TTGTGAAT-TAT---------AGAA----CTAAT----TGAGA-----ATTTTTTTTCAGTGCCTATTCGTAACGCG---AACAAGAGTCCTCTGATCATTAGCCAGAAAATC

dp5 3:2733598-2733767 - TGAGGGGAACATACCCGAA---------------------GGGGAGAAGGA------------------------------------TCCGAAGATAGGTG-----------------AGAGT-----ATGGGTTTTTGGATGTACGCTCTTGCGGTCGGCTCTAACCA--GAA---------G-AT----TCTAA----TCC-A-----CAGTGCCAGCCACACCCGGTCGCAATCCCAACAGCAAGAGTCCAATCATCATCAGTCAGAAGATC
droPer2 scaffold_2:2923132-2923301

-
TGAGGGGAACATACCCGAA---------------------GGGGAGAAGGA------------------------------------TCCGAAGATAGGTG-----------------AGAGT-----ATGGGTTTTTGGATGTACGCTCTTGCGGTCGGCTCTAACCA--GCA---------G-AT----TCTAA----TCC-A-----CAGTGCCAGCCACACCCGGTCGCAATCCCAACAGCAAGAGTCCAATCATCATCAGTCAGAAGATC

droWil2 scf2_1100000004558:1529872-
1530026 +

CGAGGGGAATATAGCTGATCAGGCA---------------------GAAAA------------------------------------GCAACAGACAAGTAAGAATTAAAACTCAGTATATCGT------TT---------------------------AG-TTGGAAA----------------CTCACTAAT--------A-A-TAATGTTAATTTTCAGCTCGTCCTGCTCCTAGT---AAGGGAAGTCCATTGATTATAAGCCAAAAGATA

droVir3 scaffold_12875:1885065-
1885259 +

dvi_4952 CGAAGGCAACTTTGCCGAACAGCAGCAGCAACA------ACAACAGCAGCAGCAGCAACAGCAGCTGCAGCTGCAACAAGTGGAACCCATGAAAAATGGTA-----------------ACTAGA----------T---------------TTGGAACCCACTAAAGCTA--CCA---------G-CT----ATTAA----TGC-A-----TATTGTTTGCT-CTTCCATT--AGCCGCT---GGCGCCAGCCCATTAATTATTAGCCAGAAGATC

droMoj3 scaffold_6496:23386683-
23386855 -

TGAAGGCAACTTTGCCGAGCAGCAGCAGCAACAGCAGCAGCAGGGAGAGTC------------------------------------CACTAAAACAGGTA-----------------AATAGT----------CTTTGAAA--ACGTAT---------TTCCAGTAAA--CTG---------A-AA----TTAAA----TGAAA-----TTTGTATTGCAGCAGCTAGCAGCAGCAGC---TCCAACAACCCCTTAATCATCAGCCAAAAGATC

droGri2 scaffold_15112:3987359-
3987514 +

CGAGGGCAATATTTCCGAGCAGCAGCAACAACA------GCAACAGGAGCA------------------------------------ACTTAAAACGGGTA-----------------AGTTATAAATATTA----------------------------ATATATTAA--TTG---------C-CA---TATAAATATATATAA-----TTTGTCTTGCAGTTACCAGC------------TCCGCGGCGCCATTAATCATTACTCAGAAGATC
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breakpoint [Dp(1%3BY)BSC265:bk3]; intron [Appl-in]; intron [Appl-in]; breakpoint [Dp(1%3BY)BSC252:bk3]
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CTCGAAAAAAATTTAAATAAAGCGCCGATTTTAGTCATCTCAAAGGAAAAGACTAGGTCTGAGAAACGTTCATTGTTGTCTGTTCATAATTAGAGAGGGAAAATCTCTCGCGTTGAGTGCAATTAGCGTGGGCATTGTCTGCAAACTCGCTGCAGGACACCACTTATTCTGCTTGGGAATTGTCTCTCCTTTCGAAAATAG

******************************************************.(((.(((((...((((((.((((..(((...((((..((((((.....))))))..))))...)))..))))))))))....))).)).)))******************************************************
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...................................................................................................AAAATCTCTCGCGTTGAGTGC................................................................................. 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................GTTGAGTGCAATTAGCGTGGG..................................................................... 21 0 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................AAAAGACTAGGTCTGAGAAA....................................................................................................................................... 20 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................TTCTGCTTGGGAATTGTCTCTC............. 22 0 1 2.00 2 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................TAGTCATCTCAAAGGAAAAGACTAGG................................................................................................................................................ 26 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................TGAGTGCAATTAGCGTGGA..................................................................... 19 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................GGGCATTGTCTGCAAACT...................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................TTGAGTGCAATTAGCGTGGGCATTG................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................TAGCGTGGGCATTGTCTGCAAACTCG.................................................... 26 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................CAGGACACCACTTATTCTGCT............................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................ATCTCTCGCGTTGAGTGCAAT.............................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................TTGAGTGCAATTAGCGTGGGC.................................................................... 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................TCATTGTTGTCTGTTCATAATT.............................................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............TTAAATAAAGCGCCGATTTT......................................................................................................................................................................... 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................TTGTCTGTTCATAATCC............................................................................................................. 17 2 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GAGCTTTTTTTAAATTTATTTCGCGGCTAAAATCAGTAGAGTTTCCTTTTCTGATCCAGACTCTTTGCAAGTAACAACAGACAAGTATTAATCTCTCCCTTTTAGAGAGCGCAACTCACGTTAATCGCACCCGTAACAGACGTTTGAGCGACGTCCTGTGGTGAATAAGACGAACCCTTAACAGAGAGGAAAGCTTTTATC

******************************************************.(((.(((((...((((((.((((..(((...((((..((((((.....))))))..))))...)))..))))))))))....))).)).)))******************************************************
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..............................................................................................................................................TTTGAGCGACGTCCTGTGGTGAAT................................... 24 0 1 4.00 4 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................ACCCGTAACAGACGTTTGAGC.................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................CCCTTTTAGAGAGCGCAACTCACGTT............................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................TTTCTGATCCAGACTCTTTGCAAGTAA............................................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................GTGTTGAGCGACGTCCTGTGG........................................ 21 3 5 0.20 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chrX:453761-453961 + sblock192886 CT-CG-----------------------------------AAAAAAATTTAAATAAAG-CGCC----------------G-AT-TTTAGTCATC------TCAAAG---GAAAAGACTAGGTCTGAGAA------------ACGTTCATTGTTGTCTGTTCATAATTAGAGA----------G-GGAAAATCT----------------CTCGCGTTGAGTGCAATTAGCGTGGGCATTGTCTGCAAACTC-GCTGCAGGACACCA-----CTTATTCTG-------------C-------T---------TGGGAATTGTCTC---------TCCTTTCGAAAATA----G
droSim2 x:367841-368058 + CG-CG-----------------------------------AAAAAACTTAAAATAAAG-CGCC----------------G-AT-TATAGCTATC------TCAAAG---GAAAAGCCCAGGTCTGAGAA------------AAGTTCATTGTTGTCTGTTTATAATTAGAGA----------G-TGAAAATCT----------------CTCTCGTTGAGTGCAATCGGCGTCGGCATTGTCGGCAAACTC-GCTGCAGGACACCA-----TTTATTCTG-------------C-------TTCCTATCGTCGGGAATTGTCTCT-AGGAATGTCCTTTTGAAAATA----G
droSec2 scaffold_10:302486-302704

+
CG-CG-----------------------------------AAAAAACTTAAAATAAGG-CG---------------CC-GATT-TTTAGCTATC------TCAGAG---GAAAAGCCCAGGTCTGAGAA------------ACGTTCATTGTTGTCTGTTCATAATTAGAGA----------G-TGAAAATCT----------------CTCTCGTTGAGTGCAATCGGCGTCGGCATTGTCTGCAAACTC-GCTGCAGGACACCA-----TTTATTCTG-------------C-------TTCTTATCGTCGGGAATTGTCTCT-AGGACTGTCCTTTTGAAAATA----G

droYak3 X:374533-374753 + CG-CG-A--------------------------------GAAACAAATTGAAACAAAG-TCCC----------------G-AT-TTCAGCCATC------TCAAAG---GAAAAGTCCAGATCTAAGAA------------ACTTCCATTGTTGCCTGCTCGTAATTAGAGA----------G-GGAAAATCT----------------CTCGCGTTGAGTGCAATCAGCGCAGGCATTGTCTGCAAACTC-GCTGCAGGACCCCA-----TTCATTCGA-------------C-------TTCCTATCGTTGGGAATTGTCTCTGGGGACTGTCCTTTTGAGGATA----A
droEre2 scaffold_4644:400295-

400495 +
CG-ACAAATAG---G-------------------------CGACAAATTGAAACGAAA-CCCC----------------G-AT-TTTGGCCAT-----------------------------CTGGGAA------------ACTTTCATTGTGC-CTGTTCATAATTAGAGA----------G-TGAAAATCC----------------GTTGCGCTGAGTGCAATCAGCAGCGGCATTGTCTGCCAACTC-GCTGCAGGACCCCA-----TTCACTC-G-------------C-------TTCCT--CGTTGGCAATTGTCTCCTGGGACTGTCCTTTTGA-TATA----T

droEug1 scf7180000409277:837035-
837267 +

CG-CG-C--------------------------------G-AAAAAATTGAAACAAAA-CCCGGGGACTTAAGCCTCGGG-AT-TTTAGCTAGC------CGAAAG---GAAAAGCACAGATCAGGGAA------------ACTCCCATTGTTG-CCGGTCATAATTGGAGA----------G-TGGAAATCTCG-GGCCGGCATGCAACTCGCTTTGATTGCAATCAGCGCCGGCATTGTCTCCCAATTC-TGCTCCGAATCCCG-----CTCCTTTTGTCCATTAATCCCGC-------TCTCTA------------------------------TTCGCCGGCT----G

droBia1 scf7180000301760:1504247-
1504434 +

CG-CG-CGC-GGGCG-----------------------CG-AAAAAACTGAAACAAAAACCCTGGGACTTAAGCCTCGGG-AT-TTTAGCTAGC------TGAAAG---GAAAAGCACAGATCAGAAAA------------ACTACCATTGTTG-CCGGTCATAATTGGAGA----------G-TGAAAAGCTGG-GGCCGGCGAGCAACTCGCTTTGATTGCAATCAGCGCCGGCATTGTCTCAAAACTC-----------------------------------------------------------------------------------------------------

droTak1 scf7180000415281:267243-
267448 -

CTGCG-AGCTGGGCG-------------------------CAAAAAATTGAAACAAAA-CCCTGGGATTTAAGCCTCGGG-ATTTTTAGCTAGC------TGAAAG---GAAAAGCACAGATCAGGGAA------------ACTCCCATTGTTG-CTGGTCATAATTGGAGA----------G-TGGAAATCTCGGGGCCGGCGAGCAACTCGCTTTGATTGCAATCAGCACCGGCATTGTCTCGCAATTC-TGCTCGAAATC---------------------------------------------------------TC---------------------CA------C

droEle1 scf7180000491023:732329-
732506 +

CG-CG-----------------------------------AAAAAAATTGAAACAAAA-CCCAGGGACTTAAGCCTCTGG-AT-TTAAGCTAGC------TGAAAG---GAAAAGCACAGATCAGGGGA------------GCACCCATTGTTG-CTGGTCATAATTGGAGA----------G-TGGAAATCTAG-GGCCGGCGAGCAACTCGCTTTGATTGCAATCAGCGCCGGCATTGTCTTCCAATTC-----------------------------------------------------------------------------------------------------

droRho1 scf7180000779514:227752-
227944 +

CG-CG------------------------------------AAAAAATTGAAACAAAA-CCGAGAGACTTAAGCCTCTGG-AT-TTTAGCTAGC------TGAAAG---GAAAAGCACAGATCAGGGAA------------ACTCCCATTGTTG-CTGGTCATAATTGGAGA----------G-TGGAAATCTCG-GGCTGGCGAGCAACTCGCTTTGATTGCAATCAGTGTCGGCATTGTCTTTCAATTC-TCCCCGAAACCCCC-----CT-------------------------------------------------------------------------------

droFic1 scf7180000453927:933486-
933666 +

CG-CG-CGC-G-ACGAAAA--------------------AAAAAACATTGAAACAAAA-CC-TGGGACTTAAGCCGCTGG-AT-TTTAGCTAGC------TGAAAG---GAAAAGGACAGATCAGGGAA------------ACTCCCATTGTTG-CTGGTCATAATTGGAGA----------A-TGGAAATCTCG-GGCCGCCGAGCAACTCGCTTTGATTGCAATCAGCGCCGCCATTGTTT-------------------------------------------------------------------------------------------------------------

droKik1 scf7180000302469:1872056-
1872295 -

CT-GGGA---------AAAAAAAACACGAGTAAAAGCGAA-AAAAAATTGAAACAAAA-ACCGGGGACTTAAGCTGTTGG-ATTTTTAGTCAGGAGAAAATGAAAGAAAGTAAAGCGCGGATCGGCCGGTAAGGCTGGAGATTTGCCATTGTTG-CTGGCCATAATTGGAGAGAAGAGAGAGTGGGAAAATCTCT-G--CAGC-AGCAACTCGCTTTGATTGCAATCAGAGGTGGCATTGTCTCTCAATTCAGCTGCA----------------------------------------------------------------------------------------------

dp5 XL_group1e:183560-183729
+

TT----------------------------------------------------------------------------------------------------AAAA---GCAAAGCGCAGATCGCAAAAT-----------ACGTTTATTGTTC-CCGGTCATAATTGAGAG----------C-TGGAAA----------------------GCTTTGATTGCAATCAGCGTTGGCATTGTCTCCGATCTC-TCC-CAGGC-CGTATTACCCTTACCCTGGCTG--------GCTGCGCCATTCTGATTCTCTCGAATTGTC---------------------GGCCATT--

droPer2 scaffold_60:145469-145640
-

TT----------------------------------------------------------------------------------------------------AAAA---GCAAAGCGCAGATCGCAAAAT-----------ACGTTTATTGTTC-CCGGTCATAATTGAGAG----------C-TGGAAA----------------------GCTTTGATTGCAATCAGCGTTGGCATTGTCTCCGATCTC-TCC-CAGGC-CGTATTACCCTTACCCTGGCTG--------GCTGCGCCATTCTGATTCTCTCGAATTGTC---------------------GGCCATTGC
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http://compgen.cshl.edu/~jmohamme/static/dm3/html/sblock192886.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:367841-368058
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_10:302486-302704
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:374533-374753
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4644:400295-400495
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409277:837035-837267
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_60:145469-145640
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CGTGGACAGCTCGGCGGGATTTGTGGTAATGGGGCCCAACGTGAGCCTGGGTAAGTGCCATTCGCGTCGTCCGTGATTAATGGCCAAGTGATTACGACCGAAGTCCACTTTGCAGCCTACTTGCTGGCCGACCACAACTACGATGTCTGGCTGGGGAACGCGCGT
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nibblercell
type:
Schneider 2
(S2)
cellsoxidation

..................................................GTAAGTGCCATTCGCGTCGTCC............................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTGCCATTCGCGTCG................................................................................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................TACGATGTCTGGCTGGG.......... 17 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GCACCTGTCGAGCCGCCCTAAACACCATTACCCCGGGTTGCACTCGGACCCATTCACGGTAAGCGCAGCAGGCACTAATTACCGGTTCACTAATGCTGGCTTCAGGTGAAACGTCGGATGAACGACCGGCTGGTGTTGATGCTACAGACCGACCCCTTGCGCGCA

**************************************************(((((((...((((.(((((((((.....))))..........)))))))))...))).))))..**************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM609222

ML-DmBG1-
C1

V074

S3

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM609225

ML-DmBG3-
C2

V073

mbn2

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V079

Oxidation,
female
head

GSM467730

Dmel_r2d2_sRNAseq

SRR010953

Aub
heterozygotes,
oxidized

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

V012

Dcr2 male
(Katsutomo,
whole fly?)

V015

DreRFHV148h
GSM609219

GM2 cell

V038

Felix
sample
S2
only

V085

CME
W2
wing
disc

GSM371638

S2-NP

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V078

Desiccation,
female head

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM609224

female,
one day

SRR001349

heterozygous_dcr-
2_untreated

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR031692

Total
small
RNAs from
Oregon R

GSM609234

CS Â male
total RNA
Â 

GSM379065

Zuc
Heterozygote

V031

GM2
cell

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

SRR001338

IR_non-
beta-
eliminated

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR029633

total
small RNAs
from hen1
homozygous
flies

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

GSM609217

MLDmD20c5

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR001664

homozygous_dcr-
2_untreated

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM286607

6-10h #1
(10)

GSM286605

2-6h #1
(8)

GSM360260

0-1d
Pupae (w)

SRR001346

ago2_beta-
eliminated

GSM609223

male, one
day

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

V077

cold,
female
head

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

GSE24545

CS ovary
total
RNA

V138

Male
cold
body

V139

Cold_female_body

..........AGCCGCCCTAAACACCATTACCCCGGGTTGCAC.......................................................................................................................... 33 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TCACGGTAAGCGCAGCAGGCACTAATT..................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................ACGGGACCCATTCACGGTAA....................................................................................................... 20 3 10 0.10 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:10700602-10700766 - Lip1_in2 CGTGGACAGCTCGGCGGGATTTGTGGTAATGGGGCCCAACGTGAGCCTGGGTAAGTGCCA--TTCG---CGTCG----TCCGTGATTAATG-------------GCCAA-GTGATTACGACCG---AAGT------------CCACT----TTGCAGCCTACTTGCTGGCCGACCACAACTACGATGTCTGGCTGGGGAACGCGCGT
droSim2 2l:10376301-10376465 - CGTGGACAGCTCGGCGGGATTTGTGGTAATGGGCCCCAACGTAAGCCTGGGTAAGTGCCA--TCCG---CGTCG----TCCGTGATTAATG-------------GCCAA-GTGATTACGACCG---AAGT------------CCACT----TTGCAGCCTACTTGCTGGCTGACCACAACTACGATGTCTGGCTGGGGAACGCGCGT
droSec2 scaffold_3:6118281-6118445 - CGTGGACAGTTCGGCGGGATTTGTGGTAATGGGCCCCAACGTGAGCCTGGGTAAGTGCCA--TCCG---CGTCG----TCCTCGATTAATG-------------GCCAA-GTGATTACGACCG---AAGT------------CCACT----TTGCAGCCTACTTGCTGGCCGACCACAACTACGATGTCTGGCTGGGTAACGCGCGT
droYak3 2L:7103547-7103711 - CGTGGACAGCTCGGCGGGATTTGTGGTAATGGGCCCCAACGTGAGCCTGGGTAAGTGCCA--TCCG---CGTCG----TCCGTGATTAATG-------------GCCAA-ATGATTACGACCG---AAGT------------CCACT----TTGCAGCCTACTTGCTGGCCGACCACAACTACGATGTCTGGCTGGGAAACGCCCGG
droEre2 scaffold_4929:14731155-

14731319 +
CGTGGACAGCTCGGCGGGATTTGTGGTAATGGGCCCCAACGTGAGCCTGGGTAAGTGCCA--TCCG---CGTCG----TCCGTGATTAATG-------------GCCAA-GTGATTACGAGCG---AAGT------------CCACT----TTGCAGCCTACTTGCTGGCCGACCACAACTACGATGTCTGGCTGGGAAACGCGCGG

droEug1 scf7180000409554:4209926-
4210090 +

CGTGGACAGCTCGGCGGGATTTGTGGTAATGGGTCCCAACGTAAGCCTGGGTAAGTGCCA--TCCG---CATCG----TTCGTGATTAATG-------------GCCAA-GTGATTACGACCG---ATGT------------CCACT----TTGCAGCCTACTTGCTAGCCGACCACGACTATGACGTTTGGCTGGGGAATGCGCGG

droBia1 scf7180000302422:8632263-
8632427 -

CGTGGACAGCTCGGCGGGATTTGTGGTAATGGGTCCCAACGTGAGCCTGGGTAAGTGCCA--TCCG---CATCG----TCCGTGATTAATG-------------GCCAA-GTGATTACGACCG---AGGA------------CCACT----TTGCAGCCTACTTGCTGGCTGACCACAACTACGACGTTTGGCTGGGGAACGCGCGG

droTak1 scf7180000414760:7096-7259 + CGTGGACAGCTCGGCGGGATTTGTGGTAATGGGTCCCAACGTGAGCCTGGGTAAGTGCCA--T-CG---CGTCG----TCCGTGATTAATG-------------GCCAA-GTGATTACGACCG---AAGC------------CCACT----TTGCAGCCTACTTGCTGGCCGACCACAACTACGACGTTTGGCTGGGGAACGCGCGG
droEle1 scf7180000490971:183636-

183803 +
GGTGGACAGCTCGGCGGGATTTGTGGTAATGGGTCCCAACGTGAGCCTGGGTAAGTGTCC--GCTGGTGCGTCG----TCCGTGATTAATG-------------GCCAA-GTGATTACGACCG---AGGT------------CCACT----TCACAGCCTACTTGCTGGCCGACCACAACTACGATGTTTGGCTGGGGAACGCGCGC

droRho1 scf7180000762376:6568-6732 - CGTGGACAGCTCGGCGGGATTTGTGGTAATGGGTCCCAACGTGAGCCTGGGTAAGTGTCC--TCCG---CCTCG----TCCGTGATTAATG-------------GCCAA-GTGATTACGAGCG---AGGT------------CCACT----TTACAGCCTACTTGCTGGCCGACCACAACTACGACGTTTGGCTGGGGAACGCGCGG
droFic1 scf7180000454111:114600-

114764 -
GGTGGACAGCTCGGCGGGATTTGTGGTGATGGGTCCGAACGTAAGCCTCGGTAAGTGTCC--TCCG---CATCG----GCGGTGATTAATG-------------GCCAA-GTGATTACGAGCG---ACTG------------GCACT----TTGCAGCCTACTTGCTGGCCGACCACAACTACGATGTTTGGCTGGGGAACGCGCGG

droKik1 scf7180000302472:2629636-
2629800 +

CGTGGACAGCTCGGCGGGATTTGTGGTAATGGGTCCCAACGTGAGCCTGGGTGAGTGTCC--CTCT---CTGTC----CCCGTGATTAATG-------------ACCAT-GTGCTAACGGCCG---GATC------------TCACT----TGGCAGCCTACTTGCTGGCCGACCACGACTACGACGTGTGGCTGGGCAATGCGCGG

droAna3 scaffold_12916:14543514-
14543672 -

CGTGGACAGCTCGGCGGGGTTTGTGGTGATGGGTCCCAATGTGAGTCTGGGTAAGTCTTC--T--T---CCTCG----T-CGTGATAAATG-------------ACCAA-GCGATTACCAGG------CC------------GCACT----TAACAGCCTATTTGCTGGCCGACCACAACTACGACGTTTGGCTGGGAAATGCGCGG

droBip1 scf7180000396572:2436023-
2436184 +

CGTGGACAGCTCGGCGGGATTTGTGGTGATGGGTCCCAATGTGAGCCTGGGTGAGTCT-------GCTTCCT-C----CTCGTGATAAATG-------------GCCAA-GTGATTACCAGGC---TACC------------GCACT----TTGCAGCCTATTTGCTGGCCGACCACAACTACGACGTTTGGCTGGGCAATGCGCGA

dp5 4_group4:2907060-2907223 - TGTGGACAGCTCGGCGGGTTTCGTGGTAATGGGCCCCAACGTGAGCCTGGGTGAGTGCAT--CGCG---TGGGA----TTTCTGATTAATG-------------GGCCT-CTGATTACCCCC----ATTC------------GTACC----CCGCAGCATATTTGCTGGCTGACCACAACTACGACGTCTGGCTGGGGAACGCACGC
droPer2 scaffold_10:1920265-1920428 - TGTGGACAGCTCGGCGGGTTTCGTGGTAATGGGCCCCAACGTGAGCCTGGGTGAGTGCAT--CGCG---TGGGA----TTTCTGATTAATG-------------GGCCT-CTGATTACCCCC----ATTC------------GTACC----CCGCAGCATATTTGCTGGCTGACCACAACTACGACGTCTGGCTGGGGAACGCACGC
droWil2 scf2_1100000004521:10623123-

10623278 +
AGTGGACAGTTCAGCTGGTTTTGTTGTCATGGGTCCCAATATAAGTCTGGGTGAGTATAT--CTC------------------GATCACTT-------------GTTGAGGTTCTTTACACTG---ATGT------------CTTCT---TTTTAAGCTTACTTACTGGCCGATCATAGTTATGATGTGTGGTTGGGAAATGCTCGT

droVir3 scaffold_12963:10281681-
10281863 +

CGTTGATAGCTCGGCGGGATTCGTTGTCATGGGCCCCAATGTGAGTCTGGGTGAGTGTGTTGTCTG---CTTCATGTCTGCGTGATTAATGCCTA---------GCCAA-ATGATTACCATCG---TCTC----TGCCCTCACCATT----CTGTAGCCTACTTGCTGGCCGACCACAACTATGACGTTTGGCTAGGCAATGCGCGT

droMoj3 scaffold_6500:18972204-
18972365 +

CGTCGACAGCTCGGCGGGCTTCGTTGTGATGGGCCCCAATGTGAGTCTGGGTGAGTGTCG--CCGC---TATGA----TTAATGAATGATG-------------GCCAT-GTGATTACGAGT----------------------ACTTTCGCTCCAGGCTACTTGCTGGCCGACCACAACTATGATGTTTGGCTGGGCAATGCGCGC

droGri2 scaffold_15252:8362803-
8362981 +

CGTTGATAGCTCAGCGGGCTTCGTTGTCATGGGCCCGAATGTGAGTCTGGGTGAGTGTC-------------------TGTGTGATTAATGTGTAGCCAAGTCGGTCAA-GTGATTACCATGGCATAATTTCAT--------CTTCTCTTTGTGCAGCCTATTTGCTGGCTGACCACAACTATGACGTCTGGCTTGGTAATGCTCGG
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Flybase annnotation

breakpoint [Dp(1%3BY)BSC304:bk3]; CDS [CG3638-cds]; three_prime_UTR [CG3638-u3]; CDS [CG3638-cds]; three_prime_UTR [CG3638-u3]; breakpoint [Dp(1%3BY)BSC305:bk3]; three_prime_UTR [CG3638-u3]; breakpoint [Dp(1%3BY)BSC306:bk3]; breakpoint [Dp(1%3BY)BSC256:bk3]; three_prime_UTR [CG3638-u3]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GTGAGGGGTCAGAATAATAATTTAAATATTATGTCCGTCGCCGGAGGTGCCAACAAGTGTGCCACCTTGCGGCATGTTGGTCGCTATGGTGGCTCGCTCAAGGGTGTGTCTGCCGTCAATGCCACGCCCTCGCCCGCCGCCGCCCCAGCTGTCCATTCGCCAAACTTGAGGAGCGCCAAGACGCCGTCGATAGCCACCGTTTCGAAGGATTATTGCCAGCAGCCGGACTGCATT

**********************************************************************(((...((((.((((.(((((((..((...((((((((...((.......)))))))))).))..))))))).................((........))))))))))...)))...........**************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V144

OSC

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V091

fGS/OSS
total
Â 

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

SRR060649

A2_ovaries_FLAG-
Piwi

GSM609222

ML-DmBG1-
C1

V136

Male
aged
body

GSM385744

OSS_s2

GSM385821

OSS_s7

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

V085

CME
W2
wing
disc

SRR010955

Aub IP in
Ago3
heterozygotes

GSM399110

KC-48 #2

SRR060646

yw67c23(2)_ovaries_total

V134

ML-
DmD8

V137

Male
aged
head

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM609227

CMEW1
Cl.8+
cell

V086

female
body,
aged

GSM609223

male, one
day

GSM385748

OSS_s6

GSM385822

OSS_s8

SRR010956

Piwi IP in
Ago3
heterozygotes

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

GSM609224

female,
one day

GSM609229

embryo 2-
6hr

V077

cold,
female
head

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

GSM371638

S2-NP

GSM467729

Dmel_wt_sRNAseq

GSM399105

disk #2

GSM360260

0-1d
Pupae (w)

GSM322543

male head
#1

GSM609244

KC+48 #2

SRR014282

Ovary_rep1_wK_P

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR060653

hs-Penelope_
ovaries_total

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

GSM609219

GM2 cell

GSM609220

ML-DmD21
cell

GSM628272

ago2[414]
ovary
total RNA

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V131

ML-
DmD16-
c3

V132

ML-
DmD32

V139

Cold_female_body

V140

Dessication_female_body

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V130

ML-
DmBG3-
c2

SRR001664

homozygous_dcr-
2_untreated

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1
GSM343833

S2R+ cell

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

GSE24545

CS ovary
total
RNA

V073

mbn2

V078

Desiccation,
female head

V148

mbn2

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

GSM239041

fly heads,
non beta-
eliminated

GSM280083

dcr-2-/-
ovaries
(18-29nt)

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM379050

Armi
Heterozygote

GSM379051

Armi
Mutant

GSM379052

Aub
Heterozygote

GSM379053

Aub
Mutant

GSM379054

Flam
Heterozygote

GSM379057

Krimp
Mutant

GSM379060

SpnE
Heterozygote

GSM379065

Zuc
Heterozygote

GSM467730

Dmel_r2d2_sRNAseq

GSM286613

0-1hr #1
(A)

GSM272652

S2 -48
Biological
Replicate
#1

GSM322338

2-4day
pupae#2

GSM399107

male body
#2

GSM360262

0-2d
pupae

GSM275691

imaginal
disc

SRR001345

ago2_non-
beta-
eliminated

SRR014275

Ovary_rep1_LK_P

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR060645

yw67c23(2)_testes_total

SRR060652

hs-
Penelope_testes_total

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies
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..............................................................................................................................................................GCCAAACTTGAGGAGCGCCAAGACGCCGT............................................... 29 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................................GTCGATAGCCACCGTTTCGAAGGAT........................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................GTGTGTCTGCCGTCAATGCCAC............................................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................AATATTATGTCCGTCGCCGGAGGTGCCAA..................................................................................................................................................................................... 29 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................AAACTTGAGGAGCGCCAAGA..................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................................TCGATAGCCACCGTTTCGAAGGATTATTGC.................. 30 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................TAGCCACCGTTTCGAAGGAT........................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................CATTCGCCAAACTTGAGGAG............................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................TGGTGGCTCGCTCAAGGGT................................................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................GATAGCCACCGTTTCGAAGGATTAT..................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................AGGAGCGCCAAGACGCCGTCGATAGCCAC..................................... 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................GCTCGCTCAAGGGTGTGTCT........................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................AGGGTGTGTCTGCCGTCAATGG................................................................................................................ 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................CGCTATGGTGGCTCGCT........................................................................................................................................ 17 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................ATTATGTCCGTCGCCGGAGGTGC........................................................................................................................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................................................TATTGCCAGCAGCCGGACTGC... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................CCGTCGCCGGAGGTGCCAAA.................................................................................................................................................................................... 20 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................GGCTCGCTCAAGGGTGTGT............................................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................GGATTATTGCCAGCAGCCGGACTG.... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................CTTGAGGAGCGCCAAGACGCC................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................................................................ATTGCCAGCAGCCGGACTGC... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................CCAGCTGTCCATTCGCCAAACTT................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................................................TATTGCCAGCAGCCGGACTGCATT 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................GATAGCCACCGTTTCGAA............................ 18 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................GCTCAAGGGTGTGTCTGC......................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................CATTCGCCAAACTTGAGGAGC............................................................ 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................ACGCCGTCGATAGCCACC.................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................CACCTTGCGGCATGTTGGT......................................................................................................................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................TTGAGGAGCGCCAAGACGCC................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................TGAGGAGCGCCAAGACGCCGT............................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................TCTGCCGTCAATGCCACGCC.......................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CACTCCCCAGTCTTATTATTAAATTTATAATACAGGCAGCGGCCTCCACGGTTGTTCACACGGTGGAACGCCGTACAACCAGCGATACCACCGAGCGAGTTCCCACACAGACGGCAGTTACGGTGCGGGAGCGGGCGGCGGCGGGGTCGACAGGTAAGCGGTTTGAACTCCTCGCGGTTCTGCGGCAGCTATCGGTGGCAAAGCTTCCTAATAACGGTCGTCGGCCTGACGTAA

**************************************(((...((((.((((.(((((((..((...((((((((...((.......)))))))))).))..))))))).................((........))))))))))...)))...........**********************************************************************
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AGO1
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total RNA
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2_untreated
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loqsKO/f00791
ovary
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oxidized

SRR001346

ago2_beta-
eliminated
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whole
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head
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1st
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SRR001343
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eliminated
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CMEL1
..................................................................................................................................................TCGACAGGTAAGCGGTTTGAACT................................................................. 23 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................AATTTATAATACAGGCAGCG................................................................................................................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................ACGGCAGTTACGGTGCGGG......................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................CCGTACAACCAGCGATACCAC............................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chrX:1114917-1115150 - dme_392 GTGAGGGGTCAGAATAATAATTTAAATATTATGTCCGTCGCCGGAGGTG---------------CCAACAAGTGTGCCACCTTGCGGCATGTTGGTCGCTATGGTGGCTCGCTCAAGGGTGTGTCTGCC----------GT-----------CAATGCCAC-------------------------GCCCTCGCC---CGCCGCC-GCCCCAGCTGTCCATTCGCCAAACTTGAGGAGCGCCAAGACGCCGTCGATAGCCACCGTTTCGAAGGATTATTGCCAGCAGCCGGACTGCATT--------
droSim2 x:1004288-1004521 - GTGAGGGGTCAGAATAATAATCTAAATATTATGTCCGTCGCCGGCGGTG---------------CCAACAAGTGTGCCACCTTGCGGCATGTGGGTCGCTATGGTGGCTCGCTCAAGGGCGTGTCCGCC----------GT-----------CAATGCCAC-------------------------GCCCTCGAC---CGCCGCC-GCCCCAGCTGTCCATTCCCCAAACTTGAGGAGCGCCAAGACGCCGTCGATAGCCACCGTTTCAAAGGATTATTGCCAGCAGCCGGACTGCATT--------
droSec2 scaffold_10:949151-949384 - dse_200 GTGAGGGGTCAGAATAATAATCTAAATATTATGTCCGTCGCCGGCGGTG---------------CCAACAAGTGTGCCACCTTGCGGCATGTGGGTCGCTATGGTGGCTCGCTCAAGGGCGTGTCCGCC----------GT-----------CAATGCCAC-------------------------GCCCTCGAC---CGCCGCC-GCCCCAGCGGTCCATTCGCCAAACTTGAGGAGCGCCAAGACGCCGTCGATAGCCACAGTTTCAAAGGATTATTGCCAGCAGCCGGACTGCATT--------
droYak3 X:1029717-1029950 - GTGAGGGGTCAGAATAACAATCTTAATATCATGTCCGTCGCCGGCAGTG---------------CCAATAAGTGTGCCACTCTGCGACATGTGGGTCGCTATGGTGGCTCGCTCAAGGGTGTGTCCGCC----------GT-----------CAATGCCAC-------------------------GCCCTCGCC---CGCCGCC-GCCCCAGCTGTCCATTCGCCGAACTTGAGGAGCGCCAAGACGCCCTCGATAGCCACCGTTTCGAAGGATTATTGCCAGCAGCCGGACTGCATT--------
droEre2 scaffold_4644:1100223-

1100456 -
GTCAGGGGTCAGAATAACAATCTTAATATTATGTCCGTCGCCGGCAGTG---------------CCAATAAGTGTGCCACTTTGCGACATGTGGGTCGCTATGGTGGCTCGCTCAAGGGTGTGTCCGCC----------GT-----------CAATACCAC-------------------------GCCCTCGCC---CGCCGCC-GCCCCAGCTGTGCATTCGCCGAACTTGAGGAGCGCCAAGACGCCGTCGATAGCCACCGTTTCGAAGGATTATTGTCAGCAGCCGGACTGCATT--------

droEug1 scf7180000408973:232963-
233196 +

GCTAGGGGTCAGAACAATAATCTCAACATTATGTCCGCTGCCGGCACGG---------------GCAATAAATGTGCCACCCTGCGGCATGTGGGTCGCTATGGTGGCTCGCTCAAAGGTGTGTCCGCC----------GT-----------CAATGCCGC-------------------------GCCCTCGCT---CGCCGCC-GCCCCAGCTGTCCATTCGCCGAACTTGAGAACCGCAAAAACGCCATCGATAGCGACCGTTTCAAAGGATTACTGCCAGCAGCCGGACTGCATT--------

droBia1 scf7180000302069:826789-
827022 -

GTCAGGGGTCAGAACAATAATCTTAACATCATGTCCGTCGCCGGCACGT---------------CCAATAAGTGCGCCACCTTGCGGCATGTAGGTCGCTACGGTGGCTCGCTTAAGGGCGTATCCGCC----------GT-----------CAATGCCGC-------------------------ACCGTTGCC---CGCCGCC-GCCCCAGCTGTCCATTCGCCGAACTTGAGGAGCGCCAAAACACCATCGATATCTACCGTTTCAAAGGATTACTGCCAGCAGCCGGACTGCATT--------

droTak1 scf7180000413933:63020-
63256 +

GTAAGGGGTCAGAATAATAATCTTAACATTATGTCCGCCGCCGGCACGG---------------CCAATAAGTGTGCCACGTTGCGGCATGTGGGTCGCTACGGTGGCTCGCTTAAGGGTGTGTCTGCC----------GT-----------CAATGCCAC-------------------------GCCCTCTCCAGCCGCCGCC-GCCCCAGCAGTCCATTCGCCAAACTTGAGGAGCGCCATAACGCCGTCGATAGCCACCGTTTCGAAGGATTACTGCCAGCAGCCGGACTGCATT--------

droEle1 scf7180000491043:337806-
338036 +

GTGAGGGGTCAGAACAACAACCTAAACATAATGTCCGCTGCTGGGA------------------GCAACAAGTGTGCCACATTGCGGCATGTGGGTCGCTACGGTGGCTCACTGAAGGGTGTGTCCGCT----------GT-----------CAACGCCAC-------------------------GCCCTCAAT---GCCCGCT-GCCCCCGCTGTGCATTCGCCGAACTTGAGGAGCGCCAAAGCGCCATCAATAGCCACCGTTTCGAAGGATTATTGCCAGCAGCCGGACTGCATT--------

droRho1 scf7180000779976:79938-
80165 +

GTGAGGGGTCAGAGTAATAACCTTAACAAAATGTCCGCTGCCGG---------------------CAACAAGTGTGCCACTTTGCGGCATGTGGGTCGCTACGGTGGCTCGCTGAAAGGTGTGTCCGCC----------GT-----------CAATGCCAC-------------------------GCCCTCGCC---GGCCGCC-GCCCCCGCTGTCCATTCGCCAAACTTAAGGAGCGCCAAAACACCATCGATAGCCACGGTTTCCAAGGATTATTGCCAGCAGCCGGACTGTATT--------

droFic1 scf7180000454072:2000627-
2000860 +

GTCAGGGGTCAGAATAACAATCTTAACATTATGTCCGCCGCCGGATCGG---------------CGAATAAGTGTGCCACGCTGCGGCATGTCGGCCGCTACGGTGGCTCTCTGAAGGGTGTGTCCGCC----------GT-----------CAATGCCAC-------------------------GCCCTCGCC---CGCAGCT-GCCCCGGCTGTCCATTCGCCGAACTTGCGGAGCGCCAAAACGCCTTTAATAGCCACCGTTTCAAAGGATTACTGCCAGCAGCCGGACTGCATT--------

droKik1 scf7180000302469:60874-
61113 -

GTGCGTGGCCAGAATAATAATTTGAATATCATCTCCGCTGCTAGTAGTGGTGGTGGTTCCACGGTCAACAAATGTGCCACACTGCGTCATGTGGGTCGTTATGGTGGCTCTTTGAAGGGTGTGGCTGCT----------GTGAGTGCTGGACAAATGCCA---------------------------------------G----------CGGCAATACATTCACCGAATTTGAGGAGTGCCAAGACGCCTTCAATAGCCACTGTTTCAAAGGATTACTGCCAGCAGCCGGACTGCATA--------

droAna3 scaffold_12929:976656-
976889 +

dan_4057 GTTCGGGGGCAGAACAATAATCTGAACATCATATCCGGCGCGGCGGCGG---------------TCAACAAGTGCGCCACGTTGCGGCATGTGGGCCGGTATGGGGGCTCCCTCAAGGGTGTGTCGGCG----------GT-----------GAGTGGCAC-------------------------GTCGGCGAT---GGCCAAT-GTTCCGGCCGTTCATTCGCCGAATCTGCGAAGTGCCAAGACTCCATCGATAGCCACCGTTTCCAAGGATTACTGCCAGCAGCCGGACTGCATA--------

droBip1 scf7180000394786:12302-
12535 -

GTCCGGGGTCAGAATAATAATCTAAACATCATATCGGCCGCTGCGACGG---------------CCAACAAGTGCGCCACCTTGAGGCATGTCGGACGGTATGGTGGCTCCCTCAAGGGTGTGTCGGCG----------GT-----------GAGTGCCAC-------------------------GTCGGCGGT---GGCCAAT-GTTCCGGCCGTTCATTCCCCAAATCTGCGAAGTGCCAAGACTCCGTCGATAGCTACCGTTTCTAAGGATTACTGCCAGCAGCCGGACTGCATA--------

dp5 XL_group1a:4973476-4973685
+

GTGCGTGGC---AACAATAATCTGAATATTGTGGCTGCGGC---GACGG---------------CCAACAAATGTGCCACATTGCGGCACGTGGGTCGCTATGGGGGCTCGCTCAAGGGTGTCTCC-TCATCGATGGCCAT-----------GGGCGCCTC-------------------------A-------------------------------CCGTCGCCGAATTTGCGCAGCGCCAAGACGCCATCGATAGCCACCGTTTCGAAGGACTATTGCCAGCAGCCGGACTGCATA--------

droPer2 scaffold_18:297640-297844 + ATGGAGGCGGGG-GCGG------A---AGCAGCTCC---------ACGG---------------TCGGCGGCGGTGCGCTGCTGCCCAACGATGGGCTCTACGTGAACCCCATGAGGAACG---GCGGC----------AT-----------GTATGCCTC-------------------------GCCCTCGCCAAACGGCAGCATCTCGGGCGAGTCGTTCTTC---CTGCACGACCCCCAGGACATAATCTACAACC---GGGTG-AGAGATCTGTTCGTGGACTCGGACTG------------
droWil2 scf2_1100000004909:2564476-

2564724 -
dwi_5423 GTGAGGGGT---AATAATAATTTGAACATTGTGGCCGCTGC---CACGG---------------CCAATAAATGTGCCACATTGAGGCATGTGGGACGCTATGGTGGCTCCCTGAAGGGTGTTGTCGGT----------GGCGGTGGTGGGTCAATGTCAGGCGGAACAGCTGGAGTTGGAACCAT-AAATGGAT---TGTCGCC---------------GTCACCAAATTTACGCAGTGCCAAGACACCGTCGATTGCAACTGTATCAAAGGATTATTGCCAGCAACCGGATTGTATA--------

droVir3 scaffold_12928:5262024-
5262209 +

GTGCGCGGC---AACAACAATTTGAATATTGTTGCGGCCGC---CACGG---------------CCAATAAGTGCGCCACGCTGCGGCATGTGGGTCGCTATGGTGGCTCCCTGAAGGGCGCCTCG--------------------------------------------------------------------------------------------CCGTCGCCCAACTTGCGCAGCGCCAAAACGCCATCCATAGCGACGGTGTCCAAGGACTACTGCCAGCAGGCGGAGTGCATG--------

droMoj3 scaffold_6359:3776265-
3776458 +

GTGCGCGGC---AACAACAATCTCAACATTGTGGCCGCCGC---CACGG---------------CCAACAAGTGCGCCACGCTGCGCCACGTGGGCCGCTACGGCGGCTCGCTCAAGGGCGCCTCC--------------------------------------------------------------------------------------------CCGTCGCCCAATCTGCGCAGCGCCAAGACGCCGTCGATAGCCACAGTGTCCAAGGATTACTGCCAGCAGGCGGACTGCATGACGCAGGT

droGri2 scaffold_14853:9934962-
9935147 +

GTGCGGGGC---AACAACAATCTGAACATTGTGGCCGCCGC---AACGG---------------CAAACAAGTGTGCCACACTGCGTCATGTTGGTCGCTACGGTGGCTCGTTGAAGGGCGCCTCG--------------------------------------------------------------------------------------------CCGTCGCCAAATTTGCGTAGCGCCAAGACGCCCTCGATAGCCACCGTGTCGAAGGATTACTGCCAGCAGGCGGACTGCATG--------
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CAATTCGTCAACCTCTAACCCAATCCTTATCGCCGCGAATATGTCCAACCTACAGCAGAAATCTCCGGGGAAATTGCGATGGCAACTGGTCTTATTGTAATTTCGATTCGCCCTCGCGAATTTCACTCGCTTATTTCTGACCCAATTTCCCGAATGCATCACTTCCTCCATATCTTCCCGCGGAGGAGAATG
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.................................................................CGGGGAAATTGCGATGGCAACT......................................................................................................... 22 0 1 6.00 6 0 0 0 1 0 2 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................CGGGGAAATTGCGATGGC............................................................................................................. 18 0 1 3.00 3 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................TCGCCCTCGCGAATTTCACTCGCT............................................................. 24 0 1 2.00 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................TCGCCCTCGCGAATTTCACTCG............................................................... 22 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................CGGGGAAATTGCGATGGCAACTGGTC..................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................ATCTCCGGGGAAATTGCGATGGC............................................................................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................TGCATCACTTCCTCCATATCT................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.AATTCGTCAACCTCTAACCCA.......................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................TGTCCAACCTACAGCAGAA.................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................TGTCCAACCTACAGCAGAAATCTC............................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................CGCTTATTTCTGACCCAATT............................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................TAATTTCGATTCGCCCTCGCGT......................................................................... 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................GCAGAAATCTCCGGGGAAATT..................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GTTAAGCAGTTGGAGATTGGGTTAGGAATAGCGGCGCTTATACAGGTTGGATGTCGTCTTTAGAGGCCCCTTTAACGCTACCGTTGACCAGAATAACATTAAAGCTAAGCGGGAGCGCTTAAAGTGAGCGAATAAAGACTGGGTTAAAGGGCTTACGTAGTGAAGGAGGTATAGAAGGGCGCCTCCTCTTAC
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........GTTGGAGATTGGGTTAGGAAT................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................AAGCGGGAGCGCTTAAAGTGAGCGAAT........................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................TGAGCGAATAAAGACTGGGTT............................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................TGGCTTACGTAGTGAAGGAGGT...................... 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................TTAACGCTACCGTTGACCAGAATA................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................CTGGGTTAAAGGGCTTACGTA................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................TGAAGGAGGTATAGAAGG.............. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................GGTATAGAAGGGCGCCTCCTC.... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................AAGGTATAGAAGGGCGCCTCCT..... 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................CAGGTTGGATGTCGTCTTTAG................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................GAAGGAGGTATAGAAGGGC............ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................CTAGTGAAGGAGGTA..................... 15 1 11 0.18 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:1163495-1163686 - sblock1267 CAA-------------TTCGTCAACCTC-TAACCCAA--------TCCTTATCGCCGCGAATA------TGTCCAAC------------------------------------CTACAGC--------------AGAAATCTCCGGGGAAATTGCGATGGC---AACTGG-T--------------------------------CTTATTGTAATTTCGA-------TTCGC-----CCTCG-------CGAATTTCAC-TCGCTTATTT-CTGACCCAATTTCCCGAATGCATCA-------CTTCCTCCA-------------TAT--CTTCCCG--C--GGAGGAGAATG-----------
droSim2 2l:1110775-1110967 - CAA-------------TTCGTCAACCTC-TAACCCAA--------TCCTTATCGCCGCGAATA------TGTTCAAC------------------------------------CTACAGC-----------------AATCTCCGGGGAAATTGCGATGGCTACTACTGG-T--------------------------------CTTATTGTAATTTCGA-------TTCGC-----CCTCG-------CGAATTTCAC-TCGCTCAT-T-CTGACCCAATTTCCCGAATGCTCCA-------CTTCCTCCC-------------CGT--CTTCCCG--CGAGGAGGAGATTG-----------
droSec2 scaffold_14:1123546-

1123739 -
CAA-------------TTCGTCAACCTC-TAACCCAA--------TCCTTATCGCCGCGAATA------TGTTTAAC------------------------------------GTACAGC-----------------AATCTCCGGGGAAATTGCGATGGCTACTACTGG-T--------------------------------CTTATTGTAATTTCGA-------TTCGC-----CCTCG-------CGAATTTCAC-TCGCTCATTT-CTGACCCAATTTCCCGAATGCTCCA-------CTTCCTCCC-------------TGT--CTTCCCGCGA--GGAGGAGATTG-----------

droYak3 2L:1142815-1143007 - CAA-------------TTCGTCAACCTC-TAACCCAA--------TCCTTATCACCGCGAATA------TATTCAAC------------------------------------CTACAAC----CC--------AGTAATCTCCAGGAAAATTCCA-------------------------AC-TTCTGCTCATTCACGTTGGCCTAATTGTAATTTTAA-------TTCGC------CTCG-------TAAA-TTCAC-TCGCTTTTTTGCTGACCCAATTCCCTGAATGCACCA-------CTTCCTC--T--------------------CCCTT-T--GGAGGAG---------------
droEre2 scaffold_4929:1208181-

1208372 -
CAA-------------TTCGTCAACCCC-TAACCCAA--------TCCTTATCGCCGCGAACA------TATTCAAC------------------------------------CTACAAC----CT--------ATTAATCTCGAGGGAAATTGCA-------------------------AT-TCCTACCCATTCACGGTGGTCTTATTGTTATTTTAA-------TTCGC------CTCG-------TAAA-TTCAC-TCGCTTATAG-CTGACCCCATTCCCTGAATGCACCA-------CTTCCTC--T--------------------CCCTT-T--GGAGGAG---------------

droEug1 scf7180000409005:43432-
43618 +

TCA-------------TTAGTCAACCTT-TAACCCAA------AGTTCTTATCAACGTAAAAAC-----AATTCGGC-------------------------------------------CTATCTTGAGACGT----------------TTTTA-----------TTA-A----------TT---TTCTTTAATAAAAGCGGCTTTT---TAATTTTAT-----TTTTTGC-----TCTCG-------TAAATTTAAA-TCGCTTATTT-CTGACCCAATTTCCTCAATGCATCA-------CTTCCTC--T--------------------CCCTTTT--GAAGGAG---------------

droBia1 scf7180000302188:691184-
691353 +

TTA-------------TTAGTCAACCTT-TAACCGCA--------TCCTTATCAAGAT--T-------------TGC-------------------------------------------CTATCTGGAGGCTT----------------TTTCG---------------A----------TT-TCTTACTCATTAACGGTGGCGTTT---TT-----A------TTTTCGC-----ACTCG-------TACATTTCAC-TCGCTTATTT-CTGACCCAATTTCCGCAATGCATCA-------CTTCCTC--T--------------------CCCTTCC--GAAGGAAAA-------------

droTak1 scf7180000415264:198379-
198557 +

TCA-------------TTAATCAACCTT-TAACCCAA--------TCCTTATCAACGCAAATA------CATTCGCC-------------------------------------------CTATCTTGGGAGAT----------------TTTCA---------------A----------TT-TTTTACTCATTAACGGTGGCTTTT---T---TTTA------TTTTTGC-----GCTCG-------TAAATTTCAC-TTGCTTATTT-CTGACCCAATTTCCTCAATGCATCA-------CTTCCTC--T--------------------CCCTTTT--GAAGGAG---------------

droEle1 scf7180000491273:2316447-
2316638 +

ATATTATATACTTGTATTTGTCAACCTTTTAACCCAAGC-----TTTCTTATCATCGTGTACA------AGTTCTGT-------------------------------------------CTATCTTGAGACAT----------------TTTCA---------------A----------TT-TTTTACTCATTAACGGTGGCATTT---TTTTTTTAA-------TTCCA----CGCT---------------------CATTAATTT-CTGACCCAATTTCCCCAATGCATTATTTTGCAC--CCCT--T-----------------C--CCTTTTT--AAAGGAA---------------

droRho1 scf7180000776759:20043-
20217 -

--A-------------TTTGTCAACCTT-TAATCCAAGCC-AGAGTTCTTATCAACATGAATA------TATGATAG------------------------------------AGAGAACCTATCTTGAGACAT----------------TTTCA---------------A----------TT-TTGTACTCATTAACGGTGGCTTTT-------------------TCAAC-----G--------------------C-TCGTTAATTT-CTGACCCAATTTCCCCAATGCATCA-------TTTCCTCC-T--------------------TCCTTTT--GAAGGAGAAT------------

droFic1 scf7180000454155:379851-
380024 -

TAA-------------TTTATCAACCTT-TAACCCAAACC-AGCGTCCTTATCACTGCGAATA------TATTCAGT-------------------------------------------CTATCTTGAGGCGT------------------------------------------------T-TATTACTCATTGATGGTGCCGTTA-----------------TTTTTGC-----GCTCG-------TAAATTTAAC-TCGCTTGTTT-CTGACCCAATTTCCTCAATGCATCA-------CTTCCTC--T--------------------CCCTTTT--GAAGGAG---------------

droKik1 scf7180000302405:402556-
402768 -

CAA-------------TTTATCAACCTT-TAACCCAAGCC-AGCGTCCTTATCAATAA--ACAAAA-----T-AG--GTTCAGGTTT-TCATTCTCTATGTATATAT-------------GTATATG---GGGT----------------TTTCA---------------A----------TT-CTTCGCTTATTAACTAGGGCAGTT---GATGTGCGA-----TTTTTGA-----GCTCG-------TAAATTTCATTTCGCATATTT-CTGACCCAATTTCCCAAATGCATCA-------CTTCCTC--T--------------------CCCTTTT--GAAGGAG---------------

droAna3 scaffold_12916:4636801-
4636989 -

CAA-------------TTTATCAACCTT-TAACCCAAGCC-AGTGTCCTTATCATCAA--ACAATAACATAT---AT-------------------------------------------ATACCT-A-GACTT----------------TTTTT-----------------ATTGTTGATAT-TTTTATTCATTAAA-GTGTTGTTT-------------------TTAAT-----GGCCG-------TTAAATTCAC-TCGCATATTT-CTGACCCAATTTCCCAGATACCAGA---TGCACTTCCTC--T--------------------CCCTTTT--GAAGGAG---------------

droBip1 scf7180000396737:128141-
128333 +

CAA-------------TTTATCAACCTT-TAACCCAAGCC-AGTGTCCTTATCATCAA--ACAATAAAATTTTATAC------------------------------------AAA----CAAGCCTAGAACTT----------------TTTT-----------------TTTTATTGATAT-TTTTGCTCATTAAAAGTGTCGTTG-------------------TTTAT-----GCCCG-------T-AATTTCAC-TCGCATATTT-CTGACCCAATTTCCCAGATGCATCA-------CTTCCTC--T--------------------CCCTTTT--GAAGGAG---------------

dp5 4_group3:9617594-9617765
-

CAA-------------TTTATCAACCTTTTAACCCAAGCCGAGCATCCTTATCAACAA--ATA-------ATTCTCT--------------------CG----------------T----CAGCCT-CG-GTGT----------------TTTTA---------------A----------TTTTTTTACTCATTAGCGGTGATC-------------------------------------GTAAATAATAATTTCAC-TCGCATATTT-CTGACCCAATTTCCCGAATGCAGCA-------TTTCCTC--T--------------------CCATAT---AGTGGA----------------

droPer2 scaffold_8:811297-811467
-

CAA-------------TTTATCAACCTTTTAACCCAAGCCGAGCATCCTTATCAACAA--ATA-------ATTCTCT--------------------CG----------------T----CAGCCT-CG-GTGT----------------TTTTA---------------A----------TT-TTTTACTCATTAGCGGTGATC-------------------------------------GTAAATAATAATTTCAC-TCGCATATTT-CTGACCCAATTTCCCGAATGCAGCA-------TTTCCTC--T--------------------CCATAT---AGTGGA----------------

droVir3 scaffold_12963:5860216-

5860431 +

CAA-------------TTTATCAACCTT-TAACCCAA--------TTCCATTCGGCGATAA----------------GGACATGTTATTAATTCACATGTTATGTTAATTAATGAAATAT-----------------AATTT---A---AATAATAATAATAGTAATTGA-A--------------------------------CACATTTTATTTACAATGTTCAGCTTGTGCTC------ATTAAAAAGCATTTCCC-TTGCTTATTT-CTGACCCAATTATCGCCCTGTATT---------TTACAA--T----------TGCAT--CAAACC-------G-AAAA---------------

droMoj3 scaffold_6500:24978110-
24978149 +

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATTTCAC-TTACATATAT-CTGACCCAATTTCCTGCTTGCAT----------------------------------------------------------------------

droGri2 scaffold_15252:5770199-
5770282 +

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATTTCAC-TTGCATATTT-TTGACCCATTTTCCT-------------------TCTTT--TTTTTTTTGCTTGCATTTATTACCG--A--CCAGAAA-ATGCATGAAATGGA
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Flybase annnotation

Antisense to intron [CG8176-in]; Antisense to intron [JHDM2-in]; rescue_fragment [Ras85D[+t12]]; Antisense to intron [CG8176-in]; Antisense to intron [JHDM2-in]; Antisense to intron [CG8176-in]; Antisense to pre_miRNA [mir-2283-RM]; Antisense to five_prime_UTR [CG8176-u5]; Antisense to miRNA [mir-2283-RA]
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GCCTAGTATATCACGAGAAAGCAATAAATTACGGAACTTTAAATATAATTTAGCTGCTCCTAAAATATCACGTATACTAAATGATGTGCACATAATTGTCGTATTCATGATATTTTCGGAGCAGCTCAGGAGTGAGTTTTCATAGTTACAGTTTCATATCTTGGATGGGAGGAAAC

***********************************................(((((((((.(((((((((...((((..(((.(((....))).)))...))))...))))))))).)))))))))...............***********************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V148

mbn2

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM467731

Dmel_loq_sRNAseq

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM399101

kc167
cell

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609222

ML-DmBG1-
C1

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V086

female
body,
aged

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM467729

Dmel_wt_sRNAseq

GSM609225

ML-DmBG3-
C2

GSM609230

CS,ovary,AGO1IP

AGO1

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

V008

S2-
DRSC

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V074

S3

V146

S1
cell

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V091

fGS/OSS
total
Â 

V145

S2-
DRSC

V073

mbn2

GSM379058

Piwi
Heterozygote

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM399100

Kc167
cell

V030

ML-
DmD8
cell

V032

S1
cell

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V141

Heat_female_body

V092

dcr-
2[G31R]
male
total
RNA Â 

V077

cold,
female
head

SRR031692

Total
small
RNAs from
Oregon R

GSM609240

IR+ 2-
18hr

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609251

aged
female
head

GSM609227

CMEW1
Cl.8+
cell

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609217

MLDmD20c5

V078

Desiccation,
female head

SRR010953

Aub
heterozygotes,
oxidized

GSM322219

2-4day
pupae #1

SRR001339

WT_females_non-
beta-eliminated

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM609223

male, one
day

V034

ML-
DmD16c3
cell

SRR001347

ago2_untreated

SRR032093

ago1
knockdown

SRR060652

hs-
Penelope_testes_total

GSM609229

embryo 2-
6hr

GSM609239

IR- 2-
18hr

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609238

embryo
14-24hr

GSM609224

female,
one day

V137

Male
aged
head

GSM361908

s2-48
Biological
Replicate
#2

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

V079

Oxidation,
female
head

GSE24545

CS ovary
total
RNA

GSM272653

KC -48 #1

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

GSM399107

male body
#2

SRR001348

ago2_oxidized

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

GSM628272

ago2[414]
ovary
total RNA

..................................................................................................TCGTATTCATGATATTTTCGGA........................................................ 22 0 1 7.00 7 0 3 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................CGTATTCATGATATTTTCGGAG....................................................... 22 0 1 4.00 4 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................TCGTATTCATGATATTTTCGGAGT...................................................... 24 1 1 3.00 3 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................TCGTATTCATGATATTTTCGG......................................................... 21 0 1 2.00 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................GTATTCATGATATTTTCGGAGC...................................................... 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................TCGTATTCATGATATTTTCGGAA....................................................... 23 1 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................TCGTATTCATGATATTTTCGGAATC..................................................... 25 3 2 1.50 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................GCACATAATTGTCGTATTCAT.................................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................ATATTTTCGGAGCAGCTCAGGATC........................................... 24 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................CGTATTCATGATATTTTCGGAGC...................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................TTCATGATATTTTCGGAGCAG.................................................... 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................CATGATATTTTCGGAGCAGCTCAG............................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................CGTATTCATGATATTTTCGGA........................................................ 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................ATATTTTCGGAGCAGCTCAGG.............................................. 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................ATATTTTCGGAGCAGCTCAGGA............................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................TCGTATTCATGATATTTTCGGAAA...................................................... 24 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................GTTTCATATCTTGGATGGGAG..... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................GAGCAGCTCAGGAGTGAGTTT..................................... 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................TCGTATTCATGATATTTTCGGAT....................................................... 23 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................TCATGATATTTTCGGAGCAGC................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................CGGAGCAGCTCAGGAGTGAGT....................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................CAGGAGTGAGTTTTCATAGTT............................. 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................ATATTTTCGGAGCAGCTCAG............................................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................TCGTATTCATGATATTTTCGGAG....................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................GCACATAATTGTCGTATTCATG................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................TGATATTTTCGGAGCAGCTCA................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................TACAGTTTCATATCTTGGATG......... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................TTTTCGGAGCAGCTCAGGAGT........................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................GCAATAAATTACGGAACTTGG....................................................................................................................................... 21 2 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................ATGTGCACATAATTGTCGTA......................................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CGGATCATATAGTGCTCTTTCGTTATTTAATGCCTTGAAATTTATATTAAATCGACGAGGATTTTATAGTGCATATGATTTACTACACGTGTATTAACAGCATAAGTACTATAAAAGCCTCGTCGAGTCCTCACTCAAAAGTATCAATGTCAAAGTATAGAACCTACCCTCCTTTG

***********************************................(((((((((.(((((((((...((((..(((.(((....))).)))...))))...))))))))).)))))))))...............***********************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V146

S1
cell

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V074

S3

V145

S2-
DRSC

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V128

S3

V126

CME
L1

V032

S1
cell

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

V127

G2

V008

S2-
DRSC

V133

Sg4

GSM371638

S2-NP

SRR097865

Drosophila
S2-NP
cells

V148

mbn2

GSM609227

CMEW1
Cl.8+
cell

GSM399100

Kc167
cell

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

GSM628272

ago2[414]
ovary
total RNA

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

GSM609226

CMEW1
Cl.8+
cell

GSM609230

CS,ovary,AGO1IP

AGO1

GSM399101

kc167
cell

GSM609235

CMEL1

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V078

Desiccation,
female head

GSE24545

CS ovary
total
RNA

V137

Male
aged
head

V144

OSC

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

V091

fGS/OSS
total
Â 

GSM609222

ML-DmBG1-
C1

SRR032093

ago1
knockdown

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V142

Oxidation_female_body

V138

Male
cold
body

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR029030

dcr-2
knockdown

SRR097866

Drosophila
S2-NP
cells

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

V080

Starvation,
female head

GSM609237

ago2[414]
ovary
total RNA

V136

Male
aged
body

V147

1182-
4H
cell

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V073

mbn2

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM343832

S2R+ cell

V141

Heat_female_body

V077

cold,
female
head

GSM609239

IR- 2-
18hr

GSM280085

WT testes
(18-24nt)

GSM385821

OSS_s7

GSM385822

OSS_s8

SRR014280

Ovary_rep1_w1118_P
GSM609218

Sg4

V014

DTT
8h

V031

GM2
cell

V038

Felix
sample
S2
only

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

V131

ML-
DmD16-
c3

V085

CME
W2
wing
disc

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V079

Oxidation,
female
head

V023

Dcr2
female
head

GSM609219

GM2 cell

SRR031692

Total
small
RNAs from
Oregon R

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

V139

Cold_female_body

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM379056

Krimp
Heterozygote

GSM379057

Krimp
Mutant

GSM379065

Zuc
Heterozygote

GSM322533

female
head #1

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR014275

Ovary_rep1_LK_P

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR097867

Drosophila
S2-NP
cells

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM343833

S2R+ cell

V096

loqsKO/f00791
ovary

V125

ML-
DmD9

V134

ML-
DmD8

V135

CME
W2
(wing
disc
line)

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM609229

embryo 2-
6hr

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

V015

DreRFHV148h

V129

ML-
DmBG1-
c1

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V034

ML-
DmD16c3
cell

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

GSM609225

ML-DmBG3-
C2

GSM379062

Squ
Mutant

GSM379066

Zuc
Mutant

GSM467731

Dmel_loq_sRNAseq

GSM609244

KC+48 #2

SRR001338

IR_non-
beta-
eliminated

SRR001345

ago2_non-
beta-
eliminated

SRR001347

ago2_untreated

SRR001664

homozygous_dcr-
2_untreated

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR060645

yw67c23(2)_testes_total

SRR060652

hs-
Penelope_testes_total

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

V012

Dcr2 male
(Katsutomo,
whole fly?)

V022

ML-
DmD32
cell

GSM609221

1182-4H
cell

V036

ML-
DmD20c5
cell

V037

Felix
sample
+mirtrons

GSM609224

female,
one day

SRR001349

heterozygous_dcr-
2_untreated

GSM609217

MLDmD20c5

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR001348

ago2_oxidized

V086

female
body,
aged

GSM609234

CS Â male
total RNA
Â 

GSM609238

embryo
14-24hr

GSM385744

OSS_s2

GSM609249

ML-DmD21
cell

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

GSM322543

male head
#1

GSM609223

male, one
day

SRR001339

WT_females_non-
beta-eliminated

..........................................................GGATTTTATAGTGCATATGAT................................................................................................. 21 0 1 94.00 94 6 6 3 2 2 1 1 4 7 1 2 2 5 0 0 1 1 2 5 2 2 0 3 2 1 3 0 1 3 0 0 5 0 0 0 0 0 0 1 1 2 0 0 2 0 0 0 0 0 1 2 2 1 0 0 0 0 1 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................GAGGATTTTATAGTGCATATGAT................................................................................................. 23 0 1 78.00 78 3 6 6 3 0 7 1 7 1 3 1 5 2 0 1 0 2 3 0 2 1 2 0 3 1 1 0 0 0 1 0 0 3 0 0 0 0 0 1 0 0 0 0 1 0 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................CGAGGATTTTATAGTGCATATG................................................................................................... 22 0 1 78.00 78 13 0 1 10 0 6 2 1 1 2 2 2 0 1 3 3 4 1 0 1 1 1 0 0 2 0 0 0 0 0 1 1 0 1 0 0 0 0 0 0 0 0 5 0 0 0 0 2 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 1 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................AGGATTTTATAGTGCATATGAT................................................................................................. 22 0 1 65.00 65 3 3 4 1 2 2 5 4 4 7 1 1 2 4 0 0 0 3 0 2 1 0 0 0 1 1 0 0 0 2 0 0 0 3 0 0 0 1 1 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................GAGGATTTTATAGTGCATATGA.................................................................................................. 22 0 1 45.00 45 1 4 3 0 0 4 3 1 0 3 1 3 1 0 0 0 1 1 0 1 1 1 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 2 0 0 0 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................ACAGCATAAGTACTATAAAAG........................................................... 21 0 1 25.00 25 1 3 0 0 3 0 1 0 0 0 2 0 0 0 1 1 0 0 0 0 0 2 1 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................AGCATAAGTACTATAAAAGCCT........................................................ 22 0 1 19.00 19 1 1 2 1 2 0 0 1 1 0 0 0 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................CGAGGATTTTATAGTGCATATGAT................................................................................................. 24 0 1 18.00 18 1 0 0 3 0 1 2 0 0 0 0 0 0 5 0 0 1 1 0 0 0 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................GCATAAGTACTATAAAAGCCT........................................................ 21 0 1 17.00 17 2 1 1 0 0 0 0 1 0 0 3 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................TGAGGATTTTATAGTGCATATGAT................................................................................................. 24 1 1 15.00 15 5 0 1 0 0 1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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.................................................................................................TAGCATAAGTACTATAAAAGCCT........................................................ 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................CTAACAGCATAAGTACTATAAAAGC.......................................................... 25 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................CGATTTTATAGTGCATATGAT................................................................................................. 21 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................GAAATTTATATTAAATCGACGAGGA................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................CAGGATTTTATAGTGCATATGAT................................................................................................. 23 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................GATTTTATAGTGCATATGAT................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ATCGACGAGGATTTTATAGTG......................................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TTCGACGAGGATTTTATAGTGC........................................................................................................ 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ATCGACGAGGATTTTATAGTGCA....................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:5343196-5343371 - dme-mir-

2283-as
GCCTAGTATATCACGAGAAAGCAATAAATTACGG---AACTTT---A-AATATAATTTAGCT-GCTCCT-A-AAATATCACGTATACTAAATGATGTGCACATAATT----------GTCGTATTCATGATATTTTCGGAGCAGCTCAGGAGTGAGTTTTCATAGTTACAGTT-----TCA-TATCTTGGATGGGAGGAAAC---------------------------

droSim2 3r:15683532-15683717 + dsi_31332 GCCTAGTAGATCACGAGAAAGCAATAAATTACGG---AACTTT---A-AATATAATTGAGCT-GCTCCT-A-AAATATCACGTATACGACATGATGTCCCAATTATATGCACATCCTGTCGTATACGTGATATTTTAGGAGCAGCTCAAGAGTGAGTTGTCATAGTTATAGTT-----TCA-TATCTTGGATGGGAGCCACC---------------------------
droSec2 scaffold_0:16553560-

16553745 +
dse_1754 GCCTAGTAGATCACGAGAAAGCAATAAATTACGG---AACTTT---A-AATATAATTGAGCT-GCTCCT-A-AAATATCACGTATACGACAGGATGTGCATGTAATTGGGACATCATGTCGTATACGTGATATTTTAGGAGCAGCTCAAGAGTGAGTTGTCATAGTTACAGTT-----TCA-TATCTTGGATGGGAGCAACC---------------------------

droYak3 3R:9394428-9394574 - GCCTACTAGATCACGAGAAAGCAATAAATTACGG---AACTTT---A-AATATAATTGCGTT-GCTCCC-A-AAATATCACGTATACGACATGATGTGTCAATTACATT---------------------------------------AGAGTGGGTTGCCATAGTTACAGTT-----GTA-TATCTTGGTTGGGTGGAACC---------------------------
droEre2 scaffold_4770:16257677-

16257823 +
ACCTAGTAGATCACGAGGAAGCAATAAATTACGG---AACTTT---A-AATATAATTGACTT-GCTCCT-C-AAATATCACGTATACGACATTATGTGACAATTATATT---------------------------------------AGAGTGAGTTGCCAAAGTTACAGTT-----GTA-TATCTTGGATGGGTGGAACC---------------------------

droEug1 scf7180000407136:350479-
350626 +

GCCTAATAGATCACGAGAAATCAATAAATTACGGAATAAGTTA---A-AATATAATTAATGTACGTCATTT-AAAAATCAAGTATACGACATGAGGTGCCAATTATATT---------------------------------------ACAGTGAGTTGTCATAGTTATAGTT-----GAAATATCCCTAATGGAAG--------------------------------

droBia1 scf7180000302075:5353314-
5353427 -

CCCTAGTAGATCACGAGAAATCCATAAATTAGGCCAGAAGTTG---G-AATATAATTGAGCG-GTTCATCA-AAAAATCACGTATACGAC-------------------------------------------------------------GTGTGTTGTCATAGTTACAGTG-----TCA-AATAA------------------------------------------

droTak1 scf7180000415397:445014-
445138 +

GTCTAGTAGATCACGAGAAATCCGTAAATTAGAGAAGAAGTTT---ACCATACAATTGAGCT-GTTCATCA-AAAAATCACGTATACGACACGATGTGCCACT-----------------------------------------------AGTGAGTTGTCATAGTTACTCTG-------A-TGT--------------------------------------------

droEle1 scf7180000491047:308637-
308749 +

GTCAAATAGATCACGAGAAATCAATAAACTACTGATGAAGTTT---T-AATATAATTGAGCT----CTC-T-AAAAATCACGTATACGTAATGATG---------------------------------------------------------------TCATAGTTACAGTCATGTTTAA---------------AG-AAC---------------------------

droRho1 scf7180000777865:110650-
110789 -

ACCAAGTAGATCACGAGAAATCAATAAATTATGGAAGAAGTTT---A-AATATAATTGAGCA-GTTCAT-C-GAAAATCACGTATACGTCATGATG---------------------------------------------------------------TCATAGTTACAGTA-----GAG--------------AATAACCACTAACATGTACTTTTAAATGTCTTTG

droFic1 scf7180000453488:620177-
620313 -

---------------------CAATAAATCACCGATGAACTTTTTAAACATATAAATAAGCA-TTTCATCATCAAAATCACGTATACGACTAGATGTGCCAAATTTGTT---------------------------------------ATTCTGAGTTGCCATAGTTACAATAATA--TTT-AATCTTTTATGACAAGAA-C---------------------------

Generated: 09/09/2015 at 02:18 AM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:5343196-5343371
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:5343196-5343371
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme-mir-2283-as.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:15683532-15683717
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_31332.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:16553560-16553745
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1754.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:9394428-9394574
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:16257677-16257823
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000407136:350479-350626
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302075:5353314-5353427
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415397:445014-445138
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491047:308637-308749
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777865:110650-110789
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453488:620177-620313
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Predicted structure
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Flybase annnotation

intron [CG4733-in]; intron [CG4733-in]; intron [CG4733-in]; intron [CG4733-in]; five_prime_UTR [CG4733-u5]; five_prime_UTR [CG4733-u5]; five_prime_UTR [CG4733-u5]; five_prime_UTR [CG4733-u5]; Antisense to transposable_element_insertion_site [PBac{WH}CG4733[f05068]]
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GCCCAAATGCAATCATTAATAAAGGCAGACAAATATCAAACTATATGTACGTCATGCACCACCATACACCCCACCAGCCACACACATACACACACAAGTGCACTCTGGCTCGTAAAGTGTATGTAAAGTGCATTGGGCCAGTGTGCGTGCACGTGTGTCTGTGAGCGGCAACTACTTCGAAATTTATTTTCGAATAAATAGTACAAAGTTGAAGAAGCAGCAGCCGCAGTCGCAAACGC

*******************************************************************.........(((...((((.((((((.....(((((.((((((((....((((((.....)))))))))))))).))))).....)))))).))))...)))...............*******************************************************
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GSM609222

ML-DmBG1-
C1
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Oxidation,
female
head

SRR029633

total
small RNAs
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flies
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total RNA
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reseq

AGO1

SRR065802
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GSM609220
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GSM399106

female
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GSM399101
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GSM379057

Krimp
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V148

mbn2
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Vret Heterozygote

GSM360256

1st
instar #1

SRR001664

homozygous_dcr-
2_untreated

SRR029028

untreated
(mock)

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

V091

fGS/OSS
total
Â 

GSE24545

CS ovary
total
RNA

...................................................................................................................................................TGCACGTGTGTCTGTGAGCGGC...................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................................................AGTACAAAGTTGAAGAAGCAGCA................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........ATCATTAATAAAGGCAGACAAATATCAA........................................................................................................................................................................................................ 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................CACATACACACACAAGTGCACTCTGGC.................................................................................................................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................ACGTGTGTCTGTGAGCGGCAAC................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................TCTGGCTCGTAAAGTGTATGTAAAGTGC............................................................................................................ 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................TAAAGTGCATTGGGCCAGTG................................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................CATTGGGCCAGTGTGCGTGCA........................................................................................ 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................................................AGTACAAAGTTGAAGAAG...................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................TACACACACAAGTGCACTCTGGCT................................................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................TACACACACAAGTGCACTCTGGCTCG............................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................................................TGAAGAAGCAGCAGCCGCAGTCGCA..... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................AAAGTGCATTGGGCCAGCTA............................................................................................... 20 3 13 0.08 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CGGGTTTACGTTAGTAATTATTTCCGTCTGTTTATAGTTTGATATACATGCAGTACGTGGTGGTATGTGGGGTGGTCGGTGTGTGTATGTGTGTGTTCACGTGAGACCGAGCATTTCACATACATTTCACGTAACCCGGTCACACGCACGTGCACACAGACACTCGCCGTTGATGAAGCTTTAAATAAAAGCTTATTTATCATGTTTCAACTTCTTCGTCGTCGGCGTCAGCGTTTGCG

*******************************************************.........(((...((((.((((((.....(((((.((((((((....((((((.....)))))))))))))).))))).....)))))).))))...)))...............*******************************************************************
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.............GTAATTATTTCCGTCTGTTTA............................................................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................................................................................AAAGCTTATTTATCATGTTTCAA............................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................TGTGTGTTCACGTGAGACCGA................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................ATTTTATAGTTTGATATACAT.............................................................................................................................................................................................. 21 2 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................GGGTGGTATGTGGGGTGG.................................................................................................................................................................... 18 1 3 0.33 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................TGTGTGTATGTGTGTGTTC............................................................................................................................................. 19 0 4 0.25 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................GTGTGTATGTGTGTGTTC............................................................................................................................................. 18 0 6 0.17 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................GTGTGTGTATGTGTGTGTT.............................................................................................................................................. 19 0 10 0.10 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................GGTGTGTGTATGTGTGTGT............................................................................................................................................... 19 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................GTGTGTGTATGTGTGTGT............................................................................................................................................... 18 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:15716931-15717169 + dme_394 GCCCAAATGCAA-----TCATTAATAAAGG-CAGACAAATATCA-AA----------------CT----ATATGT---A----CG---T-CA-T--GCACCACCATACACCCCACC--AGCC--ACACAC------ATA-----CACAC--A-----CAAGTGCACTCT-GGCTCG-------TAA--------AGTGTATGTAAAGTGCATT-GGG--------------CCAGTGTGCGTGCACGTGTGTCTGTG--------------------------------------------------------AGCGGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTACAAAGTTGAAGAAGCAGCAG---CCGC------------------------------AGTCG-CAA-ACGC-
droSim2 3r:5567223-5567463 - GCCCAAATGCAATTAAATCATTAATAAAGG-CAGACAAATATCA-AA----------------CT----ATATGT---A----CG---T-CA-T--GC---ACCATACACCCCACC--AACC--ACACAC------ACA-----CACAC--A-----CAAGCGCACTCT-GGCTCG-------TAA--------AGTGTATGTAAAGTGCATT-GGG--------------CCAGTGTGCGTGCACGTGTGTCTGTG--------------------------------------------------------AGCGGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTACAAAGTTGAAGAAGCAGCAG---CCGC------------------------------AGTCG-CAA-ACGC-
droSec2 scaffold_25:60223-60457 - dse_74 GCCCAAATGCAATTAAATCATTAATAAAGG-CAGACAAATATCA-AA----------------CT----ATATGT---A----CG---T-CA-T--GC---ACCATACACCCCACC--AACC--ACACAC------ACA-----CGCGC-------------GCACTCT-GGCTCG-------TAA--------AGTGTATGCAAAGTGCATT-CGG--------------CCAGTGTGCGTGCACGTGTGTCTGTG--------------------------------------------------------AGCGGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTACAAAGTTGAAGAAGCAGCAG---CCGC------------------------------AGTCG-CAA-ACGC-
droYak3 3R:4489391-4489623 + GCCCAAATGCAATTAAATCATTAATAAAGG-CAGACAAATATCA-AA----------------CT----ATATGT---A----CG---T-CA-T--GC---ACTATACACCCCACC--AACC--ACACAC------ACACATA-CGCAC---------------ACACT-GGGTCG-------TAA--------AGTGTATGTAAAGTGCATT-GGG--------------CGAGTGTGCGTGCACGTGTGTCTGTG--------------------------------------------------------AGCGGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTACAAAGTTGAAGAAGCAGCAG---CCGC------------------------------AGTCG-CAA------
droEre2 scaffold_4770:5945742-

5945976 -
GCCCAAATGCAATTAAATCATTAATAAAGG-CAGACAAATATCA-AA----------------CT----ATATGT---A----CG---T-CA-T--GC---ACTATACACCCCGCC--AACC--ACACAC------ACA-----CACAC-------------GCACACT-GGCTCG-------TAA--------AGTGTATGTAAAGTGCATT-GGG--------------CGAGTGTGCGTGCACGTGTGTCTGTG--------------------------------------------------------AGCGGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTACAAAGTTGAAGAAGCAGCAG---CCGC------------------------------AGTCG-CAA-ACGC-

droEug1 scf7180000409804:2026241-
2026475 +

GCCTAAATGCAATTAAATCATTAATAAAGG-CAGACAAATATCA-AA----------------CT---TATATGT---A----CG---T-CA-T--AC---ATTATACACCCCACC--AAAA--ACACAC------CAA-----CGCAC---------------ACAGA-GGGAC-------ATAA--------AACATATGTAAAGTGCATTTGGG--------------CGAGTGTGCGTGCACGTGTGTCTGTG--------------------------------------------------------AGCCGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTACAAAGTTGAAGAAGCAGCAG---CCGC------------------------------AGTCG-CAA-ACGC-

droBia1 scf7180000302402:1492989-
1493205 +

GCCCAAATGCAATTAAATCATTAATAAAGG-CAGACAAATATCA-AA----------------CT----ATATGT---A----CG---T-CA-C--AC---ATTGTACACCCCACC--GAAA--ACACAC------GCA-----CAC----CAC-----------GGCG-GGGAC-------ATGG--------GGCATATGTAAAGTGCACT-----------------------------GCACGTGTGTCTGTG--------------------------------------------------------GGCCGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTACAAAGTTGAAGAAGCAGCAG---CAGC------------------------------GGCCG-CAG-CA---

droTak1 scf7180000415710:91401-
91635 -

GCCTAAATGCAATTAAATCATTAATAAAGG-CAGACAAATATCA-AA----------------CT----ATATGT---A----CG---T-CA-T--AC---ATTATACACCCCACC--AAAA--ACACAC------ACG-----CACAC--ACT-----------CGTG-GGGAT-------ATAA--------AACATATGTAAAGTGCATT-GGG--------------CGAGTGTGCGTGCACGTGTGTCTGTG--------------------------------------------------------AGCCGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTACAAAGTTGAAGAAGCAGCAG---CCGC------------------------------AGTCG-CAA-ACGC-

droEle1 scf7180000491008:1189992-
1190188 -

TCCCAAATGCAATTAAATCATTAATAAAGG-CAGACAAATATCA-AA----------------CT----ATATGT---A----CG---T-CA-T------------ACACCCCACC--------ACACACAC----ATA-----C------------------CACACA-GGGAC-------ATTA--------AACATATGTAAAGTGCATT-----------------------------GCACGTGTGTCTGTG--------------------------------------------------------AGCCGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTACAAAGTTGAAGAAGCAGCAG---TCGC------------------------------AG-------------

droRho1 scf7180000780274:113383-
113572 -

TCCCAAATGCAATTAAATCATTAATAAAGG-CAGACAAATATCA-AA----------------CTACATATATGT---A----CG---T-CA-T--C-----------CCCCCACC--------TCACACACAC--A---------------------------------GAGAA-------AT----------AACATATGTAAAGTGCATT-----------------------------GCACGTGTGTCTGTG--------------------------------------------------------AGCAGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTACAAAGTTGAAGAAGCAGCAG---TTGC------------------------------A--------------

droFic1 scf7180000454126:741080-
741283 +

GCCCAAATGCAATTAAATCATTAATAAAGG-CAGACAAATATCA-AA----------------CT----ATATGT---A----CG---T-CA-T--AT---A-----------------------CAT----------A-----CCCAT----------------------------------------------ACATATGCAAAGTGCATT-GGG--------------CGAGTGTGCGTGCACGTGTGTCTGTG--------------------------------------------------------AGCCGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTACAAAGTTGAAGAAGCAGCAG---CAGCAGCAGCCGC---------------------AGTCG-CAA-ACGC-

droKik1 scf7180000297926:99747-
99965 -

GCCTAAATGCAATTAAAACATTAATAAAGG-CAGACAAATATCAGAACTATA--CAT------AC----ATATGT---A----CG---T-CA-TAAGC------------ACCACCACAGCC--ACATGC------AGA-----CACAC--A-----------------------------------CCC-CGCGGCATATGTAAAGTGCACT-GGG--------------TGT------------GTGTGTGTGTG--------------------------------------------------------TGCAGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTACAAAGTTGAAGAAGCAGCAG---TCGC------------------------------AGTGG-CAG-CCGCA

droAna3 scaffold_13340:2298277-
2298504 +

GTCCAAATGCAATTAAATCATTAATAAAGG-CAGAAAAAGATCTGAA----------------AT----ACATGT---A----CG---T-CA-TACGCACCACTATACA----------------CACAC---------------CCACACACT--------------------TGTAGAACATACACCCGAGTGGCATATGTAAAGTGCATT-AGG--------------TGAACATGCGTATCTGTGTGTGTGTG--------------------------------------------------------TGCCGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTACAAAGTTGAAGAAGAAGCACCAGCCGC------------------------------AGT------------

droBip1 scf7180000396712:2043647-
2043880 -

GTCCAAATGCAATTAAATCATTAATAAAGG-CAGAAAAAGATCTGAAATATA--CAT------AT----GTATGT---A----CG---T-CA-TACGCACCACT--------------------ACACAC------CC-------ACACACACT--------------------TGTAGAACATACACCCGAGTGGCATATGTAAAGTGCATT-AGG--------------TGAACATGCGTATCTGTGTGTGAGTG--------------------------------------------------------TGCCGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTACAAAGTTGAAGAAGAAGCACCAGCCGC------------------------------AGT------------

dp5 2:26295095-26295357 - GCATAAATGCAATTAAATCATTAATAAAAACCAGACAAATATTC-AA----------------AT----ATATGT---A----TG---T-TAAT--GC----------A--------CACAGACACACAC------ACCGA--GCACACACACTTAGCGAGT------GGGG-------AACAGACA-------GTCATATGTAAAGTGCATT-AGAAGGCGGAATGAGAATGAGTGTGCGTGCG----------------------------------------------------------------------------GTACTTCGA-AATTTATTTTCGAATAAATAGTACAACGTTGAAGAGGAAGCAG---TAGGAACAACCGCCGTCGACTTAGCCTCTGTCGTCGTCG-CAGTGTGC-
droPer2 scaffold_6:1624977-1625237

-
GCATAAATGCAATTAAATCATTAATAAAAACCAGACAAATATTC-AA----------------AT----ATATGT---A----TG---T-TAAT--GC----------A--------CACAGACACACAC------CGA----GCACACACACTTAGCGAGT------GGGG-------AACAGACA-------GTCATATGTAAAGTGCATT-AGAAGGCGGAATGAGAATGAGTGTGCGTGCG----------------------------------------------------------------------------GTACTTCGA-AATTTATTTTCGAATAAATAGTACAACGTTGAAGAGGAAGCAG---TAGGAACAACCGCCGTCGACTTAGCCTCTGTCGTCGTCG-CAGTGTGC-

droWil2 scf2_1100000004921:4096626-
4096849 -

GCATAAATGCAATTAAATCATTAATAAAGT-CTGACAAATAACA-CGATATACACACATCTATCT----ATATGT---A----CGAC-T-CA-T--AC---AT-AGACAATTCATA--TG-C--GCATAC----ATATA-----TACAT--A-----TGAGTGAAT-----GCCTG---------TA-------TTTGTATGTAAAGTGCA-------------------------------------------------------------------------------------------------------GTTGAAACTACTTCGAAAATTTATTTTCGAATAAATAGTACAAAGCTGAAGAAGAAGAAG---CAGC------------------------------AATCTACGA-GTGC-

droVir3 scaffold_12855:7419854-

7420125 +

GCATAAATGCAATTAAATCATTAATAAAGC-CAGACAAACATCC-AA----------------AT----ATACTCGATAGCGCCGACTC-CA-T--GC----------A--------CACACACACACAC------AC-------ACACACACT---------CACACA-GACT---------TAAG-------CACGTATGTTAAGTGCAGT-AGA--------------AAAGTGTG----------------TGGCAAGCAGCACGGAAGCAGCAGCAACAGCGCC---GGCAGCAGCAGCGACGGCGGCAGCGGCAACTACTTCGA-TATTTATTTTCGAATAAATAGTACAAAGTTGAAGAAGCAGCAG---CAGC------------------------------AGCCG-CCG-CCGC-

droMoj3 scaffold_6540:25230814-
25231071 -

GCATAAATGCAATTAAATCATTAATAAAGC-CAGACAAACATCC-AA----------------AT----ATACTCGATAGCGCCGACTCCCA-T--GC----------A--------TACACACACACTC------AC--------------------------------------------ATATA-------CGCACACGTTAAGTGCAAT-AGA--------------AAAGTGTG----------------TGGCAAGCAGCACGGAAGCAGCAGCAGCAGCGTCAATGGCGGCGGCAGCGGCTGAGGCAGCAGCAACTACTTCAA-AATTTATTTTCGAATAAATAGTACAAAGTTAAAGAAGAAGCAG---CAGC------------------------------AGCAG-CAG-CCGA-

droGri2 scaffold_15074:5441116-
5441374 -

GCATAAATGCAATTAAATCATTAATAGAGC-CAGACAAGCATCACAA----------------AT----ATACTCGATAGCGCCGACTTATA-G--GC----------A----TCCACACAC--ACATAC------ACA-----CACACACACA-------TGCACTAT----T---------TATT-------CACGTATGTTAAGTGCAAT-AGA--------------AGAGTGTG----------------TGGCAAGCAGCACGGAAGCAACAACACCAGC---------------------AGCGGCAGCGGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTACAAAGTTGAAGAAGCAGCAG---CAGC------------------------------AGCAG-CAG-CAGC-
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[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Eip63E-in]; five_prime_UTR [Eip63E-u5]; intron [Eip63E-in]; intron [Eip63E-in]; intron [Eip63E-in]; intron [Eip63E-in]; intron [Eip63E-in]; five_prime_UTR [Eip63E-u5]; five_prime_UTR [Eip63E-u5]; five_prime_UTR [Eip63E-u5]; five_prime_UTR [Eip63E-u5]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AGGCGCTTTTCATAGTATTTAGCTGAAACGTGAAACCACTTAAAAGGGATCAAAATCAACAACCACCCCTAACAAACAACCACCGTGGAAAAAGTCGAAGCCCGCAACAAAATGTGTCTTTCGAGCGGCAAACTTTTTCTGCGGTTCTTGTTGTTGTCTGTGGTCGCTAGATTTATTGTTGTTTTGTCTGCAGATAATATTTGACCTCGTTTACTTGCAACTTCGGCG

******************************************************...............((((((.(((..(((((((((((((((((((..((((......))))..))))))........)))))))))))))..)))))))))....********************************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM385821

OSS_s7

GSM385822

OSS_s8

GSM385744

OSS_s2

V144

OSC

GSM385748

OSS_s6

V091

fGS/OSS
total
Â 

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2
GSM371638

S2-NP

SRR010959

Ago3 IP in
heterozygotes

AGO3

GSM628272

ago2[414]
ovary
total RNA

SRR010955

Aub IP in
Ago3
heterozygotes

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V132

ML-
DmD32

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609223

male, one
day

GSM609222

ML-DmBG1-
C1

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V085

CME
W2
wing
disc

V141

Heat_female_body

GSM609238

embryo
14-24hr

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR001347

ago2_untreated
GSM609219

GM2 cell

V073

mbn2

SRR032094

ago2
knockdown

GSM609225

ML-DmBG3-
C2

SRR031692

Total
small
RNAs from
Oregon R

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM609237

ago2[414]
ovary
total RNA

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM467730

Dmel_r2d2_sRNAseq

GSM275691

imaginal
disc

GSM364902

12-24hr
embryo

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR060644

A2_ovaries_total

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

V003

dsDcr-1
(katsutomo
RNA)

V034

ML-
DmD16c3
cell

V036

ML-
DmD20c5
cell

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

V092

dcr-
2[G31R]
male
total
RNA Â 

V096

loqsKO/f00791
ovary

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V131

ML-
DmD16-
c3

V133

Sg4

V142

Oxidation_female_body

V147

1182-
4H
cell

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR010953

Aub
heterozygotes,
oxidized

SRR060651

A2_ovaries_Ago3

AGO3

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM609224

female,
one day

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

GSM609217

MLDmD20c5

GSM609229

embryo 2-
6hr

SRR060648

A2_ovaries_FLAG-
Aub

GSM343287

Drosophila
Toll 10b
mutant
embryos

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V146

S1
cell

V086

female
body,
aged

SRR029033

lacZ
knockdown

SRR060645

yw67c23(2)_testes_total

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

GSM609230

CS,ovary,AGO1IP

AGO1

V008

S2-
DRSC

SRR001349

heterozygous_dcr-
2_untreated

GSM609239

IR- 2-
18hr

GSM609220

ML-DmD21
cell

GSM609248

ML-DmD9
cell

V074

S3

V080

Starvation,
female head

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM272653

KC -48 #1

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM361908

s2-48
Biological
Replicate
#2

V077

cold,
female
head

V139

Cold_female_body

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

V031

GM2
cell

GSM609234

CS Â male
total RNA
Â 

V032

S1
cell

GSM609243

KC+48 #1

GSM286606

2-6h #2
(9)

GSM609242

s2+48 #2

GSM609244

KC+48 #2

GSM286603

female
body

SRR097867

Drosophila
S2-NP
cells

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR097866

Drosophila
S2-NP
cells

SRR001339

WT_females_non-
beta-eliminated

SRR001348

ago2_oxidized

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V138

Male
cold
body

........TTCATAGTATTTAGCTGAAACGTGAAAC................................................................................................................................................................................................ 28 0 1 3.00 3 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................................................ATTTGACCTCGTTTACTTGCAAC....... 23 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TTTCGAGCGGCAAACTTTTTCTGCGGT................................................................................... 27 0 1 3.00 3 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................TAACAAACAACCACCGTGGAAAAAGTC.................................................................................................................................... 27 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................GTGGAAAAAGTCGAAGCCCGCAACAAAA.................................................................................................................... 28 0 1 2.00 2 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................TGTGGTCGCTAGATTTATTGTTGTTT............................................ 26 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................TGTGGTCGCTAGATTTATTGTTGT.............................................. 24 0 1 2.00 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................TCTTTCGAGCGGCAAACTTTTTCTGCGG.................................................................................... 28 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................................CCTCGTTTACTTGCAACTTC.... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................ACCACCGTGGAAAAAGTCGAAG................................................................................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................AACAAACAACCACCGTGGAAAAAGTC.................................................................................................................................... 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................................TCTGCAGATAATATTTGACCTCGTT................. 25 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................TAACAAACAACCACCGTGGAAAAA....................................................................................................................................... 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................TTTCTGCGGTTCTTGTTGTTGT....................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TTTCGAGCGGCAAACTTTTTCTG....................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................TCTTGTTGTTGTCTGTGGTCGCTAGAA........................................................ 27 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................TTCTGCGGTTCTTGTTGTTG........................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................TTTTCTGCGGTTCTTGTTGTTGTC...................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................TCTTGTTGTTGTCTGTGGTCGCTAGT......................................................... 26 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................TCGAGCGGCAAACTTTTTCTGCGGTTCT................................................................................ 28 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................TTCGAGCGGCAAACTTTTTCTGCGGT................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................ACAACCACCGTGGAAAAAGTCGAA................................................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........TCATAGTATTTAGCTGAAACGTGAAAC................................................................................................................................................................................................ 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................TCGAGCGGCAAACTTTTTCTG....................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................AGCCCGCAACAAAATGTGTCT............................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................CAAACAACCACCGTGGAAAAAGTCGAA................................................................................................................................. 27 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................ACAACCACCGTGGAAAAA....................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................................................CGTTTACTTGCAACTTCGGCG 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................................................TATTTGACCTCGTTTACTTGCAA........ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................................CCTCGTTTACTTGCAACTTCGGCG 24 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................CTGCGGTTCTTGTTGTTGTCTGTGGTC............................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................ACCACTTAAAAGGGATCAAAATCAAC........................................................................................................................................................................ 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................................................TATTTGACCTCGTTTACTTGCAACTTCGGC. 30 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................TGTCTGTGGTCGCTAGATTTATTGT................................................. 25 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................TAAAAGGGATCAAAATCAACAACCACC................................................................................................................................................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................ACAAACAACCACCGTGGAAAAAG...................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................GCCCGCAACAAAATGTGTCTTTCGAGCGGC................................................................................................... 30 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................TCTTGTTGTTGTCTGTGGTCGCTAG.......................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................GGCAAACTTTTTCTGCGGTTC................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................GCTAGATTTATTGTTGTTTTGTCTGCAGA.................................. 29 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................TTTATTGTTGTTTTGTCTGCAGATAAT.............................. 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................................TAATATTTGACCTCGTTTACTTGCAACT...... 28 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................CGCAACAAAATGTGTCTTTCGAGCGGC................................................................................................... 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................AACAAAATGTGTCTTTCGAGCGGC................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................TGTTGTTTTGTCTGCAGATA................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................................TCTGCAGATAATATTTGACCTCGTTTAC.............. 28 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................GTCTGTGGTCGCTAGATTTATTGT................................................. 24 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................TCGAGCGGCAAACTTTTTCTGCGGTTC................................................................................. 27 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............TAGTATTTAGCTGAAACGTGAAACCACT............................................................................................................................................................................................ 28 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................................TGTTTTGTCTGCAGATAATATTTGACC...................... 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................TCTGTGGTCGCTAGATTTATTGTTGT.............................................. 26 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................AACAACCACCGTGGAAAAAGTCGAAG................................................................................................................................ 26 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................ACCACCGTGGAAAAAGTCGAAGCCCGCAAC........................................................................................................................ 30 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................................................TATTTGACCTCGTTTACTTGCAACT...... 25 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................AAATGTGTCTTTCGAGCGGCAAACTT............................................................................................. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................ACCACTTAAAAGGGATCAAAATCAACAAC..................................................................................................................................................................... 29 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................AACAACCACCGTGGAAAAAGTC.................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................TGTGGTCGCTAGATTTATTGTTGTT............................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................CGTGGAAAAAGTCGAAGCCCGCAACAA...................................................................................................................... 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TCCGCGAAAAGTATCATAAATCGACTTTGCACTTTGGTGAATTTTCCCTAGTTTTAGTTGTTGGTGGGGATTGTTTGTTGGTGGCACCTTTTTCAGCTTCGGGCGTTGTTTTACACAGAAAGCTCGCCGTTTGAAAAAGACGCCAAGAACAACAACAGACACCAGCGATCTAAATAACAACAAAACAGACGTCTATTATAAACTGGAGCAAATGAACGTTGAAGCCGC

********************************************************************...............((((((.(((..(((((((((((((((((((..((((......))))..))))))........)))))))))))))..)))))))))....******************************************************
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......................................................TAGTTGTTGGTGGGGATTGTT......................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................TGTTTTACACAGAAAGCTCGC..................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................CGTCTATTATAAACTGGAGCA.................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................TGGTGAATTTTCCCTAGTTTT............................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:3545606-3545833 + dme_385 AG-----------GCGC-------------TTTTCATAG-----------------TA-T-------TTAGCTGAAA-------CGTGAAA-CCAC--------------TTA--AAAGGGATCAAAATCAACAACCACCCCTAACAA--ACAAC---CACCGTGGAAAA-AGTCGAAGCCC-GCAAC---A------------------A-AATG-TGTCTT----T-CGA-G--------CG------------------GCAAACTT--------TTTCT-GCGG--TTCTTGTTGTTGTCTGTGGTCGC-TA--------GATTTATTG------TT--GTT-TTGTCT-GCAGATAA---TA-TTTGACCTCGTTT---ACTT------G--CAACTTCGGCG---
droSim2 3l:3442131-3442358 + dsi_8113 AG-----------GCGC-------------TTTTTATAA-----------------TA-T-------TCAGCTGAAA-------CGTGAAA-CCAC--------------TTA--AAAGGGATAAAAATCAACAACCACCCCTAACTA--ACAAC---CACCGTGGAAAA-AGTCGTAGCCC-GCAAC---A------------------A-AAAG-TGTCTT----T-CGA-G--------CG------------------GCAAACTT--------TTTCT-GCGG--TTCTTGTTGTTGTCTGTGGTCGC-TA--------GATTTATTG------TT--GTT-TTGTCT-GCAGATAA---TA-TTTGACCTCGTTT---ACTT------G--CAACTTCGGCG---
droSec2 scaffold_2:3537251-3537478

+
AG-----------CCGC-------------TTTTTATAA-----------------TA-T-------TCAGCTGAAA-------CGTGAAA-CCAC--------------TTA--AAAGGGATAAAAATCAACAACCACCCCTAACAA--ACAAC---CACCGTGGAAAA-AGTCGTAGCCC-GCAAC---A------------------A-AAAG-TGTCTT----T-CGA-G--------CG------------------GCAAACTT--------TTTCT-GCGG--TTCTTGTTGTTGTCTGTGGTCGC-TA--------GATTTATTG------TT--GTT-TTGTCT-GCAGATAA---TA-TTTGACCTCGTTT---ACTT------G--CAACTTCGGCG---

droYak3 3L:4097555-4097782 + dya_141 AG-----------GCGC-------------TTTTTATAA-----------------TA-T-------TTTGCTGAA--------CGTGAAA-CCAC--------------TTA--AAAGGGATAAAAATCAACAACCACCCCTAACAA--ACAAC---CACCGTAGAAAA-AGTCGAAGCTC-GCAAC---A------------------AAAAAG-TGTCTT----T-CGA-G--------CG------------------GCAAACTT--------TTTCT-GCGG--CTCTTGTTGTTGTCTGTGGTCGC-TA--------GATTTATTG------TT--GTT-TTGTCT-GCAGATAA---AA-TTTGACCTCGTTT---ACTT------G--CAACTTCGACG---
droEre2 scaffold_4784:6241447-

6241685 +
AG-----------GCGCTTTTTGTAA-TATTTTTTATAA-----------------TA-T-------TTAGCTGAA--------CGTGCAG-CCAC--------------TTA--AAAGGGATAAAAATCAACAACCACCCCTAACAA--ACAAC---CACCGTAGAAAA-AGTCGAAGCCC-GCAAC---A------------------A-AAAT-TGTCTT----T-CGA-G--------CG------------------GCAAACTT--------TTTCT-GCGG--CTCTTGTTGTTGTCTGTGGTCGC-TA--------GATTTATTG------TT--GTT-TTGTCT-GCAGATAA---AA-TTTGACCTCGTTT---ACTT------G--CAACTTCGGCG---

droEug1 scf7180000409466:1285758-
1286007 +

CT-----------GCAC-------------TTTTTAAGT-----------------TC-C-------TAAGTTGAA--------CCTGAAAACCTT--------------ATG--AAAATCATAAAAATCAACAACCACCCCTAACAA--TCAGC---CACCCCAGGAAA-AGTCAAAGCCC-ACAACAACAACAACAACAACAACAGCAAGAAAG-TGTCTT----T-CAA-G--------CG------------------GCAAACTT--------TTTCT-GTGG--TGCTTGTTGTTGTCTGTGGTCGC-TA--------GATTTATTG------TT--GTT-TTGTCT-GCAGATAA---TA-TTTGACCTCGTTT---ACTT------G--CAACTTCGGCG---

droBia1 scf7180000302428:176364-
176571 +

GT----------------------------TTTTTATGA-----------------TT-T-------CCAGTTGAA--------CCTGAGT-CCGCT-------------TTG--AAAAGCATGAAAATCAACAACCACACCTAACAA--ACAAC---CACCCCAGAAA-------------------------------------------AAAG-TGTCTT----T-CGA-G--------CG------------------GCAAACTT--------TTTCT-GTGC--TGCTTGTTGTTGTCTGTGGTCGC-TG--------GATTTATTG------TT--GTT-TTGTCT-GCAGATAA---TA-TTTGACCTCGTTT---GCCT------G--CAACTCCGGCGTCG

droTak1 scf7180000415785:317183-
317401 -

AAAAAAGATATCTACGT-------------TTTTTATGA-----------------TT-T-------CTAGTTGAA--------CCTGAAA-CCAC--------------TTA--AAAAGCATAAAAATCAACAACCACCCCTAACAA--ACAAC---CACCCCAGAAA-------------------------------------------AAAG-TGTCTT----T-CGA-G--------CG------------------GCAAACTT--------TTTCT-GTGC--TGCTTGTTGTTGTCTGTGGTCGC-TA--------GATTTATTG------TT--GTT-TTGTCT-GCAGATAA---TA-TTTGACCTCGTTT---ACTT------G--CAACTTCGGCG---

droEle1 scf7180000491249:1637543-
1637795 -

GT-----------GTGCTT-----------AATTTATAATTTTGTAC-------AATATATAAACTGCCATCTGAA--------CCTAAAA-CCAC--------------TTGAAAAAAACATGAAAATCAACAACCACCCCTAACAT--ACAAT---CACCCTAGAAAAAAGTCAAAGCCCCAGAACAACA------------------A--AAA-TGTCTT----T-CGA-G--------CG------------------GCAAACTT--------TTTGT-GTGG--TGCTTGCTGTTGTCTGTGGTCGG-TA--------GATTTATTG------TT--GTT-TTGTCT-GCAGATAA---TA-TTTGACCTCGTTT---ACTT------G--CAACTTCGGCG---

droRho1 scf7180000775371:26368-
26608 -

AA------------------------------TTTACAATTTTGTA--------AATATATAAACTGCCATCTGAA--------CCTGAAA-CCAC--------------TTG--AAATGCATGAAAATCAACAACCACCCCTAACAT--ACAAC---CACCCCAGGAAA-AGTCAAAGCCC-ACAACAACA------------------A-AAAA-TATCTT----C-AGA-G--------CG------------------GCAAACTT--------TTTTT-GTGG--TGCTTGTTGTTGTCTGTGGTCGC-TA--------GATTTATTG------TT--GTT-TTGTCT-GCAGATAA---TA-TTTGACCTCGTTT---ACTT------G--CAACTTCGGCG---

droFic1 scf7180000454105:1882524-
1882722 +

A--------------------------------------------------------------------------A--------CCTGAAA-ACCT--------------TTG--GAAATCATAAAAACCAACAACCACCCCTAACAA--TC-GC---CACCCCAGAAAA-AG-CAGAGCCC-ACAAC---A------------------AAAAAG-TGTCTT----G-CGA-G--------CG------------------GCAAACTT--------TTTCT-GTGG--TGCTTGTTGTTGTCTGTGGTCG--TA--------GATTTATTG------TT--GTT-TTGTCT-GCAGATAA---TA-TTTGACCTCGTTT---GC-T------G--CAACTTCGGCG---

droAna3 scaffold_13337:9894137-
9894384 -

AT-----------GATT-------------TTTTT--------GTACCCACCTAAGTG-A-------TAAGTTGTGCGACAAACCCT-------GCTCTAAAGAAAATAACAA--AAA------GAGACCTAGAGCCACCCCTAACAACAACATCAACCCCCCTGGAAAA-AGTCGAAGCC----------A------------------A-AAAA-ATTCTT----T-GAA-G--------CG------------------GCAAACTT----------TGT-GCGG--C-GTTGTTGTTGTCTGTGGTCGGGTGGCATTTAAGATTTATTG------TT--GTT-TTGTCT-GCAGATAA---TA-TTTGACCTCGTTT---ACAT------G--CAACATCG------

droBip1 scf7180000396569:1460641-
1460881 +

AT-----------GATT---TTATGATTATTTTT---------TTAC----CAAAGTG-A-------TAAGTTGTGCGACAAACCCTGCAA-CA---------------------------AAAAAACGCAAGAGCCACCCCTAACAACAACAGCAACC-CCCTGGA-AA-AGTCGAAGCC----------A------------------A-AAAA-ATTCTT----T-GAA-G--------CG-------------------AAAACTT--------TTGCG-GCG----TGTTGTTGTTGTCTGTGGTCGGGTGGCATTTAAGATTTATTG------TT--GTT-TTGTCT-GCAGATAA---TA-TTTGACCTCGTTT---ACAT------G--CAAAATCGGCG---

dp5 XR_group8:5679490-5679565 + ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------T-GTGG--CTGTGGCTGTTGTCTGTGGTCCA-AA-------CGATTTATTG------TT--GTT-TTGTCT-GCAGATAA---TA-TTTGACCCCATTT---AC-------------------------
droPer2 scaffold_38:1576-1656 - CT-----------GTGG-------------TCTT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------T-----GGTGGCTGTTGTCTGTGGTCCA-AA-------CGATTTATTG------TT--GTT-TTGTCT-GCAGATAA---TA-TTTGACCCCATTT---AC-------------------------
droWil2 scf2_1100000004768:1349957-

1350023 +
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTATTG------TTGTGTT-TTGTCT-GTAGATAA---TA-TTTGACCTCGTTT---TTTTTTTTATGCATAACTTCGTTG---

droVir3 scaffold_13049:4587885-
4588125 -

AG-----------CTGC-------------TA--------------------------------------------------------AGC-ACA-TCGCGAGA------TTA--TAACGGCTAAAA----GAAAGCACCCTTAACAGCAACAACAACCACCCCAAACAA-A-------------AACAACA------------------A-AAA----CCTTGCCACTTGGGGTTGCCCTTTGTTGTTGCTGTTGTTGTTGCT--GTT--GTTGTTGTTGCT-GTTG--TTGTTGTTGTTGTCTGTGGTCGC-AG--------TATTTATTG------TT--GTT-TCGTCTCGCAGATAA---AAGTTTGACCTCGTTTGAGACTT------T--GAACGTTCACA---

droMoj3 scaffold_6680:2997355-
2997491 -

CC-----------CT-------------------------------------------------------------------------------------------------------------------------------CAACA---ATAAC---AACCCTTAAGAA-A--------------------------------------------------T----G----------------------------------CT-AGTT--GTTGTTGTTGTTGTTGG--TGTCCCTTGTTGTCTGTGGTTCGCAG--------TGTTTAATGTTGTTATT--GTTCTCGTTT-TTAGCTAG---AA-TTTGACCTCGTTCAA-GCT-----------------AGTC---

droGri2 scaffold_15110:10286559-
10286802 +

GT--------------------------------TAAAG-----------------TG-T-------TTTGATGAGCTG------CTAAGG-CAAATCAAAAGA------T---------TAT---AACAGCAAAACACCCTCAACA---ACAGC---AACAACGACAAC-AACCGAACCACCCCAAAAATA------------------A-AAAGAT-ACTT----TTTGGGGTTGCCTTCTG------------------CCAAGCTTCGTTTTTGTTGTTGTCTGCTTGCTCTCTGTTGTCTGTGGCCG--TAG--CTCAATATTTATTA---TTGTT--GTA-CTGTCT-GCAGATAAAAAAA-TTTGACCTCGTTT---AC------------------AGCG---
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chr3R:15046220-15046304 -

Confidence:

candidate

Class:

Canonical miRNA

Genomic Locale:

intron
[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star mismatch in alignment mismatch in read

Predicted structure
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Flybase annnotation

sequence_variant [Dl[BX9]]; intron [vib-in]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TCCCAGAACACTTTTCGCCGCTTTTTCCTACTCTTTTGCTGCCTGGCAACCTTTTTGGTAATTAGAGGATGAGTATGTGGCCCGGAAGTGGGTGGGTTTTCGGTTTGGCGTGTTCAAACTCATATGCATGCAAATAAAATGCAAAAAGGCTTGTGAAGCTTTTATGCTGTGGAAACCCTTTGTTT

***********************************..((......(((.....((((.......(((..(((((((((...(((((((........)))))))....)))))))))..))).........)))).....)))......))***********************************
Read
size

#
Mismatch
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Count

Total
Norm Total

GSM609222

ML-DmBG1-
C1

V079

Oxidation,
female
head

V137

Male
aged
head

V074

S3

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V086

female
body,
aged

V077

cold,
female
head

V078

Desiccation,
female head

V132

ML-
DmD32

GSM609219

GM2 cell

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V140

Dessication_female_body

V080

Starvation,
female head

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V134

ML-
DmD8

GSM371638

S2-NP

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM609225

ML-DmBG3-
C2

GSM609223

male, one
day

V015

DreRFHV148h
GSM609217

MLDmD20c5

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609251

aged
female
head

GSM609224

female,
one day

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1
V073

mbn2

GSM609229

embryo 2-
6hr

GSM379065

Zuc
Heterozygote

GSM360257

1st
instar #2

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR097865

Drosophila
S2-NP
cells

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

GSM609247
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female
head

V014

DTT
8h

GSM399101

kc167
cell
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ML-
DmD16c3
cell

GSM609250

ML-DmD32
cell

V096

loqsKO/f00791
ovary

GSE24545

CS ovary
total
RNA

V131

ML-
DmD16-
c3

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR010953

Aub
heterozygotes,
oxidized

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V008

S2-
DRSC

V031

GM2
cell

SRR031692

Total
small
RNAs from
Oregon R

V091

fGS/OSS
total
Â 
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S1
cell

V036

ML-
DmD20c5
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ML-
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heterozygous_dcr-
2_untreated

GSM385744
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ovary
total RNA

GSM272653

KC -48 #1

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609238

embryo
14-24hr

V136
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aged
body

GSM360262

0-2d
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GSM609220

ML-DmD21
cell
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CME
W2
wing
disc

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

GSM609230

CS,ovary,AGO1IP

AGO1

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

GSM609239

IR- 2-
18hr

GSM275691

imaginal
disc

SRR014277

Ovary_rep1_NA_P

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM399100

Kc167
cell

V037

Felix
sample
+mirtrons

V141

Heat_female_body

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM343833

S2R+ cell

GSM286606

2-6h #2
(9)

GSM343832

S2R+ cell

GSM609227

CMEW1
Cl.8+
cell

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

SRR001339

WT_females_non-
beta-eliminated

V003

dsDcr-1
(katsutomo
RNA)

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

V138

Male
cold
body

............................................................................GTGGCCCGGAAGTGGGTGGGT........................................................................................ 21 0 1 12.00 12 0 0 2 0 0 0 0 2 2 0 0 0 0 0 0 1 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................TGTGGCCCGGAAGTGGGTGGGT........................................................................................ 22 0 1 11.00 11 0 3 2 0 0 0 1 1 0 0 0 1 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................GTGGCCCGGAAGTGGGTGGGTT....................................................................................... 22 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................ATGTGGCCCGGAAGTGGGTGGGT........................................................................................ 23 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................TGTGGCCCGGAAGTGGGTGGGTTT...................................................................................... 24 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................TGTGGCCCGGAAGTGGGTGGGTTA...................................................................................... 24 1 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................GGGTTTTCGGTTTGGCGA.......................................................................... 18 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................TGTGGCCCGGAAGTGGGTGGGTT....................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................GATGAGTATGTGGCCCGGAAG................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AGGGTCTTGTGAAAAGCGGCGAAAAAGGATGAGAAAACGACGGACCGTTGGAAAAACCATTAATCTCCTACTCATACACCGGGCCTTCACCCACCCAAAAGCCAAACCGCACAAGTTTGAGTATACGTACGTTTATTTTACGTTTTTCCGAACACTTCGAAAATACGACACCTTTGGGAAACAAA

***********************************..((......(((.....((((.......(((..(((((((((...(((((((........)))))))....)))))))))..))).........)))).....)))......))***********************************
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HA-AGO2

AGO2

V086

female
body,
aged

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V079

Oxidation,
female
head

V074

S3

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR031692

Total
small
RNAs from
Oregon R
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ovary
total RNA

SRR014269
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2hrs_rep1_LK_0_2hr_Emb

GSM609237

ago2[414]
ovary
total RNA
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Cold_female_body
GSM385744

OSS_s2

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR001349

heterozygous_dcr-
2_untreated
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cold,
female
head

GSM609229

embryo 2-
6hr

GSM609217

MLDmD20c5

GSM399101

kc167
cell
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ML-DmBG3-
C2
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IP,
reseq

AGO1

SRR032092

mock
oxidized
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female
head
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GM2 cell
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Dcr2 male
(Katsutomo,
whole fly?)
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0-2d
pupae

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

GSM609227
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cell
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oxidized
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SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1
GSM385821
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0-1h #3
(7)

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR097866

Drosophila
S2-NP
cells
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Male
aged
head

....................................................................................CTTCACCCACCCAAAAGCCAAACCG............................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:15046170-15046354 - dme_420 TCCCAGA---------ACACTTTTCGC-CGCTTTTT---------------CCT-------ACTCTTTTGCT-GCCTGGCAACC-----TT-------------------TTTGGTAATTAGAGGATGAGTATG--TGGCCCGGAAGTGGGTGGGTTTTC-GG-TTTG---GC---------GTGTT-CAA------ACTCA--------TATGC--ATGCAAATAAAATGCAAAAAGGCTTGTGAAGCTTTTATGCTGTGGAAACCCTT--TGTT-T
droSim2 3r:6216190-6216374 + TCCCAGA---------ACACTTTCCGC-CGCTTTTC---------------CCC-------ACTCTTTTGCT-GCCTGGCGACC-----TT-------------------TTTGGTAATTAGAGGATGAGTATG--TGGCCCGGAAGTGGGTGGTTTTCG-GC-TTCG---GG---------GAGTT-CAA------ACTCA--------TATGC--ATGCAAATAAAATGCAAAAAGGCTTGTGAAGCTTTTATGCTGTTGAAACACTT--TGTT-T
droSec2 scaffold_25:719446-719629

+
TCCCAGA---------ACACTTTCCGC-CGCTTTTT---------------CCC-------ACTCTTTTGCT-GCCTGGCGACC-----TT-------------------TTTGGTAATTAGAGGATGAGTATG--TGG-CCGGAAGTGGGTGGTTTTC--GGCTTTG---GG---------GAGTT-CAA------ACTCA--------TATGC--ATGCAAATAAAATGCAAAAAGGCTTGTGAAGCTTTTATGCTGTTGAAACACTT--TGTT-T

droYak3 3R:3747831-3748011 - TCCCAAA---------AAACTTTCTGC-AGCCTTTTCCAT---CTGCCTGC-CC-------CCTCTTTTGCT-GCCTGGCGACC-----TT-------------------TTTGGTAATTAGAGGATGAGTATG--TTGCCCGGAAGTGGGTGGTTTCC--GG-TTTG---GG---------GAGTT-CCT------ACTCA--------TATGC--ATGCAAATAAAATGCAAAAAG----------CTTTCATGCTGGC--AACCCTT----TT-A
droEre2 scaffold_4770:6585607-

6585792 +
TCCCAGA---------ACACTTTCTGC-AGCTTTTTCCAC---CTGCCCTC-CA-------ACTCTTTTGCT-GCCTGGCGACC-----TT-------------------TTTGGTAATTAGAGGATGAGTATG--TGGCCCGGAAGTGGGTGGTTTC---GG-TTTG---GG---------GAGTT-CAA------GCTCA--------TATGC--ATGCAAATAAAATGCAAAAAGGCTTTTGAAGC-----TGCTGCC--AACACTTTT---T-C

droEug1 scf7180000409804:1308777-
1308978 -

TCCCAGA---------ACATTTCCTGC-AGCCTT--CCACTTTTTGCCCCT-CA-------ACTCTTTCGTT-GCCTGGCGACC-----TTTCATATT-TTTTTTCTT-TTTTGGTAATTAGAGGATGAGTATG--TGGTCCGGAAGTGGGTGGTTTG---GG-TTTG---GGGTCCTGGCAGAGTC-CAA------ACTCA--------TGTGC--ATGCAAATAAAATGAGAA------------ACTTTTATGCTGCC--AGCATTT--------

droBia1 scf7180000302402:806027-
806213 -

TCCCAGA---------ACATTTCCTGCCCGC--------------------CCA-------ACCCTTTCGCA-GCC-GGCGACC-----TT------------------TTTTGGTAATTAGAGGATGAGTATG--TGGTCCGGAAGTGGGTGGCTTGG--GG-TCTG---GG---------CATCCCAGATCCCCCTCGCA--------TATGC--ATGCAAATAAAATCAGAAAAGGCTGTTAAAACTTTCATGTTGCC--AGCACTTTTTAGG-C

droTak1 scf7180000410451:67516-
67695 -

TCCCAGA---------ACGTTTCCTGC-AACTT---------------------------------TTCGCTGGCCCGGCGACC-----TT-------------TTTT-TTTTGGTAATTAGT-GATGAGTATG--TGGCCCGGAAGTGGGTGGTTT----------G---GG---------GACCC-CAA------ACTCATATACAA-CATGTATATGGAAATAAAATCAGAAAAGGCTTGTGAAATTTGCATGTTGCC--AGCATTTTT-TTTGA

droEle1 scf7180000490994:813037-
813213 -

ACCCAGG---------ACATTTCCTGC-AGCTCCCCCCAC------------CC-------CCTCTTCCGCT-GCCTGTCGACC-----TT-------------TTTT-TTGTGTTAATAAGAGGATGAGTGTT--TGGCCCGGAAGTGGGTGGCTGGG-------------------------------T------GCTCA--------TATGC--ATGCAAATAAAATCAGAAAAGGCTTGGAAAACTTTCATGTTGCT--AGCAGTTTT-GTTAT

droRho1 scf7180000777405:27908-
28098 +

GCCCAGA---------ACATTTCCTGC-AGCCTC--CAACCCACTCTCC--TCA-------ACTCTTTTGCT-GCCTGGCGACC-----TT-------------------TTTGGTAATTAGAGGATGAGTGTG--TGGCCCGGAAGTGGGTGGTTGTG--GG-CTTGGTTGG---------GTGCT-CAA------ACTTA--------TATGA--ATGCAAATAACATTAAAAAAGGCTTGTGAAACTCTCATGTTGCC--AGCATTT--------

droFic1 scf7180000454126:21400-
21585 -

--CCAGA---------ACATTTCCTAC-AGCTAA--CCACCCATTCCCATT-TC-------ACTCTTCCGCT-GCCTGCCATTT-----TTTC---CT-TTTTTTTTT-TGTTGATAATTAGAGGATGAGTGTG--TGCCCCGGAAGAGGGTGTTC------------------------------C-AAA------ACTCA--------TATGC--ATGCAAATAAATTCAGAGAAGGCTTGTGGAACTTTCATGTTGCC--AGCATTT--------

droKik1 scf7180000302707:258920-
259096 -

TCCCAAA---------ACATTTCCTAC-AGCTT----------------------------------CCGTT-GCT-TGCGACC-----AT-------------TTTTATTTTGGTAATAAGAGGATGAGTGTTTTTGGGCCGGAAGTGGGTGGCTAGCGCAG-GTTG---AA------------------------GGCCGTGTATATTTATGC--ATGCAAATAAAATTAGAAACGACTGGCAAAACTTTTAT-TTG-C--AGCATTT--CAGG-A

droAna3 scaffold_13340:15341975-
15342117 +

dan_281 CCAA---------------CCTCC------------CTACCCTCT-------CC-------CCCCAGGGGTT-GCCTGGCGACC-----TT-------------------TTTGGTAATTAGAGGATGAGTGTG--TGGGCCGGAAGTGGGTGGTTGTG--CC-GCGGGTTTT---------AGCCT-CCA------GCTCC--------CATGC--ACTCGAATTAAATCACAAAACGC--------------------------------------

droBip1 scf7180000396708:4692213-
4692345 -

CCTCGTA---------CC-CC-------------------------------CC-------CCCCAGTTGTT-GCCAGGCGACC-----TT-------------------TTTGGTAATTAGAGGATGAGTGTG--TGGGCCGGAAGTGGGTGGGTTGT--GC-CATAATTTC---------AGCCT-CAA------GCCCA--------CATGC--ATTCCAATAAAATCAGAAAA-----------------------------------------

dp5 2:29492102-29492254 - CCACAGC---------ACACTTCCTGC-AGCCCCATC-------T---------------------------------GCAACCCTTTTTTTAATGTTTTTTTTTTTT-TTTTGGTAATTAGAGGACGAATGTG--TG---------TGTGTGTTGCAC--GT-TTTG---GA-GGCTG--------------------CCA------------C--ATGCAAATG-----GGAAA-AGCTTTTGGGGC--------------GGCACTTTT-GTC-G
droPer2 scaffold_6:4862777-

4862924 -
CCACAGC---------ACACTTCCTGC-AGCCCCATC-------T---------------------------------GCAACCCTTTTTTTAATGTT-----TTTTT-TTTTGGTAATTAGAGGACGAATGTG--TG---------TGTGTGTTGCAC--GT-TTTG---GA-GGCTG--------------------CCA------------C--ATGCAAATG-----GGAAA-AGCTTTTGGGGC--------------GGCACTTTT-GTC-G

droVir3 scaffold_13047:7270489-
7270540 -

ACTCAGG---------GAAAGACCCCT------C--CCCCCCTCTCTATTC-AC-------ACTCTTGTGTT-GCATG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6540:3191972-
3192018 -

TGCCAAC---------ACGCCTCTCTGTCACCTTTT---------------TCTCTCTCTCACTTTCTCGC---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_14830:3125801-
3125851 -

AACCAGCGGCAAAAACACACCCTACGC-TGTTTGTTG-------T---------------------------------GCCGCCCTCTCT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------T-T

Generated: 09/09/2015 at 02:21 AM
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CAGTGTAGCGCTCTTCCCACAACACTTGCCGCCTGCCATTTGGAATATTTATAAGCCCAGCGGCTAATTGAGTGAGAGGGAGAGCAAGAGAGCGGTCAGCTAGTCACTCACTCGGTTTCTCACTCGCTCACTCACTCAGCCGGCCGCCGTTTATTTGCCGCTTCCTCAAATCATTTAAGCGCATTTGACGATTGTTTGTCTTTCCGCAC
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....................................................................................................................................................................................GCATTTGACGATTGTTTGT.......... 19 0 1 26.00 26 0 0 1 1 3 0 0 4 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 2 0 1 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 1 1 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................GCATTTGACGATTGTTTG........... 18 0 1 18.00 18 0 0 0 0 0 0 0 1 0 0 2 0 0 2 0 3 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................GCATTTGACGATTGTTTGTCTTTCCG... 26 0 1 9.00 9 0 0 2 0 1 1 0 0 0 0 0 0 0 1 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................GCATTTGACGATTGTTTGTCTT....... 22 0 1 8.00 8 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................GCATTTGACGATTGTTTGTCT........ 21 0 1 5.00 5 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................................ATTTGACGATTGTTTGTCT........ 19 0 1 5.00 5 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................CTCACTCGCTCACTCACTCAGC..................................................................... 22 0 1 4.00 4 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................................ATTTGACGATTGTTTGTCTT....... 20 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................TGAGTGAGAGGGAGAGCAAGA........................................................................................................................ 21 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................TGAGTGAGAGGGAGAGCAAGAGA...................................................................................................................... 23 0 1 4.00 4 0 0 0 1 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................GCATTTGACGATTGTTTGTC......... 20 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................CTCACTCGCTCACTCACTCAG...................................................................... 21 0 1 3.00 3 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................TGAGTGAGAGGGAGAGCAAGAGAG..................................................................................................................... 24 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................................ATTTGACGATTGTTTGTCTTTC..... 22 0 1 2.00 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................GCATTTGACGATTGTTTGTCTTTCCT... 26 1 1 2.00 2 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................TGAGTGAGAGGGAGAGCAAGAG....................................................................................................................... 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................TAATTGAGTGAGAGGGAGAGCA........................................................................................................................... 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................CGATTGTTTGTCTTTCCG... 18 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................TCACTCGCTCACTCACTCAGC..................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................TCACTCGGTTTCTCACTCGCTCACT............................................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................................ATTTGACGATTGTTTGT.......... 17 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................TTGAGTGAGAGGGAGAGCAAGAGA...................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................GCAAGAGAGCGGTCAGCTAGAT........................................................................................................ 22 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................ATTGAGTGAGAGGGAGAGCAAGA........................................................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................CAAATCATTTAAGCGCATTTG...................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................GCATTTGACGATTGTTTGTCTTTCC.... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................GATTGTTTGTCTTTCCGC.. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................AATTGAGTGAGAGGGAGAGC............................................................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...TGTAGCGCTCTTCCCACAACAC........................................................................................................................................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................TGAGTGAGAGGGAGAGCA........................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................TGAGTGAGAGGGAGAGCAAGAGAGCGG.................................................................................................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................TGAGAGGGAGAGCAAGAGAGCGGT................................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................................ATTTGACGATTGTTTGTCTTTCCGC.. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................TGAGTGAGAGGGAGAGCAAG......................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................ATTGAGTGAGAGGGAGAGCAAG......................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................GCGCATTTGACGATTGTTTG........... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................TTGAGTGAGAGGGAGAGCAAGA........................................................................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................CGATTGTTTGTCTTTCCT... 18 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................CATTTGGAATATTTATAAGCCCAGCGGC................................................................................................................................................. 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................CACTCGCTCACTCACTCAGCCG................................................................... 22 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................AGCGGCTAATTGAGTGAGAGGG................................................................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................TCACTCGCTCACTCACTCAGCCG................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................AATTGAGTGAGAGGGAGAGCA........................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..GTGTAGCGCTCTTCCCACAACACTTGCC................................................................................................................................................................................... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........CGCTCTTCCCACAACACTTGC.................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................GCATTTGACGATTGTTTT........... 18 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................ATTGAGTGAGAGGGAGAGT............................................................................................................................ 19 1 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................AGAGCAAGAGAGCGGTCAAGC............................................................................................................ 21 3 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................................TTTGACGATTGTTTGTCC........ 18 1 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................GCATTTGACGATTGTTTA........... 18 1 2 0.50 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................CTCACTCGCTCACTCACTCAGT..................................................................... 22 1 5 0.40 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................GAGAGGGAGAGCAAGAGAG..................................................................................................................... 19 0 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GTCACATCGCGAGAAGGGTGTTGTGAACGGCGGACGGTAAACCTTATAAATATTCGGGTCGCCGATTAACTCACTCTCCCTCTCGTTCTCTCGCCAGTCGATCAGTGAGTGAGCCAAAGAGTGAGCGAGTGAGTGAGTCGGCCGGCGGCAAATAAACGGCGAAGGAGTTTAGTAAATTCGCGTAAACTGCTAACAAACAGAAAGGCGTG

***********************************......((((.....((((((...((((((..(((((((((.(((.(((..(((((.((((.((.......)).)).)).)))))..))).))).)))))))))..)))))).)))))).......)))).........***********************************
Read
size
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Mismatch
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Total
Norm Total

GSM609222

ML-DmBG1-
C1

SRR029633

total
small RNAs
from hen1
homozygous
flies

V077

cold,
female
head

V073

mbn2

GSM286607

6-10h #1
(10)

V127

G2

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies
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dcr-
2[G31R]
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total
RNA Â 

SRR031701

Total small
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heterozygous
flies

V086

female
body,
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V074

S3
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homozygous
flies

GSM609217
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Â 
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whole fly?)
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Â 
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18hr

GSM609244
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female head
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GSM609237
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body

GSM609223

male, one
day

V131
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c3
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CME
L1
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flies
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ML-DmBG3-
C2
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Oxidation,
female
head

GSM379062

Squ
Mutant

GSM467729

Dmel_wt_sRNAseq

GSM467731

Dmel_loq_sRNAseq
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hs-
Penelope_testes_total

V030

ML-
DmD8
cell

V034

ML-
DmD16c3
cell

V125

ML-
DmD9

V129
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DmBG1-
c1

V133

Sg4
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ML-
DmD8
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Oxidation_female_body

V0642
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AGO1-
IP,
reseq

AGO1

GSM609224

female,
one day

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies
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S2-
DRSC

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM628272
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total RNA
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PB
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Â male
total RNA

S6
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6,6-
10h
embryo

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1
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1st
instar #1
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Drosophila
S2-NP
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CME
W2
wing
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V015
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age: 2-
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= 1:1tissue:
whole
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loqs-ORF
knockdown

GSM361908
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#2

GSM609251
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female
head

GSM609230

CS,ovary,AGO1IP

AGO1

GSM360260
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Pupae (w)
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ML-
DmD20c5
cell

V0652

dcr2
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AGO1-
IP,
reseq

AGO1

SRR032094

ago2
knockdown

GSM272653

KC -48 #1

SRR029030

dcr-2
knockdown

V080

Starvation,
female head

GSM280087

S2cell
(AGO2IP)

AGO2

GSM609229

embryo 2-
6hr

GSM609238

embryo
14-24hr

GSM609240

IR+ 2-
18hr

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM379063

Vasa
Heterozygote

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR065155

Piwi
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piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR298537

strain: vret148-
60/vret148-
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Vret Mutant

V148

mbn2

GSM609227

CMEW1
Cl.8+
cell

GSM286603

female
body

SRR001341

WT_males_non-
beta-
eliminated

SRR010959

Ago3 IP in
heterozygotes

AGO3

GSM609226

CMEW1
Cl.8+
cell

GSE24545

CS ovary
total
RNA

V137

Male
aged
head

SRR001349

heterozygous_dcr-
2_untreated

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

GSM280088

S2cell
(AGO1IP)

AGO1

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

SRR032093

ago1
knockdown

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

V141

Heat_female_body

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM286611

6-10h #2
(11)

SRR001345

ago2_non-
beta-
eliminated

SRR014273

Ovary_rep1_Har_P

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR060651

A2_ovaries_Ago3

AGO3

GSM371638

S2-NP

V130

ML-
DmBG3-
c2

GTCACATCGCGAGAAGGG............................................................................................................................................................................................... 18 0 1 3.00 3 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
GTCACATCGCGAGAAGGGTG............................................................................................................................................................................................. 20 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........GCGAGAAGGGTGTTGTGAA...................................................................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................CGGCAAATAAACGGCGAA.............................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................................................................CGCGTAAACTGCTAACAAAC........... 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................CTCTCGCCAGTCGATCAGTGA..................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................TGAGCCAAAGAGTGAGCGAGTGAGT........................................................................... 25 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................TGTGAACGGCGGACGGTAAACCTTATAAA............................................................................................................................................................... 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................GCCAAAGAGTGAGCGAGTGAGTG.......................................................................... 23 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................ATCGCCGATTAACTCACTCTCC.................................................................................................................................. 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................TGAACGGCGGACGGTAAACCTTATA................................................................................................................................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................................CGGCGAAGGAGTTTAGTAAATTCGCGT.......................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................................................................CGCGTAAACTGCTAACAAACAGA........ 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................................GGCCGGCGGCAAATAAACG................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................................TCGCGTAAACTGCTAACAAACA.......... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................GTGAGTGAGCCAAAGAGTGAG.................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
GTCACATCGCGAGAAGGGTGTTG.......................................................................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................................................................ATTCGCGTAAACTGCTAACAAAC........... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................................................ACGGCGAAGGAGTTTAGT.................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:12421832-12422040 - sblock216052 CAGTGTAGCGCTCTTCCCACAACACTTGCC------GCCTG-CCATTTGGA--------ATATTTATAAGCCCAGCGGCTAATTGAGTGAGAGGGAG------------------AGCAAGAGA--------GCGGTCA-G-------------------CTAG-------------TCACTCACTCGG-------------TTTCT--------CACTCGCTCACT----CACTCA-G-----------------------------------------------------------CCG-----------------G--CCGCCGTTTATTTGCCGCTTCCTCAAATCATTTAAGCGCATTTGACGATTGTTTGTCTTTCCGCAC
droSim2 2l:12078209-12078406 - CAGTGAAGCGCTCTTCCCACAACACTTGCC---------TG-CCATTTGGA--------ATATTTATAAGCCCAGCGGCTAATTGAGTGAGAGGGAG------------------AGCAGGAGA--------GCGGTCA-G-------------------CTAG-------------TCACTCACTCGG-------------TTTCT--------CACTCACTCAG------------------------------------------------------------------------CCG-----------------G--CGGCCGTTTATTTGCCGCTTCCTCAAATCATTTAAGCGCATTTGACGATTGTTTGTCTTTCCGCAC
droSec2 scaffold_16:612303-612500 - CAGTGAAGCGCTGTTCCCACAACACTTGCC---------TG-CCATTTGGA--------ATATTTATAAGCCCGGCGGCTAATTGAGTGAGAGGGAG------------------AGCAAGAGA--------GCGGTCA-G-------------------CTAG-------------TCACTCACTCGG-------------TTTCT--------CACTCACTCAG------------------------------------------------------------------------CCG-----------------G--CGGCCGTTTATTTGCCGCTTCCTCAAATCATTTAAGCGCATTTGACGATTGTTTGTCTTTCCGCAC
droYak3 2L:8858035-8858231 - CAGTGAAGCGCTCTTCCCACAACACTTGTC---------TG-CCATTTGGA--------ATATTTATAAACCCAGCGACTAATTGAGTGAGAGGGAG------------------AGCGAGAGA--------GCGGTCA-G-------------------CTAG-------------TCACTCACTCGG-------------TTTCT--------CACTCACTCAC------------------------------------------------------------------------CCG-----------------A--CCGCCGTTTAT-TGCCGCTTCCTCAAATCATTTAAGCGCATTTGACGATTGTTTGTCTTTCCGCAC
droEre2 scaffold_4929:12994712-

12994913 +
CAGTGAAGCGCTCATCCCACAACACTTGTC---------TG-CCATTCGGA--------ATATTTATAAAAGCAGCGACTAATTGAGTGAGAGGGAG------------------AGCGAGAGA--------GCGGTCA-G-------------------CTAG-------------TCACTCACTCGG-------------TTTCT--------CACTCACTCAC--------TCG-A-----------------------------------------------------------CCG-----------------C--CCGCCGTTTATTTGCCGCTTCCTCAAATCATTTAAGCGCATTTGACGATTGTTTGTCTTTCCGCAC

droEug1 scf7180000409122:808421-
808621 -

TGGTGAAGCGGTCTTCCCACAACACTTTGT------TC-TGTCCATCTAGA--------ATATTTATAAAACCAGCGACTAATTGAGTGAGAGGGAG------------------AGTGAGAGA--------GCGGTCA-T-------------------TTAG-------------TCACTCACTCGG-------------TTTCT--------CACTCACTCGC------------------------------------------------------------------------TTG-----------------C--TTTCCGTTTATTTGCCGCTTCCTCAAATCATTTAAGCGCATTTGACGATTGTTTGTCTTTCCACAC

droBia1 scf7180000302422:556700-
556902 +

CCGTAAGCCGTGCTTCCCACAACACTTGGC---------TGACCATTTAGAGTACGTGTATATTTATAAACACAGCGACTAATTGAGTGAGAGGGAG------------------AGTGCGAGA--------GTGGCCC-G-------------------CGAC-------------TCACTCAGTCGG-------------TTTCC--------CACTCACTCG---------------------------------------------------------------------------------------------C--CTGCCGCTTATTTGCCGCTTCCTCAAATCATTTAAGCGCATTCGACGACTGTTTGTCTTTCCACCC

droTak1 scf7180000415865:175488-
175683 +

CGGTAGAGCGTTCTTCCCACAACACTTGGA---------TGTCCATTTAGAATACATGTATATTTATAAACCCACCGACTAATTGAGTGAGAGGGAG------------------AGTGAGAGA--------GCAAT----------------------------------------TCACTCACTCGG-------------CTTCT--------CAGTCACTCG---------------------------------------------------------------------------------------------C--TTGCCGTTTATTTGCCGCTTCCTCAAATCATTTAAGCGCATTTGACGATTGTTTGCCTTTCCACAC

droEle1 scf7180000491028:2693463-
2693650 +

CAGTAAAACGTTCTTCCCACAACACTTGGC---------TGCCCATTTAGA--------ATATTTATAAGCCCAGCGACTAATTGAGTGAG------------------------AGTGAGAGA--------GCGGTCA-G--------------------TAT-------------TCACTCACTCGG-------------CTGCT--------CACTCACTCG---------------------------------------------------------------------------------------------C--TTGCCGTTTATTTGCCGCTTCCTCAAATCATTTAAGCGCATTTCACGATTGTTTGTCTTTCCACAC

droRho1 scf7180000780043:276978-
277172 -

CAGTAAAACGTTCTTCCCACAACACTTGGC---------TGCCCATTTAGA--------ATATTTATAAACCCAGCGACTAATTGAGTGAGAGGGAG------------------AGTGAGAGA--------GCGGTCA-G-------------------TTGT-------------TCACTCACTCGG-------------CTACT--------CACTCACTCG---------------------------------------------------------------------------------------------C--TTGCCGTTTATTTGCCGCTTCCTCAAATTATTTAAGCGCATTTGACGATTGTTTGTCTTTCCACAC

droFic1 scf7180000454015:306240-
306460 -

CAGTAGAGCGTTCTTCCCACAACACTTGGCCGTCCATC-CGTCCATTTGGA--------ATATTTATAAACCCAGCGAATAATTGAGTGAGAGGGATAGGGAGTGTAAGAGCAAGAGCGAGAGA--------GCGGTCA-G-------------------CTAT-------------TCACTCACTCAT-------------TTAGC--------CACTCATTCG---------------------------------------------------------------------------------------------C--TTGCCGTTTATTTGCCGCTTCCTCAAATCATTTAAGCGCATTTCACGATTGTTTGTCTTTCCACAC

droKik1 scf7180000301476:521774-
522031 -

CAGCAAAGGGTTCTTCCCACAG--------------------CTATTTAGA--------ATATTTTTAAACCCAGCGACTAATTGAGAGAGCG--AG------------------AGTGT--------------CA----C-------------------TCAT----TGAGGCCCCTCAGTCACTCAT-------------TTACT--------CACTCACTCCC------TCTCT-TTTCCCCCAGTCGCACCCTCTCTTTCTCTGCTATAGCACTCTCTCTTTCTGATTCCATAGCCGGGTCTCG----------T--TCGCCGCTTATTTACCGCTTCCTCAAATCATTTAAGCGCATTTGACGATTGTTTGCCTTTCCACAC

droAna3 scaffold_12916:12976650-
12976889 +

CAGTG-----TGCCTCCCACTGCACTCGGCTGG----C-TGTCCATTTAAA--------ATATTTATAAACACAGCGACTAATTGAATGAGCGGGTG------------------AGTGAGAGT--------GTCGGCA-G-------------------TTGCTCGTTGT--------ACTCA--CAAGTA-------------CTCACTTTCACACTCATTGGAAGCGGTTCCCAGC-------------TC-----------------------------------------------GGTTTCGTTTGCGGCCGCCGTTGCCGTTTATTTGCCGCTTCCTCAAATCATTTAAGCGCATTTGACTATTGTTTGTCTTTCAACAC

droBip1 scf7180000396580:543911-
544139 -

GAGTG-------CCTACCACTGCACTCGGC---------TGTCCATTTAAA--------ATATTAATAAACACAGCGACTAATTGAATGAGCGGGTG------------------AGTGAGAGT--------GTCGCCAAG-------------------TTGCTCGTTGT--------ACT--CGCAAGTA-------------CTCACTTTCACACTCATTGGCAGCGGTTCCCAGC-------------TC-----------------------------------------------GGTTTCGTGTGCT----G--CCGCCGTTTATTTGCCGTTTCCTCAAATCATTTAAGCGCATTTGACTATTGTTTGTCTTTCAACAC

dp5 4_group3:5666771-5666942 + -------------------------------------------------------------------------------------ATTGAGAGGGAG------------------AGTGTGAGAGCAAGCGAGCGGTCA-GCGTCAACGTCAGCGTCAGGCTAG-------------CCACTCACTCAATCGCTCTCCCTCA-------------CGC--------C----CTCTCA-T-------------TC-----------------------------------------------GGTTTCG----------T--TTGCCGTTTATTTGCCGTTTCCTCAAATCATTTAAGCGCATTTGAGAATTGTTTGCCTTTCCATAC
droPer2 scaffold_1:7158036-7158207 + -------------------------------------------------------------------------------------ATTGAGAGGGAG------------------AGTGTGAGAGCAAGCGAGCGGTCA-GCGTCAACGTCAGCGTCAGGCTAG-------------CCACTCACTCAATCGCTCTCCCTCA-------------CGC--------C----CTCTCA-T-------------TC-----------------------------------------------GGTTTCG----------T--TTGCCGTTTATTTGCCGTTTCCTCAAATCATTTAAGCGCATTTGAGAATTGTTTGCCTTTCCATAC

droWil2 scf2_1100000004521:10168027-
10168086 -

---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTATTTGCCGTTTCCTCAAATCATTTAAGCACATTTCACAATTGTTTGTCTTTCCCGAC

droMoj3 scaffold_6500:22602016-
22602122 -

-------------------------------------------------------------------------------------------------------------------------------------------------------------------G-------------TCGCTCAATCTG----TTGCGCTCA--TTT--------CACTCAG------------TGA-T-------------TTCTGTTCGTT-------------------------------------------------------C--ATTCTGTTTATTTGCCGTTTCCTCGACGCATTTCAGCGCATTTGACTATTGTTTGTCTT-------

droGri2 scaffold_15252:14983947-
14984007 -

--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GTTTATTTGTTCTTTCCTCAACACATTTCAGCGCATTTGACTATTGTTTGTCATACGAAAC
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GCTTGTCAAGCGGAGGCATGTAAACAACTACAATGTGCTGGGACAAAAGGGTGAGTACCTAATTTCCTAATGACACTGTTCAAACAATTATGAACTTTAATACTTACAGGTCTTACGACAGTCCTCACCCGTCAGCTTTCCCAGGCTCCAGCCTTCAAC

**************************************************(((((((...((.(((.((((...............)))).))).))...)))))))..**************************************************
Read
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Total
Norm Total

GSM609222

ML-DmBG1-
C1

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

V073

mbn2

V146

S1
cell

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609224

female,
one day

SRR031692

Total
small
RNAs from
Oregon R

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

GSM379050

Armi
Heterozygote

GSM385748

OSS_s6

GSM322533

female
head #1

GSM609242
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SRR001338

IR_non-
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SRR298536
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60/TM6genotype/variation:
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SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
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flies

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
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GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V138

Male
cold
body

SRX247213

FLAG-IP
from S2-
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HA-AGO2

AGO2

SRR031697

Total small
RNAs from
dcr-2
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flies

GSM609238
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SRR031703
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small RNAs
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total RNA

V0642
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ovary,
AGO1-
IP,
reseq

AGO1

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V074

S3

SRR001337

WT_females_beta-
eliminated

SRR010953

Aub
heterozygotes,
oxidized

V086

female
body,
aged

GSM385821

OSS_s7

GSM385822

OSS_s8

GSM322208

3rd
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KC-48 #2

SRR001344
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SRR001349
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SRR014269
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AGO2

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

V015

DreRFHV148h

GSM609250

ML-DmD32
cell

GSM371638

S2-NP

V085

CME
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reseq
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female head
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total
RNA Â 

GSM609223

male, one
day

SRR029032

r2d2
knockdown

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

V079

Oxidation,
female
head

SRR029633

total
small RNAs
from hen1
homozygous
flies
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GSM609229
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6hr

GSM609237
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total RNA
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Male
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body

SRR031702

2'-O-
methylated
small RNAs
from r2d2
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flies

GSM609217
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female head

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

GSM609235
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SRR031704

2'-O-
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small RNAs
from r2d2
homozygous
flies
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female
head

V0662

r2d2
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AGO1-
IP,
reseq

AGO1

GSM399107

male body
#2
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Male
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head

GSM609219

GM2 cell

SRR014275

Ovary_rep1_LK_P

SRR001347
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SRR001348
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SRR341116
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cellsoxidation
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total
Â 

.......................................................................................TTATGAACTTTAATACTTACAG.................................................. 22 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................ATGTGCTGGGACAAAAGG............................................................................................................. 18 0 1 4.00 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TTATGAACTTTAATACTTACA................................................... 21 0 1 4.00 4 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................TACAATGTGCTGGGACAAAAGGGTCT......................................................................................................... 26 2 1 3.00 3 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................ACGACAGTCCTCACCCGTCAGC....................... 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................ATGTAAACAACTACAATGTGCTGGGA.................................................................................................................... 26 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TATGAACTTTAATACTTACAGT................................................. 22 1 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................ACAATGTGCTGGGACAAAAGGGT........................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................TTACGACAGTCCTCACCCGTCAGC....................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................TACAATGTGCTGGGACAAA................................................................................................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................TGTGCTGGGACAAAAGGGT........................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................AACTACAATGTGCTGGGACAAAAGGG............................................................................................................ 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TATGAACTTTAATACTTACAGTAT............................................... 24 3 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................AAACAACTACAATGTGCTGGGACA.................................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..TTGTCAAGCGGAGGCATGTAAACAAC................................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................ATGTGCTGGGACAAAAGGGTCT......................................................................................................... 22 2 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................ACAATGTGCTGGGACAAAAGGGTCT......................................................................................................... 25 2 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................GTGCTGGGACAAAAGGGA........................................................................................................... 18 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................AACTACAATGTGCTGGGAC................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TATGAACTTTAATACTTACAGA................................................. 22 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................ATGTGCTGGGACAAAAGGGT........................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................GTCAGCTTTCCCAGGCTCCAGCCTTCA.. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................AATGTGCTGGGACAAAAGGGT........................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................ATGTGCTGGGACAAAAGGGTC.......................................................................................................... 21 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................TACAATGTGCTGGGACAAAAGGGTC.......................................................................................................... 25 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......CAAGCGGAGGCATGTAAACAACTAC................................................................................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................GTCCTCACCCGTCAGCTTTC................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................AATGTGCTGGGACAAAAGG............................................................................................................. 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.CTTGTCAAGCGGAGGCATGTAAACAAC................................................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................ACTACAATGTGCTGGGACAAAG............................................................................................................... 22 1 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..TTGTCAAGCGGAGGCATGT.......................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................TGTGCTGGGACAAAAGGGAAT......................................................................................................... 21 3 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................TGTGCTGGGACAAAAGGGTCTT........................................................................................................ 22 3 5 0.20 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CGAACAGTTCGCCTCCGTACATTTGTTGATGTTACACGACCCTGTTTTCCCACTCATGGATTAAAGGATTACTGTGACAAGTTTGTTAATACTTGAAATTATGAATGTCCAGAATGCTGTCAGGAGTGGGCAGTCGAAAGGGTCCGAGGTCGGAAGTTG

**************************************************(((((((...((.(((.((((...............)))).))).))...)))))))..**************************************************
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..................................................................................................................................CAGTCGAAAGGGTCCGAGGTC........ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:20920177-20920335 - Mtp_in3 GCTTGTCAAGCGGAGGCATGTAAACAACTACAATGTGCTGGGACAAAAGGGTGAGTACCTAA---TT--TCCTAATGAC------------AC--TGT---------------TCAAACAATTATG---AA----C--T-TTAATACTTACAGGTCTTACGACAGTCCTCACCCGTCAGCTTTCCCAGGCTCCAGCCTTCAAC
droSim2 2l:20367199-20367357 - GCTTCTCAAACGGAGGCATGTAAACAACTACAATGTGCTGGGACAAAAGGGTGAGTGCCTAA---TT--TCCCGATGAC------------AT--TGT---------------TCAACCAATTATA---AT----C--T-TCAATACTTGCAGGTCTTACGACAGTCCTCACCCGTCAGCTTTCCCAGGCTCCAGCCTTCAAC
droSec2 scaffold_18:853944-854102 - GCTTATCAAACGGAGGCATGTAAACAACTACAATGTGCTGGGACAAAAGGGTGAGTGCCTAA---TT--TCCTGATGAC------------AT--TGT---------------TCAACCAATTATA---AT----C--T-TCAATACTTGCAGGTCTTACGACAGTCCTCACCCGTCAGCTTTCCCAGGCTCCAGCCTTCAAC
droYak3 2R:1830668-1830827 + GCTTGTCAAAAGGAGGCATGTAAACAACTATAATGTTCTGGGACAAAAGGGTGAGTGCCTCA---TT--TCTAAATGTC------------ACA-CAT---------------TCAACCAATTGTT---AA----C--T-CAATTACTTGCAGGTCTCACGACCGTCCTTACCCGTCAGCTTTCCCAGGCACCAGCCTTCAAT
droEre2 scaffold_4845:3546485-

3546644 +
GCTTGTCAAAAGGACGCACGTAAACAACTACAATGTGCTGGCACAAAAGGGTGAGTGCCCCA---TG--GCTTAATGGC------------ACA-TAT---------------TCAACCAATTATT---AA----C--T-CAATTAATTGCAGGTCTCACTACCGTTCTCACCCGTCAGCTTTCACAGGCTCCAGCTTTCAAC

droEug1 scf7180000409767:383568-
383726 +

GCTGGCTAAGAGGAAGCAAGTTAACAACTACAATGTCCTGGGACAAAAGGGTAAGAATTCTA---TA--TACGAAAGTT------------AC--AAT---------------TTTATCTCATGTT---AA----T--C-CAATGACTTCCAGGTCTCACGACTGTCCTTACACGTCAGCTTTCTTTGGCGCCTGCCTTTAAC

droBia1 scf7180000302422:7176866-
7177024 +

GCTGGCTAAAAGGAAGCAGGTCAACAACTACAATGTGCTGGGACAAAAGGGTGAGTGGTTAC---TT--ACTTTAGCTA------------AA--TGT---------------ATAATATTTTATT---AA----A--C-CAACCATTTGCAGGTCTCACGACTGTCCTCACACGGCAGCTATCTCTGGCTCCTGCCTTCAAC

droTak1 scf7180000415708:552682-
552839 +

GCTGGCTAAAAGGAAGCAGGTGAACAACTACAATGTGCTGGGACAAAAGGGTGAGTGTTTTG---TT--TCTTTTTTTT----T-------AAG-TAT---------------TTAATC--TTA-T---AA----A--C-CAATCACTTGCAGGCCTGACGACAGTCCTCACCCGCCAGCTTTCTCTGGCGCCTGCCTTCAAC

droEle1 scf7180000491186:941008-
941162 -

GTTGGCCAAAAGGAGTCAGGTGAACAACTACCATGTACTGGGACAAAAGGGTATGTGTTTAA---TT--TTATTAA----------------C--TAC---------------ATTACATTACATT---AA----A--C-CAACAACTTGCAGGACTCACCACTGTTCTTACCCGTCAACTTTCCTTGGCGCCTGCCTTTAAT

droRho1 scf7180000777264:21864-22025
+

GTTGGGCAAAAGGAGGCAGGTTAATAACTACAACGTACTGGGACAAAAGGGTATGTGTTTTA---TT--TTCTTAAGCC------------CCC-CTA------------TCA-AAATTGTTTATT---AA----A--C-CAATAATTTGCAGGTCTCACCACTGTCCTTACCCGTCAGCTTTCTTTGGCGCCAGCCTTCAAT

droFic1 scf7180000453842:411712-
411871 -

GCTGGCCAAAAGAAGGCATGTGAACAACTACAATGTGTTGGGGCAAAAGGGTGAGTATACAG---ATAATCTTAC--TG------------AT--TAT---------------TTGATCAAT-A-TATTCA----A--C-TATCTATTTTCAGGACTTACTACCGTCCTAACCCGTCAGCTTTCTGTGGCACCTGCCTTCAAT

droKik1 scf7180000302412:299004-
299165 +

ATTGGTCAAGAGGAGACGTGTGAACAACTACAATGTGCTGGGACAGAAGGGTGAGTAAAGTT---GTGATCTTTC--------TT------AG--AATTC-------------TTCA---TA-A---TT--TTCCGTTTCAAACATTTTCCAGGACTCACCACCGTGCTCACCCGTCAGCTTTCCCTAGCCCCCGCGTTCAAC

droAna3 scaffold_12943:3815162-
3815319 +

GTTGGTTAAGCGCAGCAGGGTAAACAACTACAATGTCCTGGGACAGAAGGGTAAGTATTTGT---TGTG--------A-TTTGAG------AG--ACT---------------TTCAGTAAGTATT---AC----T--T-TTAATTCTTGCAGGTCTCACCACAGTGCTTGCCCGCCAGCTCTCCCTGTCTCCCGCTTTCAAT

droBip1 scf7180000395973:36267-36424
+

GTTGGTTAAACGCAGTCACGTCAACAATTACAATGTCCTGGGACAGAAGGGTAATTATATAT---ACAT--------T-TTTGAA------AG--AATTTCAGTTAATAC----------------ATT------C--A-TACCTTTCTTCAGGTCTCACCACAGTGCTTGCCCGCCAGCTTTCCCTCTCACCCTCCTTCAAT

dp5 4_group3:7349177-7349332 + GCTGGCCAAGCGGTCTAAGGTTAACAACTACCACGTAATGGGACAAAAGGGTAAGGAAACGA--AAGTA--------A-ATCCAAGGAGC--A-A-----AAGCTAAAGG----------------AAG--TT----------CCTATTTCAGGCCTCACCACTGTCCTCAGGCGTCAGCTCTCCCAGTCGCCCGCCTTCAAC
droPer2 scaffold_1:8795636-8795791 + GCTGGCCAAGCGGTCTAAGGTTAACAACTACCACGTAATGGGACAAAAGGGTAAGGAAACGA--AAGTA--------A-ATCCAAGGACC--A-A-----AAGCTAAAGG----------------AAG--TT----------CCTATTTCAGGCCTCACCACTGTCCTCAGGCGACAGCTCTCCCAGTCGCCCGCCTTCAAC
droWil2 scf2_1100000004521:8939766-

8939922 -
ATTGACGCAGCGTTCGAAGGTGAACAACTATCATGTTTTGGGACAAAAGGGTAAGTTCTGCT---CT--TCATGCATT--TTCCA-----------AG------------GTT-AAACTCTTT------------A--C-ACATCCTTTTCAGGCCTTACCACTGTATTGACTCGTCCTCTGTCGCAATCACCTGGCTTCAAT

droVir3 scaffold_12963:10705415-
10705510 +

ACTCGGCCAGCGAGCCCACGTCAACAACTACCACGTGCTGGGACAGCGGGGTAATTATCGAT---GTTA--------A-TTTTATGAAAC--C-A-----CTTTTAATAC----------------ATA--T---------------------------------------------------------------------AT

droMoj3 scaffold_6500:19427344-
19427506 +

GCTCAGGCAGCGAGCTCATGTCAACAACTACAATGTGCTGGCCCAACGAGGTAATCCCGGCA---AG-A--------A-ATTGAAGTTGCCTA-A-----GATCTTTATA----------------TAT--TTCCT--T-TATCTCCTTCTAGGCCTCACCACCGTCTTGAGTCGCCAGCTCTCCACATCGCCCGCCTTCAAT

droGri2 scaffold_15252:4909008-
4909173 +

TCTGGGCAGGCGTGCGCACATCAACAACTACAATGTCCTGGCACAGAAAGGTGACCAAATCTATAAATA--------T-ATACCAGGATT--A-T-----AAATT--------GTAACCGATCA---CT------T--A-TCCATTCAAACAGGACTGACCACTGTGCTGACCCGCCAACTCTCGCGTTGGCCCGCCTTCAAT
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777264:21864-22025
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:8939766-8939922
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:10705415-10705510
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:19427344-19427506
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:4909008-4909173
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TTGTTTATATATTCCGCCAAATTTTATCAATTGATGTCGCAGCATGTCCACTTGCAGTTCATCCGAGATAGCGGAGAAGAAGCGCATTGCGCTGGCCAAATTGCAGGCCAAGAAATCCCAGCTGCTGGCCAGCGCACCCGCAACCAATGGAAAATCAACAACGTCTGCAACAGGTGCGACGCAACATGCGAATAATGGAAAATCAAATCCCAATCAACCGCAGGCC
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SRR001347

ago2_untreated

SRR001338

IR_non-
beta-
eliminated

SRR001664

homozygous_dcr-
2_untreated

V146

S1
cell

GSM609222

ML-DmBG1-
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GSM609229

embryo 2-
6hr
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ML-
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SRR001349
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C2
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cell

SRR060648
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V127

G2
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ML-
DmD16-
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small RNAs
from hen1
homozygous
flies
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RNAs from
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heterozygous
flies
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total RNA
Â¬â€ 

SRR031702

2'-O-
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heterozygous
flies
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SRR010959
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GSM609242
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flies

SRR001339

WT_females_non-
beta-eliminated

V077

cold,
female
head

GSM609234

CS Â male
total RNA
Â 

SRR001337

WT_females_beta-
eliminated

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM609240

IR+ 2-
18hr

GSM371638

S2-NP

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR298537

strain: vret148-
60/vret148-
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V022

ML-
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S3

GSM379062
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Dmel_wt_sRNAseq
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GSM399107
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GSM361908
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#2

GSM399110
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body

SRR001343

dcr-2_non-
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SRR001345

ago2_non-
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eliminated

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

SRR065805
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IP_zuc_het(H-
Y)_ovaries

SRR097867

Drosophila
S2-NP
cells

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
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SRR317114
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fs(1)yb_72/Fm6 or
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from 5-6 days old
flies
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whole fly?)

GSM399100
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ML-DmD32
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ML-
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reseq

AGO1

GSM609238
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14-24hr
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loqsKO/f00791
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V130

ML-
DmBG3-
c2
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ML-
DmD8
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S2-
DRSC
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female head

SRR001348

ago2_oxidized

SRR031692

Total
small
RNAs from
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SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

SRR001340

IR_beta-
eliminated

V086

female
body,
aged

GSM609227

CMEW1
Cl.8+
cell

GSM286601

male head

GSM609223

male, one
day

SRR060643

A2_testes_total

V008

S2-
DRSC

GSM609224

female,
one day

V079

Oxidation,
female
head

GSM322208

3rd
instar #2

GSM399105

disk #2
GSM609217

MLDmD20c5

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR010953

Aub
heterozygotes,
oxidized

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM628272

ago2[414]
ovary
total RNA

GSM322338

2-4day
pupae#2

SRR014282

Ovary_rep1_wK_P

GSM1528798

follicle
cells

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

GSM609237

ago2[414]
ovary
total RNA

V129

ML-
DmBG1-
c1

V031

GM2
cell

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V006

r2d2 female:
possibly
heterozygous

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609239

IR- 2-
18hr

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR010960

wt,
oxidized

GSM280083

dcr-2-/-
ovaries
(18-29nt)

GSM385744

OSS_s2

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

SRR060651

A2_ovaries_Ago3

AGO3

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V136

Male
aged
body

V139

Cold_female_body

............................AATTGATGTCGCAGCATGTCCA................................................................................................................................................................................ 22 0 1 13.00 13 0 0 0 3 0 0 0 0 0 0 0 2 0 1 3 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................AATTGATGTCGCAGCATGTC.................................................................................................................................................................................. 20 0 1 10.00 10 0 0 0 3 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................ATCCGAGATAGCGGAGAAGAAGCGC............................................................................................................................................. 25 0 1 7.00 7 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................AATTGATGTCGCAGCATG.................................................................................................................................................................................... 18 0 1 5.00 5 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................GCAGTTCATCCGAGATAG........................................................................................................................................................... 18 0 1 4.00 4 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................TTGATGTCGCAGCATGTCCA................................................................................................................................................................................ 20 0 1 2.00 2 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................ATCAATTGATGTCGCAGCA...................................................................................................................................................................................... 19 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................GCAGTTCATCCGAGATAGCGG........................................................................................................................................................ 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................AATTGATGTCGCAGCATGTCCAC............................................................................................................................................................................... 23 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................GATGTCGCAGCATGTCCAC............................................................................................................................................................................... 19 0 1 2.00 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................GATAGCGGAGAAGAAGCG.............................................................................................................................................. 18 0 1 2.00 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................ATTGATGTCGCAGCATGT................................................................................................................................................................................... 18 0 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................AGTTCATCCGAGATAGCG......................................................................................................................................................... 18 0 1 2.00 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................TTGCGCTGGCCAAATTGCAGGC...................................................................................................................... 22 0 1 2.00 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................AATTGATGTCGCAGCATGTCCACTT............................................................................................................................................................................. 25 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................AGCGGAGAAGAAGCGCATTGC........................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................GTTCATCCGAGATAGCGGAGA..................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................ATAGCGGAGAAGAAGCGCATTGCGCT..................................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................GGAGAAGAAGCGCATTGCGCTGGC.................................................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................ACGTCTGCAACAGGTGCGA............................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................TTGATGTCGCAGCATGTCCAC............................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................ATTGATGTCGCAGCATGTCCACT.............................................................................................................................................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................ATAGCGGAGAAGAAGCGC............................................................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................ATGTCGCAGCATGTCCAC............................................................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................AGATAGCGGAGAAGAAGCG.............................................................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................GAGATAGCGGAGAAGAAGCG.............................................................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................CACTTGCAGTTCATCCGAGATAGCGGA....................................................................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................CGGAGAAGAAGCGCATTGC........................................................................................................................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................CATCCGAGATAGCGGAGAAGAAGC............................................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................ATTGCGCTGGCCAAATTGCAGGC...................................................................................................................... 23 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................GCAGTTCATCCGAGATAGCGGAC...................................................................................................................................................... 23 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................GATGTCGCAGCATGTCCACTTGCA.......................................................................................................................................................................... 24 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................TCATCCGAGATAGCGGAGAAGAAGCGCA............................................................................................................................................ 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................GCCAAGAAATCCCAGCTGC..................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................TCCGAGATAGCGGAGAAGAAG................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................GATAGCGGAGAAGAAGCGCAT........................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................GAGATAGCGGAGAAGAAG................................................................................................................................................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................CCGAGATAGCGGAGAAGAAG................................................................................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................CAGTTCATCCGAGATAGCGGA....................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................AGTTCATCCGAGATAGCGGAGA..................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................AACCAATGGAAAATCAACAACG............................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................CAGTTCATCCGAGATAGCGGAG...................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................AGTTCATCCGAGATAGCGG........................................................................................................................................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................TGATGTCGCAGCATGTCCACT.............................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................TTGCGCTGGCCAAATTGCAGGCC..................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................TATCAATTGATGTCGCAGCATGTCCACT.............................................................................................................................................................................. 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................ATTGCGCTGGCCAAATTGCAGG....................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................ACTTGCAGTTCATCCGAGATAGCG......................................................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................GCAGTTCATCCGAGATAGCG......................................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................TATCAATTGATGTCGCAGCA...................................................................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................TTTTATCAATTGATGTCGCAGC....................................................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................CGAGATAGCGGAGAAGAAG................................................................................................................................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................TTCATCCGAGATAGCGGAGAAGAAGC............................................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................ACTTGCAGTTCATCCGAGATAGCGG........................................................................................................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................ATAGCGGAGAAGAAGCGCA............................................................................................................................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................GCTGGCCAAATTGCAGGCCAAGAAATC............................................................................................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................AATTGATGTCGCAGCATGT................................................................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................ATCAACAACGTCTGCAAC....................................................... 18 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................GGCCAAATTGCAGGCCAAGTC................................................................................................................ 21 2 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................CGTCTGCAACAGGTGCGA............................................... 18 0 20 0.15 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0

..................................................................................................................................................................GTCTGCAACAGGTGCGA............................................... 17 0 20 0.10 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................CGTCTGCAACAGGTGCG................................................ 17 0 20 0.10 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AACAAATATATAAGGCGGTTTAAAATAGTTAACTACAGCGTCGTACAGGTGAACGTCAAGTAGGCTCTATCGCCTCTTCTTCGCGTAACGCGACCGGTTTAACGTCCGGTTCTTTAGGGTCGACGACCGGTCGCGTGGGCGTTGGTTACCTTTTAGTTGTTGCAGACGTTGTCCACGCTGCGTTGTACGCTTATTACCTTTTAGTTTAGGGTTAGTTGGCGTCCGG

**************************************************************************************.......(((..(((.((((......))))...)))..))).(((((((((((....((((...............)))))))))))))))....*********************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total
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s2+48 #1
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AGO2 IP
dcr2
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AGO2
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genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

V128

S3
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GSM609227
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GSM609223

male, one
day
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SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

V074

S3

SRR001349

heterozygous_dcr-
2_untreated

V146

S1
cell

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609242

s2+48 #2

SRR001348
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SRR298536
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GSM609248
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GSM371638
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embryo 2-
6hr
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reseq

AGO1
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oxidized
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total
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from hen1
homozygous
flies
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Bam Mutant

V012
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whole fly?)

V036

ML-
DmD20c5
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GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609226

CMEW1
Cl.8+
cell
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Ago1-
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small RNAs
from
Oregon R

AGO1

V096

loqsKO/f00791
ovary

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

GSM609237

ago2[414]
ovary
total RNA

SRR097865

Drosophila
S2-NP
cells

GSM399100

Kc167
cell

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

V136
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aged
body

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

V008

S2-
DRSC

SRR001339

WT_females_non-
beta-eliminated

GSM385821

OSS_s7

GSM609235

CMEL1

GSM609218

Sg4

V127

G2

V144

OSC

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

SRR010959

Ago3 IP in
heterozygotes

AGO3

GSM379064

Vasa
Mutant

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR060650

A1_testes_total

GSE24545

CS ovary
total
RNA

V126

CME
L1

V015

DreRFHV148h

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM280084

loqs-/-
ovaries
(18-29nt)

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V032

S1
cell

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM609239

IR- 2-
18hr

GSM609250

ML-DmD32
cell

V142

Oxidation_female_body

.................................................................................CGCGTAACGCGACCGGTT............................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................ACAGCGTCGTACAGGTGAAC............................................................................................................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................TTTTAGTTGTTGCAGACG.......................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................GGGCGTTGGTTACCTTTTAGTT.................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:4955540-4955765 + dme_401 TTG----TTTATATATTCCGCCAA--------ATTTTATCAATTGA--TGTCGCAGCATGTCCACTTGCAGTTCATCCGAGATAGCGGAGAAGAAGCGCATTGCGCTGGCCAAATTGCAGGCCAAGAAATCCCAGCTGCTGGCCAGCGCACCCGCAACCAATGGAAAATCAA---C---AACGTCT---GC---AACAGGT---GCGACGCAACATGCGAATAATGGAA---AATCAAATCCCAATCAACCGCAGGCC---------------------
droSim2 2l:4768975-4769200 + dsi_32450 TTG----TTTATATATTCCGCCAA--------ATTTCATCAATTGA--TGTCGCAGCATGTCCACTTGCAGTTCATCCGAGATAGCGGAGAAGAAGCGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAGCTGCTGGCCAGCGCATCCGCAACCAATGGAAAATCAA---C---AACGTCT---GC---AACAGGT---GCGACGCAACATGCGAGTGATGCCA---AATCGAGTCCAAATCAACCTCAGGCC---------------------
droSec2 scaffold_5:3042277-3042502

+
dse_216 TTG----TTTATATATTCCGCCAA--------ATTTCATCAATTGA--TGTCGCAGCATGTCCACTTGCAGTTCATCCGAGATAGCGGAGAAGAAGCGCATTGCGTTGGCCAAGCTGCAGGCCAAGAAGTCCCAGCTGCTGGCCAGCGCATCCGCAACCAATGGAAAATCAA---C---AACGTCT---GC---TATAGGT---GCGACGCAACATGCGAGTGATGCCA---AATCGAATCCAAATCAACCGCAGGCC---------------------

droYak3 2L:10571198-10571423 - dya_1788 TTG----TTTATATATTCCGCCAA--------ATTTCGTTAATTGT--TGTCGCAGCATGTCCACTTGCAGTTCATCCGAAATAGCGGAGAAGAAACGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAGCTGCTGGCCAGCGCATCCACATCCAACGGAAATTCAA---C---AACGACT---GC---AACAGGT---GCTCTACAACAATCCAGTAATGGAA---ATTCGAATCCCAAGCAACCGCAGGCC---------------------
droEre2 scaffold_4929:5031991-

5032213 +
TTG----TTTATAAATTCCGCCAA--------ATTTCGTTAATTTA--TGTCGCAGCATGTCCACTTGCAGTTCATCCGAAATAGCGGAGAAGAGGCGCATTGCGCTGGCCAAATTGCAGGCCAAGAAGACCCAGCTGCTGGCCAGCGCATCCATATCCAACGGAAAATCAA---------CGACT---GC---AACAGGT---GCTCCGCAGCATGCCCATAATGGAA---ATTCGGATCCCAAACAACCGCAGGCC---------------------

droEug1 scf7180000409005:837236-
837462 +

--G----TTTATTTATTCCGCCAA--------ATTTTGTTTATTGG--TGTCGCAGCATGTCCACTTGCAGTTCATCCGAAATAGCGGAGAAGAAGCGCATTGCCTTGGCTAAGCTGCAAGCCAAGAAGTCACAATTACTGTCTACCACATCTACCTCCAATGGAAAATCAC---AATCCAATGAT---CA---AACAAGT---GGGAAGCAACAAGTTCGGAATGGAA---ATCCAAATCCAAAACAACCCCAGGCT---------------------

droBia1 scf7180000302188:1539555-
1539777 +

TT-TCTGTTTGGTTATTCCGCCAA--------ATTTCGTGAATTTG--TGTCGCAGCATGTCCACTTGCAGTTCGTCCGAAATAGCGGAGAAAAAGCGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAGCTGCTGGCCAGTGCATC------CGGCGGAAAGTCAG---C---CCCGAAT---CC---AACAAGT---GCGCTGCAACAAGTCACGAATGGAA---ACTCGAAACCCAATAAACCGCAGGCC---------------------

droTak1 scf7180000415705:273650-
273856 +

CTG----TTCTGTTTTTCCGCCAAATCTCAAAATCTCGTCAATTGT--TGTCGCAGCATGTCCACTTGCAGTTCGTCGGAAATAGCGGAGAAGAAACGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAGTTGCTGGCCAGTGCATC------CGGCGGAAAGTCCA---C---CGCGACT---GC---AACAAGT---G---------------------GAA---ATGCGAATCCCAATCAACCGCAGGCC---------------------

droEle1 scf7180000491046:2622796-
2623018 +

--G----TTTATTTATTCCGCCAA--------ATTTCGTTAATTTTCCTGTTGCAGCATGTCCACCTGCAGTTCATCCGAAATAGCGGAAAAGAAGCGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAACTGCTGGCCACCACATC------CGCCGGAAAGTCAT---C---CACTGCTCCGCC---AACAAAT---GCGCAGCAACAAGTCCGCAATCAAA---ATGCGAGTCCCAATCAACCGCTGGCC---------------------

droRho1 scf7180000779695:7627-7849
+

--G----TTTATTTAATCCGCCAA--------ATTTCGTTAATTGTCTTATCGCAGCATGTCCACTTGCAGTTCGTCCGAAATAGCGGAGAAGAAGCGCCTTGCGCTGGCCAAGCTGCAAGCCAAGAAGTCCCAACTACTGGCCAACGCATC------CAGCGGAAAGTCAT---C---CACAGCTCCTCC---AGCAAAT---GCGCAGCAACAAGTCCGGAATCAAA---ATGCGAGTCCCAATCAACCGCTGGCC---------------------

droFic1 scf7180000453842:1297058-
1297272 -

--G----TTTACTAATTCCGCCAA--------ATTTCGTTAATC-----GTCGCAGCATGTCATCTTGCAGTTCGTCTGAAATTGCGGAGAAGAAGCGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAGTTGCTAGCCAGCTCAAC------CAGCGGAAAGCTAA---C---CACGAAT---CC---AACAAAT---GCGCAGCAACAAGTTGGGAATAGAA---ACGGAAATCCGAATCAACCACAAGCC---------------------

droKik1 scf7180000302271:69295-
69527 +

TTGTTTGTTTTTATTTTCCGCCAA--------ATTTCGTCGCAAAT--TGTCGCGACATGTCCACATGCAGTGCGTCCGAGATTGCGGAGAAGAAGCGCATTGCTCTGTCCAAGCTGCAGGCCAAGAAGTCCCAGCTCCAGGCCAGTGGGAA------TGGCGGGAGACCAGCCCC---GACGATT---CC---AACAGGCGCCGCCCAGCAACAAGTCCACAGTGGAAGCCATGGTAATCCGAATCAACCGCAGGCC---------------------

droAna3 scaffold_12943:2696398-
2696609 +

--G----TTTAT-TATTCCGCCAA--------AAAACGT-ATTTGATTCCATGCACAATGTCTGCCTGCAGTGCCATCGAAATCGCGGAGAAGAAACGCATTGCACTGGCCAAGCTGCAGGCGAAGAAGGCGCAGATCCTAGCTGGC---------------GGAAAAGCCACCCCGTCCACAAGT---GC---AACAAGT---GTGCAGCAAAAACCGC--AA-ACAA---ATGTGAACTCCAATGTGCCACAGGTC---------------------

droBip1 scf7180000396535:2094224-
2094437 +

TTG----TTTAT-TATTCCGCCAA--------AAAACCT-ATTTGATTAAATGCACAATGTCTGCCTGCAGTGCCACCGAAATTGCCGAGAAGAAACGCATTGCACTAGCCAAGCTTCAGGCGAAGAAGACACAGCTCCTGGCTGCCGGAGCAGCA---------ACCTCGT---C---CACAACT---CC---AACAAGT---GCGCAGCAAAAACCCA-CAA--CAA---ATGGGAACTCCAATGTGCCACAGGTC---------------------

dp5 4_group4:1471194-1471364 + TT------TTAGCTATTT------------------------------TGGCTTAATATGTCCACTTGTAGCATTGCTGAAATAGCAGAAAAGAAGCGCGCTGCCTTGGCCAAGCTGCAAGCCAAAAAGTCGCAGCTC---GTCAACTC---------------TAAG---------------GCGCCGCCGACAAAAAAC---GCGCAGCAACAAGTACC---------------AAATCCCTCCCAGCTGGCCTCA---------------------
droPer2 scaffold_10:473217-473369 + ------------------------------------------------------AGTATGTCCACTTGTAGCATTGCTGAAATAGCAGAAAAGAAGCGCGCTGCCTTGGCCAAGCTGCAAGCCAAAAAGTCACAGCTC---GTCAACTC---------------TAAG---------------GCGCCGCCGACAAAAATC---GCGCAGCAACAAGTACC---------------AAATCCCTCCCAGCTGGCCTTA---------------------
droWil2 scf2_1100000004585:1582237-

1582389 -
----------------------------------------AATTCA--TGTTGTGAAATGTCGGCCTGCAGTGCTACGGAAATAGCTGAAAAGAGGCGCATTGCCTTAGCCAAACTGCAAGCCAAGAAGACCCAATTGTCC------ACATC------TCCGAAAATTCCAT---C---TGCCGCT---TC---AACAGGT---T------------------------------------CGGCTCAGCTGACCGCC---------------------

droVir3 scaffold_13246:1175575-
1175756 -

T-----------ATATCCTGCAAA--------TTAGTATTAAGTAG--CGAC-AACCATGTCCGTCTGCACGGCTGCCGAGATAGCTGAGAAGCGACGCATTGCACTGGCCAAGCTGCAGGCGAAAAAGGCCCAAGCGCCGGCCATAAAACCC------------------------------------TC---AACAAGT---GTCA---------------------------------GCGAGCAGCTGGGCGCCAAGTCGGCAATCAACTTCTAC

droMoj3 scaffold_6500:4738876-
4739013 +

---------------------------------------------------------ATGTCAGTCTGCACAGCAGATGAGATTGCAGAGAAACGGCGCATCGCACTAGCCAAGCTGCAGGCTAAGAAAAACCAAACACCAGCCGTAAATTC------AAACACAAA---------------GCCC---GC---CACAAAT---GTCA---------------------------------ACGAACAATTGGGCGCA---------------------

droGri2 scaffold_15252:16053753-
16053881 +

---------------------------------------------------------ATGTCAGTTTGCACATCCGCTGAGATAGCAGAGAAACGTCGCATTGCACTGGCTAAGCTGCAGGCAAAAACTAAACAA-----------------------------------------------------------------G---GCCCGCCAACAAATTCA-AATGCAA---AACCTGCTTCAAATATTTTGAGCGCA---------------------
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CAATTCAGCGCATGGCTCGTTATCCTTTGCTGCTCACGCAGTTCATTAATGTGAGTAATTCTAAATGGAAGGTTTTAATAGTCATCTAACCTGATTCCCAATTGTTCACAGACCTTCTTCAAGAACCGTGACATAGTGATGAAGCCACTAATCGAGTCCTG

**************************************************((((((((((......((((((((.............)))))...))).))))))))))..**************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR065806

Piwi-
IP_squ_mut_ovaries

V132

ML-
DmD32

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609222

ML-DmBG1-
C1

SRR014273

Ovary_rep1_Har_P

V096

loqsKO/f00791
ovary

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR031692

Total
small
RNAs from
Oregon R

GSE24545

CS ovary
total
RNA

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V022

ML-
DmD32
cell

GSM399107

male body
#2

SRR029032

r2d2
knockdown

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

GSM609250

ML-DmD32
cell

GSM628272

ago2[414]
ovary
total RNA

V133

Sg4

V079

Oxidation,
female
head

V086

female
body,
aged

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR010953

Aub
heterozygotes,
oxidized

V034

ML-
DmD16c3
cell

GSM609225

ML-DmBG3-
C2

SRR010954

Aub trans-
heterozygotes,
oxidized

V074

S3

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM609227

CMEW1
Cl.8+
cell

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM385748

OSS_s6

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR001664

homozygous_dcr-
2_untreated

GSM379055

Flam
Mutant

GSM379063

Vasa
Heterozygote

GSM467729

Dmel_wt_sRNAseq
GSM385822

OSS_s8

GSM399106

female
body #2

GSM360257

1st
instar #2

SRR001349

heterozygous_dcr-
2_untreated

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR014277

Ovary_rep1_NA_P

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR060645

yw67c23(2)_testes_total

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRR060650

A1_testes_total

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM609235

CMEL1

GSM609224

female,
one day

V085

CME
W2
wing
disc

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V125

ML-
DmD9

V130

ML-
DmBG3-
c2

V144

OSC

V073

mbn2

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM609217

MLDmD20c5

GSM609223

male, one
day

SRR010959

Ago3 IP in
heterozygotes

AGO3

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V008

S2-
DRSC

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V146

S1
cell

GSM609237

ago2[414]
ovary
total RNA

GSM609244

KC+48 #2

SRR001347

ago2_untreated

V036

ML-
DmD20c5
cell

V091

fGS/OSS
total
Â 

V131

ML-
DmD16-
c3

GSM240749

female
head

V032

S1
cell

V003

dsDcr-1
(katsutomo
RNA)

V092

dcr-
2[G31R]
male
total
RNA Â 

V014

DTT
8h

V078

Desiccation,
female head

GSM385821

OSS_s7

GSM609230

CS,ovary,AGO1IP

AGO1

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM609239

IR- 2-
18hr

GSM609240

IR+ 2-
18hr

GSM609248

ML-DmD9
cell

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V015

DreRFHV148h

GSM399110

KC-48 #2

SRR065802

Piwi-
IP_zuc_mut_ovaries

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

V006

r2d2 female:
possibly
heterozygous

V037

Felix
sample
+mirtrons

V080

Starvation,
female head

V137

Male
aged
head

........................................................................................................................AAGAACCGTGACATAGTG....................... 18 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TCAAGAACCGTGACATAGTGATGAAGC................ 27 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............TGGCTCGTTATCCTTTGCTGCTCACG........................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TTCAAGAACCGTGACATAGTGATGAA.................. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........CATGGCTCGTTATCCTTTGC................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................CGTTATCCTTTGCTGCTCACG........................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................GTTATCCTTTGCTGCTCACGC.......................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................CTAACCTGATTCCCAATTGTTCACAG.................................................. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................ACCTTCTTCAAGAACCGTGACATAGTG....................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................TCTTCAAGAACCGTGACATAGTGATGAAGC................ 30 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................GTGACATAGTGATGAAGCCACTA........... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTAATTCTAAATGGAAG.......................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................AACCGTGACATAGTGATGAAG................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................CCTGATTCCCAATTGTTCACAG.................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................TGAAGCCACTAATCGAGTCCT. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................AAGAACCGTGACATAGTGATGAAGCC............... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................ACCTTCTTCAAGAACCGT................................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TCAAGAACCGTGACATAGTGA...................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................ACCGTGACATAGTGATGA................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TTCAAGAACCGTGACATAGTGATGAAGC................ 28 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................CTTCAAGAACCGTGACATAGTG....................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTAATTCTAAATGGAAGGTTTTA.................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTAATTCTAAATGGAAGGT........................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GTTAAGTCGCGTACCGAGCAATAGGAAACGACGAGTGCGTCAAGTAATTACACTCATTAAGATTTACCTTCCAAAATTATCAGTAGATTGGACTAAGGGTTAACAAGTGTCTGGAAGAAGTTCTTGGCACTGTATCACTACTTCGGTGATTAGCTCAGGAC

**************************************************((((((((((......((((((((.............)))))...))).))))))))))..**************************************************
Read
size

#
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Norm Total

V073

mbn2

V074

S3

V128

S3

GSM609222

ML-DmBG1-
C1

V079

Oxidation,
female
head

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V146

S1
cell

SRR031703

Total
small RNAs
from r2d2
homozygous
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..........GTACCGAGCAATAGGAAACGA.................................................................................................................................. 21 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................CTTCGGTGATTAGCTCAGGAC 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................CGAGTGCGTCAAGTAATTAC.............................................................................................................. 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................GGAAGAAGTTCTTGGCACTGTATCAC....................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................TCTGGAAGAAGTTCTTGGCACTGTAT.......................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................AATTATCAGTAGATTGGACT................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................GAAGAAGTTCTTGGCACT.............................. 18 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................CAAGTAATTACACTCATTAAGATTTACC............................................................................................. 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............CGAGCAATAGGAAACGACGAGT............................................................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:12993826-12993986 + CG30456_in5 CAATTCAGCGCATGGCTCGTTATCCTTTGCTGCTCACGCAGTTCATTAATGTGAGTAA-TTCT-AAA--TGG------AAGG-TTTT---------AATAGTCA-------------------TCT-------AACCTGATTCCCA----ATTGTTCACAGACCTTCTTCAAGAACCGTGACATAGTGATGAAGCCACTAATCGAGTCCTG
droSim2 2r:13664338-13664498 + CTATTCAGCGCATGGCTCGTTATCCTTTGCTGCTCACGCAGTTCATTAATGTGAGTAA-TTCT-AAA--TGG------AAGA-TTTC---------AATAGTTA-------------------ACT-------AACCTGATTCCCA----ACTGTTCATAGACCTTCTTCAAGAACCGTGACATAGTGATGAAGCCACTAATCGAGTCCTG
droSec2 scaffold_1:10504272-

10504432 +
CTATTCAGCGCATGGCTCGTTATCCTTTGCTGCTCACGCAGTTCATTAATGTGAGTAA-TTCT-AAA--TGG------AAGG-TTTT---------GATAGTTA-------------------ACT-------AACCTGATTCCCA----ACTGTTCATAGACCTTCTTCAAGAACCGTGACATAGTGATGAAACCACTAATCGAGTCCTG

droYak3 2R:18472595-18472755 - CCATTCAGCGCATGGCACGCTATCCTTTGCTGCTCACGCAGTTCATTAATGTGAGTAG-TGCC-AAA--TGT------ATCA-TTTA---------AATAGTTA-------------------ACT-------AACCTTTATCCCA----ACTATTCACAGACCTTCTTCAAGAACCGTGACATAGTGATGAAGCCACTGATCGAGTCCTG
droEre2 scaffold_4845:12848554-

12848713 -
CCATTCAGCGCATGGCTCGCTATCCCTTGCTGCTCACGCAGTTCATCAATGTGAGTAA-TTCA-AAG--TGC------AAGA-TT-T---------GAAAGTTA-------------------ATT-------AACCCTTTCCCCA----ACTATTCCCAGACCTTTTTCAAGAACCGCGACATAGTGATGAAGCCACTAATCGAGTCCTG

droEug1 scf7180000409672:2122438-
2122601 -

CTATTCAGCGCATGGCTCGTTATCCTTTGCTCCTCACGCAGTTTATCAATGTAAGTAA-ATCT-TAA--CAAGAAA--AAGG--TGT---------TAAAGCAAA-------CT-AATAA------------------TATCAAAA----ACCAACCTTAGACCTTCTTCAAGAACCGCGATATAGTGATGAAGCCACTAATAGAGTCCTG

droBia1 scf7180000301754:5244415-
5244575 +

CCATCCAGCGCATGGCTCGCTATCCCTTGCTCCTGACGCAGTTCATCAATGTGAGTAA-ATCT-GGA--GAA------AATG-CCCA---------TCCAGCAAA-------C------------T-------ATAATATCTTGAA----TACACCCGTAGACCTTCTTCAAGAACCGGGACATAGTGATGAAGCCGCTAATTGAGTCCTG

droTak1 scf7180000415345:31009-
31172 +

CCATTCAGCGTATGGCTCGTTATCCTTTGCTCCTGACGCAGTTCATCAATGTGAGTTACTTCT-TGA--TAT------AAACTCTTG---------TCCAGTAAG-------CT-AATGA-----------------TTTGTTTAT----ACCCCCCGTAGACCTTCTTCAAGAACCGTGATATAGTGATGAAGCCACTAATTGAGTCCTG

droEle1 scf7180000491214:1332901-
1333061 -

CCATCCAACGCATGGCTCGTTATCCTTTGCTCCTGACGCAGTTCATCAATGTAAGAAA-AACT-TAA--TAA------TAAC-CTTA---------TCAAATAAA-------T------------T-------AATACATTTTCGA----ACCCCAATTAGACCTTCTTCAAGAACCGTGATATAGTGATGAAGCCACTAATTGAGTCCTG

droRho1 scf7180000780084:323197-
323360 -

CTATCCAGCGCATGGCACGTTACCCTTTGCTCCTGACGCAATTCATTAATGTGAGAAA-ATCTTAAA--TAG-AAA--AAA--AGGG---------TCAAGTATA-------CT-AATAGTTTATT-------AAT---------------CTTCTCCTAGACCTTCTTTAAGAACCGTGATATAGTGATGAAGCCACTAATTGAGTCCTG

droFic1 scf7180000453948:2436363-
2436523 -

CCATTCAGCGCATGGCTCGTTATCCTTTGCTGCTGACGCAGTTCATCAATGTGAGTTGGATCT-ATT--TAA------AAAT-CACA---------CAAAGGAAT-------CT-AATAA------------------TATTTAA-----AACCCCCCTAGACCTTCTTCAAGAACCGAGACATAGTGATGAAACCGCTGATTGAGTCATG

droKik1 scf7180000302476:3219051-
3219216 -

CTATTCAGCGCATGGCCCGTTATCCTTTGCTCCTCACGCAGTTTATCAATGTAAGAAC-AACT-CAA--CAAGG----GAA--CTTC---------TTCAATAAA-------------------CT-------AATTAAAATCTTATAAAAACCTCTGCAGACCTTTTTCAAAAACCGCGATATAGTGATGAAGCCACTGATTGAATCATG

droAna3 scaffold_13266:13608068-
13608233 -

CCATTCAGCGCATGGCTCGTTATCCTTTGCTCCTTACACAGTTTATTAATGTAAGGAT-TTTA-TAA--TTGGATAAA---------ATATTCCTATATATTAT-----T--C--TTA-T-----TA-------------TTTAAA----ATACTTTATAGACCTTCTTCAAGAACCGTGATCTCGTGATGAAACCACTTATCGAGTCTTG

droBip1 scf7180000396759:2528085-
2528238 +

CCATCCAGCGCATGGCTCGTTATCCTTTGCTTCTCAATCAGTTCATCAGTGTAAGGC----CT-TGA--TAA-----A---------TAATCCCCA-----TGAAGAAATTA----AA-----------------------ACCAA----AAATTTTATAGACCTTCTTTAAGAACCGTGATCTTGTGTTGAAACCAATTATCGAGTCCTG

dp5 3:16591444-16591603 + CCATCCAGCGTATGGCCCGCTATCCCCTCCTCTTGACGCAGTTCATCAATGTGAGTGG-AATT-CGTCGC-----------------GTCACTCCG-----TGAACTAGATA----TA-T-----CGT-TG------------AAT----CCCTCTTTTAGACCTTCTTCAAGAACCGCGACATTGTGATGAAGCCGCTCATTGAGTCCTG
droPer2 scaffold_4:170172-170331 - CCATCCAGCGTATGGCCCGCTATCCCCTCCTCTTGACGCAGTTCATCAATGTGAGTGG-AATT-CGTCGC-----------------GTCACTCCG-----TGAACTAGATA----TA-T-----CGT-TG------------AAT----CCCTCTTTTAGACCTTCTTCAAGAACCGCGACATTGTGATGAAGCCGCTCATTGAGTCCTG
droWil2 scf2_1100000004822:883738-

883902 -
CTATACAGCGTATGGCGCGGTATCCCTTGCTATTAACACAATTCATCTCTGTAAGTAA-AGGA-AG--AT-----------------ATCTATCTA-----TATAG-AGATATGTATA-A-----TAGTTTA-AACCT------------TTTTTTTTTAGACCTTCTTTAAAAATCGTGATATTGTTATGAAACCATTGATTGAATCCTG

droVir3 scaffold_12875:7658997-

7659150 +

CCATACAGCGCATGGCGCGTTATCCCTTGCTCCTTACCCAGTTCATTAATGTAGGTGG-ACT---GTTGT-------------------GTGCCCTTAATGTGT-----T--T--TA------ACT-------AATTTGTAT------------CTTTCAGACCTTTTTCAAGAATCGTGATATTGTGATGAAGCCACTGATTGAGTCCTG

droMoj3 scaffold_6496:19686665-
19686824 -

CTATACAGCGCATGGCGCGTTATCCCTTGCTCCTGACGCAGTTCATCAATGTAAGTAT-AGCC-TAG----A------AATG-CATC---------AACTGTTT-------------------ACT-------AATTTGTATGTTAT---ATATGCCACAGACATTCTTTAAGAATCGTGATATCGTGATGAAGCCACTGATTGAGTCCTG

droGri2 scaffold_15245:1183445-
1183613 +

CCATTCAGCGCATGGCGCGTTATCCACTGCTCCTTACCCAGTTCATCAATGTAAGTCG-AG-----AGTT-----------------GTCTGCCCTTAAGCTAT-----A--T--CTA-T-----TAATTGATATCTTAAATTTTG----CATTTTTGCAGACATTCTTCAAGAATCGCGACATTGTGATGAAGCCTCTGATTGAGTCCTG
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CGAAAACGCTGATGTGAGATACTCGTACTTCCACTCCAGCTTTTGGGTCCCTCCAGTCGCCAGTCAGTCAGTCAACCGTGAGCTGTGACTTTTGACTGGCAGTGGATGGATTTTTTGAGTGACCGAGCACCAGCAGTAGCCATAAAAGTCAGAAAGCTCCAA
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.........................................................................................TTTTGACTGGCAGTGGATGGA.................................................... 21 0 1 13.00 13 2 0 1 0 1 1 0 0 1 0 0 0 1 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TTTTGACTGGCAGTGGATGGAT................................................... 22 0 1 12.00 12 5 0 2 0 0 1 0 0 0 0 0 0 1 0 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TTTTGACTGGCAGTGGATGGATT.................................................. 23 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TTTTGACTGGCAGTGGATGG..................................................... 20 0 1 2.00 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TTTGACTGGCAGTGGATGGAT................................................... 21 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................AGCTGTGACTTTTGACTGGC.............................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................GACTGGCAGTGGATGGAT................................................... 18 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................GTGAGCTGTGACTTTTGACTGGC.............................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................GTCAGTCAGTCAACCGTGAGCTGT............................................................................ 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................GTGGATGGATTTTTTGAGTGACCG..................................... 24 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................CTTTTGACTGGCAGTGGATGG..................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................CCTCCAGTCGCCAGTCAGT.............................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................AACCGTGAGCTGTGACTTT...................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................CTTTTGACTGGCAGTGGATGGATT.................................................. 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TCCAGTCGCCAGTCAGTCAGTC......................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................GCCAGTCAGTCAGTCAACCGTGAGC............................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TTTTGACTGGCAGTGGATGGG.................................................... 21 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................ACTGGCAGTGGATGGATTTTT............................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TTTGACTGGCAGTGGATGGATT.................................................. 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TGACTTTTGACTGGCAGTGGATGGA.................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TTTGACTGGCAGTGGATGGA.................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TTTTGACTGGCAGTGGATG...................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................ACTGGCAGTGGATGGAAC.................................................. 18 2 8 0.13 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GCTTTTGCGACTACACTCTATGAGCATGAAGGTGAGGTCGAAAACCCAGGGAGGTCAGCGGTCAGTCAGTCAGTTGGCACTCGACACTGAAAACTGACCGTCACCTACCTAAAAAACTCACTGGCTCGTGGTCGTCATCGGTATTTTCAGTCTTTCGAGGTT

*************************************..((((..((((((.((((...(((((((((..(((((...........))))).)))))))))..)))).))))))...)))).....************************************
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........................................................................................................................CTGGCTCGTGGTCGTCATCGGTATTTT............... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................GAAAACTGACCGTCACCTACC..................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:13889187-13889349 + dme_250 TCGAAAACGC--TGATGTGAGATACTCGTAC--------------------T------TC--CA-CTCCAGCTTTTGG-------------------------GTCCCTCCA-GTCGCCAGTCAGTCAG---TCAACC---GTGAGCTGT-GACTTTTGACTGGCAG--TGGATGGAT---------------------------------------TT---T------------------TTGAGTGACC-------------------GAGCAC-------------C-AGCAGTAGCCATAAAAGTCAG---------AAA--GCTCCAA----------
droSim2 3r:7390306-7390453 - TCAAAACCGG--TGATGTGAGATACT-----------------------------------------CCAGCTTTTGG-------------------------GCTCCTCCA-GTCGCCAG----TCAG---TCAACC---GTGAGCTGT-GACTTTTGACTGGCAG--TGGATGGAT---------------------------------------GT---T------------------TTGAGTGACC-------------------GAGCAC-------------CGAGCAGTAGCCATAAAAGTCAG---------AAA--GCTCCGA----------
droSec2 scaffold_12:276493-276653 - TCAAAACCGG--TGATGTGAGATACTTGTAG--------------------T-----TTC--CA-CTCCAGCTTTTGG-------------------------GCTCCTCCA-GTCGCCAG----TCAG---TCAACC---GTGAGCTGT-GACTTTTGACTGGCAG--TGGATGGAT---------------------------------------GT---T------------------TTGAGTGACC-------------------GAGCAC-------------CGAGCAGTAGCCATAAAAGTCAG---------AAA--GCTCCAA----------
droYak3 3R:2483008-2483155 + ACGA------------GTGAGATACTCGTAC--------------------T------TC--CA-CTCCAGCTTGT--------------------------GGGCCCTGCA-GTCGCCAG----TCAG---TGAACA---GTGAGCGGT-GACTTTTGAATGGCAG--TGGATGGAT---------------------------------------GT---T------------------TTGAGTGACC-------------------AAGCAC-------------C-AGCAGTAGCCATAAAAGTCAG---------AAA--GCTCCAA----------
droEre2 scaffold_4770:7746118-

7746291 -
TCGAAACCGG--TGATGTGAGATACTCGTAC--------------------TAAACATTC--CA-CTCCAGGTTTTGGGAGGT----------------TTTGGGCCCTCCA-GTCGCCAG----TCAG---TCAACC---GTGAGCGGT-GACTTTTGACTGGCAG--TGGATGGAT---------------------------------------GT---T------------------TTGAGTGACC-------------------AAGCAC-------------C-AGCAGTAGCCATAAAAGTCAG---------AAA--GCTCCAA----------

droEug1 scf7180000409246:229075-
229229 +

CACCAGCCGCATAGATGTGAGATCGTCATAC--------------------T------TC--CA-CTCTACG---------------------------CTTAAGCCCTCC--------AG----TCAG---TCATCC---GTGAACGGT-GACTTTTGACTGGCAT--TGGATGGAT---------------------------------------GTTGCT------------------TTGAGTGACC-------------------AAGCAC-------------C-ACCAGTAGCCATAAAAGTCAG---------AAA--GCTCCAA----------

droBia1 scf7180000299102:2084065-
2084209 -

GACAAACCGG--AGATGTGAGATACTCTT-----------------------------------------GCTCGTGA--------------------GCCCAAGCCCTCC--------AG----TCAG---TCATCT---GCGAGCGGT-GACTTTTGACTGGCAG--TGGATGGAT---------------------------------------GT---T------------------TTGAGTGACC-------------------AAGCAC-------------C-ACCAGTAGCCATAAAAGTCAG---------AGA--GCTCCGA----------

droTak1 scf7180000414450:13560-
13704 +

GACGATCCAG--A-----GAGATACTCGCAC--------------------T------TC--CA-CTTTAAG---------------------------TCCAAGCCCTCC--------AG----TCAG---TCATCC---GCGAGCGGT-GACTTTTGACTGGCAG--TGGATGGAT---------------------------------------GT---T------------------TTGAGTGACC-------------------AAGCAC-------------C-ACCAGTAGCCATAAAAGTCAG---------AGA--GCTCCAG----------

droEle1 scf7180000491008:2381683-
2381816 -

GGCGAACCGG--AGATGTGAGATG---------------------------------------------AAG---------------------------TATAAGCCCTCC--------AG----TCAG---TCATCC---GTGAGCGGT-GACTTTTGACTGGCAG--TGGATGGAT---------------------------------------GT---T------------------CTGAGTGACC-------------------AAGCAC-------------C-ACCAGTAGCCATAAAAGTCAG---------AAA--GCTCCAA----------

droRho1 scf7180000765818:4221-4364
+

TGCGAACCGG--CGACGTGAGAT------------------------------------C--CA-CTCCAAGTTA--------------------------GAAGCCCTCC--------AG----TCAG---TCATCCGCTGTGAGCGGT-GACTTTTGACTGGCAG--TGGATGGAT---------------------------------------GT---T------------------TTGAGTGACC-------------------AAGCAC-------------C-ACCAGTAGCCATAAAAGTCAG---------AAA--GCTCCAA----------

droFic1 scf7180000453800:365062-
365212 +

GACAAACCGG--AGATGTGAGATACTCGAAC--------------------C------AG--CA-CTCCAGGTTT--------------------------TAAGCCCTCC--------AG----TCAG---TCAACG---GCGAGCGGT-GACTTTTGACTGGCAG--TGGATGGAT---------------------------------------AT---T------------------TTGAGTGACC-------------------AAGCAC-------------C-ACCAGTAGCCATAAAAGTCAG---------AAA--GCTCCAA----------

droKik1 scf7180000302809:409509-
409665 -

CCTAAAGCGG--CAATGCAAGATCTGC---------------------------------------TC--C-CT--------------------------CCAAGCCCTCC--------AG----TCAG---TCATCG---GCGAGCGGT-GACTTTTGACTGGCAG--TGGATGGATGGAT-----------------------------------GC---T------------------TGGAGTGACC-------------------AAGCACC----------ACC-ACCAGTAGCCATAAAAGTCAG---------AAACGGCTCGAAACGGCACGGA

droAna3 scaffold_13340:11832661-
11832790 -

TCTGAGCCGG--TGGCTTGAGGTCTT--------------------------------------------------------------------------------------------------------------------CAAGCGGT-GACTTTTGACTGCCGG--TGGATGGATGGAT-----------------------------------GG---ATGGATGCAAGAATGATGGCTGAGTGACC-------------------AAGTAC-------------C-ACCAGTAGCCATAAAAGTCCA---------AAA--TCTCCAA----------

droBip1 scf7180000396691:727780-
727905 -

TCTGGGCCGG--AGGCTTGAGATCTT--------------------------------------------------------------------------------------------------------------------CAGGCGGT-GACTTTTGACTGCCGG--TGGATGGAT---------------------------------------AG---ATGGACGCCAGAATGATGGCTGAGTGACC-------------------AAGTAC-------------C-ACCAGTAGTCGTAAAAGTTTA---------AAA--TCTTCAA----------

dp5 2:28948532-28948738 + GGCT---------G-----------TTGTAT--------------------T-----T-CCCCA-TTTCGGCTTC---GAAT---------------AGATCAAGCCCTCG--------AC----TCGGGTCCCATGG---GTAAAAGGT-GACTTTTGACTGGCAGACTGAATGGATGGATGGCTGATGGAT------------------------GTTTCG------------------TTGAATGGCGGACAGAAACAGCACTGTACAAGCACCACTGTGTGGCACC-ACCAGTAGCCATAAAAGTCAACCGAAAGAAAAA--TCCACAA----------
droPer2 scaffold_6:4273154-4273360

+
GGCT---------G-----------TTGTAT--------------------T-----T-CCCCA-TTTCGGCTTC---GAAT---------------AGATCAAGCCCTCG--------AC----TCGGGTCCCATGG---GTAAAAGGT-GACTTTTGACTGGCAGACTGAATGGATGGATGGCTGATGGAT------------------------GTTTCG------------------TTGAATGGCGGACAGAAACAGCACTGTACAAGCACCACTGTGTGGCACC-ACCAGTAGCCATAAAAGTCAACCGAAAGAAAAA--TCCACAA----------

droWil2 scf2_1100000004902:4811864-
4811978 -

GCTCTG------TGGCTTTGGTT-----------------------------------------------------------------------------------TCCCCAACTTTCAA-------AG---CGATCT---GTT--TGGTACACTTTTCACTAGCGG-CTCACT-------------------------------------------CG---C------------------TGGAG---AC-------------------AAGAAG-------------C-AG-TGTGGTCATAAAAGTCAA---------TCC--GC-CAAA----------

droVir3 scaffold_13047:6790329-
6790523 -

TCTAT-------------CAGTCACTCTCTCTCTCTCTCTATCTGTTGCATT-----T-CCCCTGCTGCGGGCTG---GAAGCTTAGTGCATAATGCTCATCAACGCTCTG--------AT----TGAC---TGATCT---GTG----------------------------------GGTCTGCGTCCGGCTGCTCCGGACTGGGCCGGGCTAGCCAT---T---------------CAATTTGGCCGCC-------------------AGATAG-------------G-AGCAGCAGCTATAAAAGTCAA---------A----ACTCCAA----------

droMoj3 scaffold_6540:2643953-
2643984 -

---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGCAGCAGCTATAAAAGTCAA--------AACA--ACTCCAA----------

Generated: 09/09/2015 at 02:23 AM
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TCAGCTAGATGAAAACAATAACAATAGTAATACTATTCGAAGTACTAATACTAATCAATTGGAGGCAGGCTTTTCGTTTGTGTGTGCCTGCTCCCTCTCGCGTATAGTATATACCCATGTGCCAGAGAGAGCAAGCCGAAAACGAAAAGAGAGCGCGAGAGTCGGACGAAGGAAAAAAATATCGCCACAGTTGCCGTATGCCGCCTTCGTCGTCGGTTGCAAAAGAT
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................................................................GCAGGCTTTTCGTTTGTG................................................................................................................................................. 18 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................................................GCCTTCGTCGTCGGTTGC....... 18 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................TGCCAGAGAGAGCAAGCCGA........................................................................................ 20 0 1 2.00 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................................CCGCCTTCGTCGTCGGTTGCAAAAGA. 26 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................................................CGCCTTCGTCGTCGGTTGCA...... 20 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................GTCGTCGGTTGCAAAAGA. 18 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................AGTTGCCGTATGCCGCCTTCGTC................ 23 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TGTGCCAGAGAGAGCAAGC........................................................................................... 19 0 1 2.00 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................TCGTCGTCGGTTGCAAAA... 18 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................................ACAGTTGCCGTATGCCGCCTTCG.................. 23 0 1 2.00 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TGTGCCAGAGAGAGCAAGCC.......................................................................................... 20 0 1 2.00 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................................................GCCGCCTTCGTCGTCGGT.......... 18 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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.......GATGAAAACAATAACAATAGTAATACTAT............................................................................................................................................................................................... 29 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TGTGCCAGAGAGAGCAAGCCGAA....................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................AGTCGGACGAAGGAAAAAA................................................. 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................TGCCTGCTCCCTCTCGCGTATA......................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TGTGCCAGAGAGAGCAAGCCGT........................................................................................ 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................................TTCGTCGTCGGTTGCAAAAG.. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................................CTTCGTCGTCGGTTGCAAA.... 19 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................TCAATTGGAGGCAGGCTTT.......................................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................................ACAGTTGCCGTATGCCGCCTT.................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................................TTCGTCGTCGGTTGCAAAA... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................ATACTAATCAATTGGAGGCAG............................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................ATACCCATGTGCCAGAGAGA................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................ATATCGCCACAGTTGCCGT.............................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................ACGAAAAGAGAGCGCGAGAGTCGGA............................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................TACCCATGTGCCAGAGAGAGC............................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................................................CGCCTTCGTCGTCGGTTGC....... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................ACTAATCAATTGGAGGCAGGCTTTT......................................................................................................................................................... 25 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................TCGTTTGTGTGTGCCTGCTCCCTCT................................................................................................................................. 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TGTGCCAGAGAGAGCAAGCCGAT....................................................................................... 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................................ACAGTTGCCGTATGCCGCCT..................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................CATGTGCCAGAGAGAGCAAGCC.......................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................AGGCTTTTCGTTTGTGTGTGCC........................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................GTGCCTGCTCCCTCTCGCGT............................................................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TGTGCCAGAGAGAGCAAGT........................................................................................... 19 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................AGGCTTTTCGTTTGTGTG............................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................GAGAGCGCGAGAGTCGGACGAAG........................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................AATTGGAGGCAGGCTTTTCGT...................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................AATCAATTGGAGGCAGGC............................................................................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................CATGTGCCAGAGAGAGCAAGCCG......................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TAATCAATTGGAGGCAGG.............................................................................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................ACCCATGTGCCAGAGAGAGCA.............................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................CCCTCTCGCGTATAGTATA.................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................AAGCCGAAAACGAAAAGAGAGC......................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................AGTTGCCGTATGCCGCCTTCGTCGT.............. 25 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TAATCAATTGGAGGCAGGCTTTTCGT...................................................................................................................................................... 26 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................GAGAGTCGGACGAAGGAAAAAAATATC............................................ 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................ATACTAATCAATTGGAGGCAGGC............................................................................................................................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................TATACCCATGTGCCAGAGAGAGCAAGC........................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................ATATACCCATGTGCCAGAGAGAGC............................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................................................GCCTTCGTCGTCGGTTGCA...... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................................................GTATGCCGCCTTCGTCGTCGGT.......... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................GCTTTTCGTTTGTGTGTGCCTG......................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................ATTGGAGGCAGGCTTTTCGTT..................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................TAATACTATTCGAAGTACTAAT.................................................................................................................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................GAGCGCGAGAGTCGGACGAA......................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................................TATGCCGCCTTCGTCGTCGGTTGCAA..... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................................ACAGTTGCCGTATGCCGCCTTCGT................. 24 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TGTGCCAGAGAGAGCAAGA........................................................................................... 19 1 2 1.00 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................AGTCGGACGAAGGATC.................................................... 16 2 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AGTCGATCTACTTTTGTTATTGTTATCATTATGATAAGCTTCATGATTATGATTAGTTAACCTCCGTCCGAAAAGCAAACACACACGGACGAGGGAGAGCGCATATCATATATGGGTACACGGTCTCTCTCGTTCGGCTTTTGCTTTTCTCTCGCGCTCTCAGCCTGCTTCCTTTTTTTATAGCGGTGTCAACGGCATACGGCGGAAGCAGCAGCCAACGTTTTCTA

*************************************************************************.................((...((((((((((...((.((.(((((.((((.((((((.((....))..)))))).)))).))))).)))).))))))))))...))***********************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM609225

ML-DmBG3-
C2

V031

GM2
cell

V130

ML-
DmBG3-
c2

GSM609222

ML-DmBG1-
C1

GSM609219

GM2 cell

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM371638

S2-NP

V125

ML-
DmD9

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM467731

Dmel_loq_sRNAseq

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V074

S3

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM609217

MLDmD20c5

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR001349

heterozygous_dcr-
2_untreated

SRR031692

Total
small
RNAs from
Oregon R

SRR001348

ago2_oxidized

GSM609248

ML-DmD9
cell

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V006

r2d2 female:
possibly
heterozygous

GSM343833

S2R+ cell

V034

ML-
DmD16c3
cell

GSM609234

CS Â male
total RNA
Â 

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V012

Dcr2 male
(Katsutomo,
whole fly?)

V036

ML-
DmD20c5
cell

GSM609229

embryo 2-
6hr

SRR001347

ago2_untreated

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM628272

ago2[414]
ovary
total RNA

V086

female
body,
aged

GSM343832

S2R+ cell

V073

mbn2

SRR031698

2'-O-
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from 5-6 days old
flies
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fs(1)yb_72/fs(1)yb_4stage:
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........................................................................................................................CGGTCTCTCTCGTTCGGCTT....................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................CCGTCCGAAAAGCAAACACAC............................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................GCCTGCTTCCTTTTTTTATAG............................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................CACACACGGACGAGGGAGAGC............................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................TCATTATGATAAGCTTCATGATT................................................................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................AACACACGGACGAGGGAGAGC............................................................................................................................... 21 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................CGAGGGAGAGCGCATATCATA..................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................................GCGGTGTCAACGGCATACGGCG....................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................ACCTCCGTCCGAAAAGCAAACAC................................................................................................................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................GCTTTTCTCTCGCGCTCTCAG................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............TGTTATTGTTATCATTATGAT................................................................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................CTCTCAGCCTGCTTCCTTTTTTTATAGC........................................... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................ACACGGACGAGGGAGAGC............................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................CGCGCTCTCAGCCTGCTTCCT...................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................TCCGAAAAGCAAACACACACGGACG........................................................................................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........TACTTTTGTTATTGTTAT......................................................................................................................................................................................................... 18 0 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:23406959-23407185 - dme_400 TCAGCTAGATGA---------AAACAATAACAATAGTAATACT--A---TTCG-AAGT-ACTAATA----CTAATCAATTGGAGGCAGGCTTTTCGT----------TTGTGTGTGCCTG------CTCCCTC----T--------CGCGT---ATAGTATATACCC----ATGTGCCA------------------------GAGAGAG-----------------------------C---------------------------AAGCCGAAAACGAAAA-------------------GAGAG----------------------------------------CGCGAGAGTC--GGACG----------AAGGAAAAAA----ATATCGCC------ACAGTTG-CCGT------ATGCCGCCTTC-GTCGTCGGTT----GC-AAAAGAT
droSim2 3r:22831728-22831953 - dsi_32449 CCAGCTAGACGA---------AAACAATAACAATAGTAATACT--A---TTCG-AAGTTACTAATA----CTAATCAATAGGCAGCAGGCTTTTCGT----------TTGTGTGTGCCTG------CTCCCTC----T--------CGCGT---ATAGTATATACCC----ATGTGCCA------------------------GAGAGAG-----------------------------C---------------------------AAGCCGAAAACGAAAA-------------------GAGAG------------------------------------------CGAGAGTC--GGGCG----------AAGGAAAAAA----ATATCGCC------ACAGTTG-CCGT------ATGCCGCCTTC-GTCGTCGGTT----GC-AAAAGAT
droSec2 scaffold_22:40478-40703 - dse_167 CTAGCTAGACGA---------AAACAATAACAATAGTAATACT--A---TTCG-AAGTTACTAATA----CTAAGCAATAGGCAGCAGGCTTTTCGT----------TTGTGTGTGCCTG------CTCCCTC----T--------CGCGT---ATAGTATATACCC----ATGTGCCA------------------------GAGAGAG-----------------------------C---------------------------AAGCCGAAAACGAAAA-------------------GAGAG------------------------------------------CGAGAGTC--GGGCG----------AAGGAAAAAA----ATATCGCC------ACAGTTG-CCGT------ATGCCGCCTTC-GTCGTCGGTT----GC-AAAAGAT
droYak3 3R:23081019-23081237 + TCAGCCAGAAGA---------AAACAATAACATTAGTAATATT--A---TTCA-AAGT-ACCAATA----CTGTGTAATACAAAGCAGGCTTTTAAT----------TTGTGTGTGCCTG------CTCCCTC----T--------CGCGT---ATAGTATATACAC----ATGTGCAA------------------------GAGAGAG-----------------------------C---------------------------AAGCCGAAA------A-------------------GAGAG------------------------------------------CGAGAGTC--GGGCG----------AAGGAAAAAA----ATATCGCC------ACAGTTG-CCGT------ATGCCGCCTTC-GTCGTCGGTT----GC-AAAAGAT
droEre2 scaffold_4820:4630700-

4630918 +
der_1529 TCAGCAAGAAGG---------AAACAATAACAATAGTTATATT--A---TTCC-AAGT-ACCAATA----CTATGTAATAGAAAGAGGGATTTTCAT----------TTGTGCGTGCCTG------CTCCCTC----T--------CGCGT---ATAGTATATACAC----ATGTGCAA------------------------GAGAGAG-----------------------------C---------------------------AAGCCGAAA------A-------------------GAGAG------------------------------------------CGAGAGTC--GGGCG----------AAGGAAAAAA----ATATCGCC------ACAGTTG-CCGT------ATGCCGCCTTC-GTCGTCGGTT----GC-AAAAGAT

droEug1 scf7180000409770:888857-
889076 -

CCATCCAGAAA-----AGACACAATAATAACTTAAGGAGAAAT--A---TTTC-AAGT-ACTAGTCATTTCTTT-------------GGCATTTTAT----------TTGTGTGTAATTA------CTCTCTCTATCTCTCTGCATGGCGT---ATAGTATATACAC----ATGTGCAAA------------------------AGAGA------------------------------------------------------------------A------A-------------------GAGAG------------------------------------------CGAGAGTC--GGGCG----------AAGGAAAAAA----ATATCGCC------ACAGTTG-CCGT------ATGCCGCCTTC-GTCGTCGGTTGGGTGC-AAAAGAT

droBia1 scf7180000302075:1520915-
1521075 +

TTGGCCGGAGAAA---AG---AAACAATAACAATAGGGAAAAT--A---GTTG-CAGT-ACTGCTG----GTGA---------------------------------------------G------AGAGCCC----T--------CGCGT---ATAGTATATACAC----ATGTGCAAA------------------------AGAGAG-----------------------------G---------------GA------------------G------A-------------------GAGAG-------------------------------------------------C--GGGCG----------AAG-AAAAAAA--TATCTCCCC------ACAGCTG-CCGT------ATGCCGCCTTC-GTCGT-------------------

droTak1 scf7180000413872:284259-
284469 -

TCAGTCAGATT----TAG---AAACAATAACAATAGGAGAAGT--A---TTTC-AAGT-AGTACTCAAATCTCT-CC----------GT------ATTTGTAT-GTG----GTGTGTGGG------AGAGCAT----T--------CGCGT---ATAGTATATACAC----ATGTGCAAA------------------------AGAGAG-----------------------------A---------------AAGAGC------AGGCCGAAA------A-------------------GAGAG-------------------------------------------------------CG----------AATGAAAAAA----ATATCGCC------ACAGTTG-CCGT------ATGCCGCCTTC-GTCGTCGGTTG-GTGG-AAAAGAT

droEle1 scf7180000491261:1896646-
1896863 -

TCAGTCAGATA-----AG---CAACAATAACAATAGACAACACATACACCTTG-AAGC-TCTACTCATTTCTCT-------------GG--C-TCAT----------TTGTGTGTG--TG------CCGTTTC----T--------CACGT---ATAGTATATACAC----ATGTGGAAAA----------------------GAGAGAG-----------------------------C---------------------------AAGCCGAAA------A-------------------GAGAG------------------------------------------CAAGAGTC--GGGCG----------AAGGAAAAAA---AATATCGTC------ACAATTG-CCGT------ATGCCGCCTTG-CTCGTCGGTTGGGTGC-AAAAGAT

droRho1 scf7180000767320:9576-9792
-

TCAGAAAGATAA---------CAACAATAACAACAGGCACCAT--AAACTCTT-AACT-ATTGCTCGTTTCTCT-------------GG--TTTTGT----------TTGTATGTG--TG------CCGTCTC----T--------CACGT---ATAGTATATACAC----ATGTGCAAAAGT--------------------GAGAGAG-----------------------------C---------------------------AATCCGAAA------A-------------------GAGAG------------------------------------------CAAGAGTC--GGGCG----------AAGAAAAAAA----ATATCGCC------ACAGTTG-CCGT------ATGCCGCCTTG-GTCGTCGGTTGGGTGC-AAAAGAT

droFic1 scf7180000453826:309186-
309404 +

TCAGGGA---------AC---TAACAATAACAAAAGGGAAATT--A---TTTT-AAGT-ACTACCCATTGCTGT-------------GG--TTCT------ACGAGTTTGTGTGGGTTTGCAGT--CTCTCGC----T--------CGCGT---ATAGTATATACAC----ATGTGCAAAT----------------------GAGAGAG-----------------------------C---------------------------AAGCCGAAA------A-------------------GAGAG------------------------------------------CGCGAGTC--GGGCG----------AAGGAAAAAA----ATATCGCC------ACAGTTG-CCGT------ATGCCGCCTTC-GTCGTCTGTTGGGTGC-AAAAGAT

droKik1 scf7180000302697:675387-
675601 -

TCTGTC-GAGAA---------CAACAATAACAATAAGCCAAAT--A---TTTC-AAGT-ACTGCTCATTTCTCA-------------GC-TTTTCTT-----C-GCC----GTGTG----------CGCGCTC----T--------CGCGTACTATAGTATATACAC----ATGTGGGGG------AGAGAAA----------GAGAGAG-----------------------------C---------------------------GAGACGAAA----------------------------GAG------------------------------------------AGAGAGTC--GGGCG----------AATGAAAAAA----ATATCGCC------ACATTTG-CCGT------ATGCCGCCTTC-GTCGTCGGTTGGGTGC--AAAGAT

droAna3 scaffold_13340:19285476-
19285789 +

dan_4052 TCACCCACAACAAATCAA---CAACAATAACAATACCAAAATT--A---TTTCAATAT-ATTTCTCATATCTTT-------------CT--AC-CA-AA--------------GCGCCTG------TGTGTTC----T--------CACCT---ATAGTATATATAG----CAGCGCCACTGGGAGAGTGAAATTTTAATCAAGAGAGAGAGAGGTAGTCGGGCACTTGCCGTCTCGAGTCTAGAGAAAGAGAGAGAGAGCTCTCCCAAACGGTAA------A-------------------GCATGTCCGAACCGGG-------------------------------TATGGATAAATGGCTAGCGAACTCGAACAAA----AGCGAACTC---------GAAGATGCCCGT------ATGCCGCCTTC-GTCGTCGGTTGGGTGC-GAAAGAT

droBip1 scf7180000396413:3081059-
3081368 -

ACAACAAATCAA---------CAACAATAACAATACCAAAATT--A---TTTTCATAT-ATTTCTCATTTCTCT-------------CT--AT-AA-TT--ATGGCT----GTGTGTGTG------TTAGTTC----T--------CACCT---ATAGTATATATAG----CAGCGCGACTGG--------------------GAGAGTG--------TCAAGCACTTGCCGT-------CTAGAGAAAAAGA--GAGAGTTCAACCAATCGGTAA------A-------------------GCATGTACGAACCGGGTATGGATAATGGATAAGGTTGTGGTGGTGCGCACGGATAAATGGCTAGCGAACTCGAACAAA----AGCGAACTC---------GAAGATGCCCGT------ATGCCGCCTTC-GTCGTCGGTTGGGTGC-AAAAGAT

dp5 2:9056108-9056322 - AC--------------------AACAATAGCAATGCAAAAAAT--A---TTTTCATGA-ACTACTCGTTTC------------------------G---------CT--GTGT--G--TGCGGTCGTTCTCTC----C--------C-CAT---AAAGTATATACACACACATATAGAA------------------------GAGAGAG-----------------------------CCCAGCGAAAGAGAGTGGG------------------------A-------------------GAGAG----------------------------------------CGTGAGAGTGAATGGCA----------GAGGAAAAAAA--TATATCGTC------TCAGTTG-CCGTATGCGTATGCCGCCTTCGGTCGTCGGTT----TT-AAAAGAT
droPer2 scaffold_0:2869191-2869405

-
AC--------------------AACAATAGCAATGCAAAAAAT--A---TTTTCATGA-ACTACTCGTTTC------------------------G---------CT--GTGT--G--TGCGGTCGTTCTCTC----C--------C-CAT---AAAGTATATACACACACATATAGAA------------------------GAGAGAG-----------------------------CCCAGCGAAAGAGAGTGGG------------------------A-------------------GAGAG----------------------------------------CGTGAGAGTGAACGGCA----------GAGGAAAAAAA--AAAATCGTC------TCAGTTG-CCGTATGCGTATGCCGCCTTCGGTCGTCGGTT----TT-AAAAGAT

droWil2 scf2_1100000004902:3644370-
3644413 -

--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGTTG-CCGT------ACGCCGCTGTC-GCCGTCGGTTGGGTGCAAAAAGAT

droMoj3 scaffold_6540:32543020-
32543139 +

CA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAGAGCG-----------------------------C---------------------------AAACCAAAAAAAAAAAAAAACGACTTTCTTTGTGCCGCAG------------------------------------------CAGCAGCG--GCGCC----------AGCGGCAGCG----ATGTCGCCGTCGTTTTAGTTG-CCGT------ACGTCGCTGTC-GTCGTCGGTTG-------------
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AACTCACTGTCAGAACAGTGACGCCGCCCACTGCCCGCGCCGAAGAATACTCACTGGAGAGCCTTGCATTGAATCAACGTAATATTCGGCGATCCATCTACGATCCATCTATAGTCCCCCATCTCGGATATTACGTGACTTAATGCAAGGCTTTTGGCGATTAAAGTCAAGCGGAGATGAGATGGCTTTTATACGAGTAATAGTAACTCCCAT

***********************************..(((((((.....(((....)))(((((((((((((.(((.((((((((((((.(((....(((.((....))..)))......)))))))))))))))))).))))))))))))))))))))...................***********************************
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dcr-2
heterozygous
flies

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

V003

dsDcr-1
(katsutomo
RNA)

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM609223

male, one
day

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V140

Dessication_female_body

V142

Oxidation_female_body

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609219

GM2 cell

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V085

CME
W2
wing
disc

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR001349

heterozygous_dcr-
2_untreated

GSM399110

KC-48 #2

V080

Starvation,
female head

V015

DreRFHV148h

GSM379058

Piwi
Heterozygote

GSM272651

S2-
48,+48,
KC-48,
+48 mix

SRR010953

Aub
heterozygotes,
oxidized

SRR014277

Ovary_rep1_NA_P
V127

G2

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM467731

Dmel_loq_sRNAseq

SRR060645

yw67c23(2)_testes_total

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

V078

Desiccation,
female head

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

V073

mbn2

GSM280088

S2cell
(AGO1IP)

AGO1

SRR032093

ago1
knockdown

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

GSM343832

S2R+ cell

GSM609237

ago2[414]
ovary
total RNA

V032

S1
cell

GSM322533

female
head #1

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

V074

S3

GSM286606

2-6h #2
(9)

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609230

CS,ovary,AGO1IP

AGO1

GSM609229

embryo 2-
6hr

GSM322208

3rd
instar #2

SRR029028

untreated
(mock)

GSM609218

Sg4

GSM343833

S2R+ cell

GSM609224

female,
one day

SRR010955

Aub IP in
Ago3
heterozygotes

GSM609248

ML-DmD9
cell

GSE24545

CS ovary
total
RNA

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

V038

Felix
sample
S2
only

GSM379057

Krimp
Mutant

GSM399106

female
body #2

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

GSM609251

aged
female
head

V031

GM2
cell

V139

Cold_female_body

..................................................................................................................................TTACGTGACTTAATGCAAGGC.............................................................. 21 0 1 5.00 5 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................TTACGTGACTTAATGCAAGGCT............................................................. 22 0 1 3.00 3 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................TATTACGTGACTTAATGCAAGGT.............................................................. 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................ACGTGACTTAATGCAAGGCTTT........................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................ATATTACGTGACTTAATGCAAGGCT............................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................CCCCATCTCGGATATTACGTGACT......................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................GTCAAGCGGAGATGAGATGGC........................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................GATTAAAGTCAAGCGGAGA.................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................TTACGTGACTTAATGCAAGGT.............................................................. 21 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................TACGTGACTTAATGCAAGGCT............................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................AAAGTCAAGCGGAGATGAGATGGC........................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................GAATACTCACTGGAGAGCCTTGC.................................................................................................................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TTGAGTGACAGTCTTGTCACTGCGGCGGGTGACGGGCGCGGCTTCTTATGAGTGACCTCTCGGAACGTAACTTAGTTGCATTATAAGCCGCTAGGTAGATGCTAGGTAGATATCAGGGGGTAGAGCCTATAATGCACTGAATTACGTTCCGAAAACCGCTAATTTCAGTTCGCCTCTACTCTACCGAAAATATGCTCATTATCATTGAGGGTA

***********************************..(((((((.....(((....)))(((((((((((((.(((.((((((((((((.(((....(((.((....))..)))......)))))))))))))))))).))))))))))))))))))))...................***********************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V015

DreRFHV148h

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM609222

ML-DmBG1-
C1

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609234

CS Â male
total RNA
Â 

V086

female
body,
aged

V079

Oxidation,
female
head

GSM609225

ML-DmBG3-
C2

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V142

Oxidation_female_body

SRR031692

Total
small
RNAs from
Oregon R

SRR001349

heterozygous_dcr-
2_untreated

V073

mbn2

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR001339

WT_females_non-
beta-eliminated

GSM609223

male, one
day

SRR001664

homozygous_dcr-
2_untreated

V139

Cold_female_body

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

SRR001338

IR_non-
beta-
eliminated

V006

r2d2 female:
possibly
heterozygous

V074

S3

V031

GM2
cell

V138

Male
cold
body

GSM322219

2-4day
pupae #1

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM467729

Dmel_wt_sRNAseq
GSM385821

OSS_s7

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR065807

Piwi-
IP_squ_het_ovaries

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR001347

ago2_untreated

V077

cold,
female
head

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM609219

GM2 cell

V008

S2-
DRSC

GSM609224

female,
one day

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

GSM609238

embryo
14-24hr

V137

Male
aged
head

GSM272653

KC -48 #1

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM609239

IR- 2-
18hr

GSM1528798

follicle
cells

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

V023

Dcr2
female
head

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM628272

ago2[414]
ovary
total RNA

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

GSM609227

CMEW1
Cl.8+
cell

V078

Desiccation,
female head

GSM322533

female
head #1

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR060643

A2_testes_total

V012

Dcr2 male
(Katsutomo,
whole fly?)

V022

ML-
DmD32
cell

SRR097865

Drosophila
S2-NP
cells

SRR001345

ago2_non-
beta-
eliminated

GSM609242

s2+48 #2

SRR010956

Piwi IP in
Ago3
heterozygotes

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

V085

CME
W2
wing
disc

GSM399106

female
body #2

SRR001337

WT_females_beta-
eliminated

SRR001341

WT_males_non-
beta-
eliminated

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

V091

fGS/OSS
total
Â 

V141

Heat_female_body

GSM322245

3rd
instar #1

GSM399110

KC-48 #2

SRR001348

ago2_oxidized

V080

Starvation,
female head

V003

dsDcr-1
(katsutomo
RNA)

........................................................................................................................................................AAACCGCTAATTTCAGTTCGCCTC..................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:6973186-6973398 - block92371 AA---C--T---CACTGTCAG----AACAG-----TGACGC---------CGCCCACTGCCCGCGCCG------------AAGAATACTCACTGG--------------------------------------AGAGCCTTGCATTGAATCAACGTAATATTC-GGCGATC-----------------------C-ATCTACGATC----C-ATCTATAGTCCCC-----CA-T--------C-TCGGATATTACGTGACTTAATGCAAGGCTTT-TGGCG-------------------------------------------------------------ATTA-----------------AAGT---------CAAG----------CGGA--GAT--GAGATGGC----------TTTT-ATACGAGTAATAGTAA--CTCCCAT
droSim2 2l:6742230-6742435 - AA---C--T---CACTGTCAG----AACAG-----TGAC-G-----------CCCACTGCCCCCC--G------------AAGAATACTCACTGG--------------------------------------AGAGCCTTGCATTGAATCAACGTAATAGCT--GCGGTC-----------------------C-ATCTACGATC----C-ATCTATAGTCCCA-----CA-T--------C-TCGGATATTACGTGGCTTAATGCCAGGCTTTGGAGAT---------------------------------------------------------------CA-----------------AAGT---------CGAG----------CGGA--GAT--GAGATGGC----------TTTT-ATACGAGTAATAGTAA--CTCCCAT
droSec2 scaffold_3:2505835-2506039

-
AT---C--T---CACTGTCAG----AACAG-----TGAC-G-----------CCCACTGCCCCCC--G------------AAGAATACTCACTGG--------------------------------------AGAGCCTTGCATTGAATCAACGTAATAGCT--GCGGTC-----------------------C-ATCTACGATC----C-ATCTATAGTCCCCA-------T--------C-TCGGATATTACGTGGCTTAATGCAAGGCTTTGGAGAT---------------------------------------------------------------CA-----------------AAGT---------CGAG----------CGGA--GAT--GAGATGGC----------TTTT-ATACGAGTAATAGTAA--CTCCCAT

droYak3 2L:5936119-5936309 + TG-----------------------------------AT-A-----------CCCACTGCCCCCC---------------AAGAATACTCACTGG--------------------------------------CGAGCCTTGCATTGAATCAACGTAATAGCT--GCGGTC-----------------------C-ATCTACGATCCATCC-ATCTATAGTCCCCA-------T--------C-TCGGATATTACGTGGCTTAATGCCAGGCTTG-GAGAG----------------------------------------------------------ACGAGG-AG---------------GAGT---------CGAG----------CAGA--GACGCGAGATGGC----------TTATA-------ATATAGTAA--TTCCCAT
droEre2 scaffold_4929:15888984-

15889185 -
AG---C--T---CACTGTCAG----AACAG-----TGACC------------CCCACTGCCCC-----------------AAGAATACTCACTGG--------------------------------------AGAGCCTTGCATTGAATCAACGTAATGGCT--GCGGTC-----------------------C-ATCTTCGATC----C-ATCTGTAGTCCCCA-------T--------C-TCGGATATTACGTGGCTTAATGCAAGGCTTG-GAGAG---------------------------------------------------------------GA-----------------AAGT---------CGAG----------AGG--AGAC--GAGATGGC----------TTATAATAATAATAATAGTAA--TTCCCAT

droEug1 scf7180000409463:94594-
94796 -

AA---A--T---CACTGTCAG----AACAG-----TGATCG-----------AACACTGCCCCC----------------ACAAATACTCACTTG--------------------------------------AGAGCCTTGCATTGAATCAACGTAATAGCT--GCGAC----------------------ACC-GCTTTCGATC----C-ATCTACAGTCTCAA-------T--------C-TCGGATATCACGTGACTTAATGCAAGGCTCC-AAAAG----------------------------------------------------------CTGCTTGAA--------------------------AATGCGAG--------TCG--AGAA--GAGAAAGC----------TTAA---------ATTAGTAA--TTCCCAT

droBia1 scf7180000302422:2439168-
2439375 +

AA---C--T---CACTGTCAG----AACAG-----TGATCC-----------AACACTGCCCC-----------------AAAAATACTCACTGG--------------------------------------AGAGCCTTGCATTGAATCAACGTAATAACT--GCTAC----------------------ACC-GCTTTCGATC----C-AACTTCAGTCCCAACCTCCA-T--------T-TCGGATATTACGTGGCTTAATGCAAGGCTTC-GAGAG----------------------------------------------------------CTGCTTGAA--------------------------AACGCGAG--------GCA--AGAC--GATAAATC----------TTAA---------ATTAGTAA--TTCCCAT

droTak1 scf7180000416008:231131-
231342 -

GAG--C--T---CACTGTCAG----AACAG-----TGATCGA----------AACACTGCCCCC----------------ACAAATACTCACTGG--------------------------------------AGAGCCTTGCATTGAATCAACGTAATAGCT--GCGAC-------TTC------------TTC-GCTTTCGATC----C-ATCTTCAGTCCCAA-------T-----CTCACGTGGATATTACGTGGCTTAATGCAAGGCTTC-GAGAG----------------------------------------------------------CTGCTTGAA--------------------------AACGCGAG--------GCG--AGAC--GATAAATC----------TTAA---------ATTAGTAA--TTCCCAT

droEle1 scf7180000490640:333615-
333821 +

AG---C--T---CACTGTCAG----AACAG-----TGATCG-----------AACACTGCCCC-----------------ACAAATACTCACTGG--------------------------------------AGAGCCTTGTATTGAATCAACGTAATAGCT--GCGATC------GTCTA----------ATC-GTCTTCGATC----C-ATCTTCAGTCCCAA-------T--------C-GCGGATATTACGTGGCTTAATGCAAGGCTTT-GAGAG----------------------------------------------------------CTGATTGAA--------------------------AACGCGAT--------ACG--ATGC--GACAAGGC----------GTA----------ATTAGTAA--TTCCCAT

droRho1 scf7180000779930:68881-
69081 -

CA---CTAT---CGCTGTCAG----AACAG-----TGAC-------------CACACTGCCCC-----------------ACAAATACTCACTGG--------------------------------------AGAGCCTTGCATTGAATCGACGTAATAGCC--GCGAC----------------------ATC-GTTTTCGATC----C-ATCTTCAGTCCCAG-------T--------C-CCGGATATTACGTGGCTTAATGCAAGGCTTA-GAGAG----------------------------------------------------------CTGCTTGAA---------------------------TCGCGAT--------ACG--AGAC--GATAGAGC----------TTAA---------ATTAGTAA--CTCCCAT

droFic1 scf7180000452011:117-317 - A----C--T---CACTGTCAG----AACAG-----TGATCA-----------TCCACTGCCCC-----------------AAAAATACTCACTGG--------------------------------------GGAGCCTTGCATTGAATCAACGTAATAGCT--GCGACC----------------------TC-GTTTTCGATC----C-ATCTTTAGTCCCAA-------T--------C-TCGGATATTACGTGGCTTAATGCAAGGCTTC-GGGAG----------------------------------------------------------CCGATTGAA-----------------GT---------CGAG----------ACGAGAGGA--GATAAAGC----------TTAA---------ATTAGTAA--TTCCCAT
droKik1 scf7180000302468:483693-

483909 -
AA---C--G---CACTGTCAG----CACAG-----TGTTCCC--------AGCACACTGCCCC-----------------ACAAATACTCACTGG--------------------------------------AGAGCCTTGCATTGAATCGACGTAATGGTCTCGCGAC----------------------A-C-GATTTCGAAC----C-ATCTTCAGTCCCAAA---TA-T--------C-TCGGATATTACGTGGCTTAATGCAAGGCTAC-GAGAG----------------------------------------------------------CTCCTTCAG--------------------------AACGCGACAAAACGTAACG--AGAC--GAGAAAGC----------TTAA---------ATTAGTAA--CTCCCAT

droAna3 scaffold_12916:53049-53287
-

AG---C--ACAGCACTGTCCATATAAGCCG-----TGTTCCACAAAAAAA--AGGACGGCGCTC----------------ACAAATACTCACTGTAA------------------------------------TGAGCCTTGCATTGAATCAACGTAATAGCT--GTGTC-------GGC------------T-CTATTTTG-GTC----CGAAATTCAGTCCCAA-------T--------C-TGGGATATTACGTGGCTTAATGTAAGGCTTT-GGGAG----------------------------------------------------------CTGCTTGAAGA--------AATAAATTTAAA--------AA----------AGG-----A--GAAAGACCTTCAGATATCTTTA---------ATTAGTAA--TACCAAC

droBip1 scf7180000392937:103392-
103639 -

AG---C--ACAGCACTGTCCATATAAGCCG-----TGTTCCACAAAAGCA--CTGCCGGCGCCC----------------ACAAATACTCACTGAAT------------------------------------AGAGCCTTGCATTGAATCAACGTAATAGCT--GTGACA-------GC------------T-C-TATTCCGGTC----CAAACTTCAGTCCCAA-------T--------C-TCGGATATTACGTGGCTTAATGCAAGGCTTT-GGGAG----------------------------------------------------------CTGCTCGAAAAAAAATTAAAATAACTTTAAAGAAAAACGCAA------------------------GACCTTAAGAAACCTTTA---------ATTAGTAA--CTCCAAC

dp5 4_group1:3766053-3766299 + ACACACACA---CACAGACAG----ATCAAGGGAATGTTCC-----------AACACTGCCCCC----------------CAAAATACTCATTGGAGG----------------------------------GAGAGCCTTGCATTGAATCAACGTAATTGCT--GTGAACAAAATCATCTATCGAATCCGA-----------GTC----CAAATGTCAG--CCAA-------T-----TACA-GCAGCAATTACGTGGCTTAATGCCAGGCTTT-AAGAG--AGAGAC----------------------------------------------AGAGCTGCTCGAA--------------------------A-C--GAA--------GCG--CAAA--GAGAAATCT---GAAATCTTAA---------ATAAGTAAAACTCCAAT
droPer2 scaffold_5:1509754-1509997

-
CA---C--A---CACAGACAG----ATCAAGGGAATGTTCC-----------AACACTGCCCCC----------------CAAAATACTCATTGGAGG----------------------------------GAGAGCCTTGCATTGAATCAACGTAATTGCT--GTGAACAAAATCATCTATCGAATCCGA-----------GTC----CAAATGTCAG--CCAA-------T-----AACA-GCAGCAATTACGTGGCTTAATGCCAGGCTTT-AAGAGAGAGAGAG----------------------------------------------AGAGCTGCTCGAA--------------------------A-C--GAA--------GCG--CAAA--GAGAAATCT---GAAATCTTAA---------ATAAGTAAAACTCCAAT

droWil2 scf2_1100000004585:7270790-
7271012 +

AA---G------TACT------------------------A-----------ACCATTGCCTACC--C------------TCAAATACTCATTCATAGAAGCGAATCATTAGTATGAACACAAAAATAAAAAGTTAGCCTAGCATTGAATCGACGTAATAGTT--TGAGTT-----------------------C-AT---AAATC----C-ATT-------GAAA-------C--------T-TTGACAATTACGTGACTTAATGCTAAGCTTT-GTAAC-----------------------------------------------------------AAAATGA----------------AAAT---------AGAA----------AAGA--AAC--AAGATAAC--AAGAT-TCTTATA-------AATTAGTAA--CTTCCAT

droVir3 scaffold_12963:3413614-
3413834 -

AG---G------CAA--------------------AGTTCT-----------AACACTGCCCCCCC-A-AAA-------AAAAAATACTCATTGAAA---GCG--T-GTTT---------------------GAAAGCTTTGCATTGAATCGCAGTAATCGGCT-G-GATTC-----AC-------------AGAAACCTTAGAAC----T-CTA--T--TATAA-----CTTTTTA-AATCA-GCTGCAATTACGTGGCTTAATGCAAAGCTTG-GAATGTGAGGAAA----------------------------------------------AAAGCAGCTTTA--------------------------------------------TG--AAAA--TTGAAGTC----------TTAA---------GAAAATAA--CAACACC

droMoj3 scaffold_6500:13787208-
13787479 -

GG---C--A---A----------------------AGTTCT-----------AGCACTGCCCCCC--AGGAAGAGAATCATAAAATACTCATTGAGA---GCG--TTATGC---------------------AAAAGCTTTGCATTGAATCGCCGTAATCGCA--GT---C---------------------CAC-ACTTTAGATA----T-TTTTTT-GTAACCT-------TCGAAAATCA-GCTGCAATTACGCGGCTTAATGCAAAGCTTA-TGATGCAAGAAAAAAAAGAACGAAATATTAATGATAAAATAACAATAAAAAATTAAAAGAAAGCTGCTTTA--------------------------------------------TG--AAAA--GAGAAATC----------TTAAG-------AAATAGTT-AACTCCAAT

droGri2 scaffold_15252:2977162-
2977360 -

GA---G--G---CAAAAT--------------------TTG-----------AACACTGCCACA---------------ATAAAATACTCATTAAAA---GCT--TCATTT---------------------GAAAGCTTTGCATTGAATCGCAGTAATCTCG-AGCTAC----------------------ATA-TCCTTAGAAC----T-TTA----TTGCTG--------T------------TTTAATTACGTGGCTTAATGCAAAGCTTG-AAA-T--AAACGA----------------------------------------------AAAGCTGCTTTA--------------------------------------------TG--AAAA--GAGAAATC----------TTAAG-------AAATAGTAA--CTTCAAC

Generated: 09/09/2015 at 02:25 AM
crit.star
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.............................................................................................................TGATGCGTTTAACGAGCTGGACAAGC...................... 26 0 1 4.00 4 1 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....TCGCTGGAGCAGCTGAACCTGCTTCAC............................................................................................................................. 27 0 1 3.00 3 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................TGATGCGTTTAACGAGCTGGACAAGCT..................... 27 0 1 2.00 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................TTGGCACTAAAAAATTTACTG...................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................TGCGTTTAACGAGCTGGACAAGCTGC................... 26 0 1 2.00 2 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......CGCTGGAGCAGCTGAACCTG................................................................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................TGGACAAGCTGCCACAGCTGAAACG...... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAGGGCAGCGTTTTTTTGGCACT................................................................................... 24 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................CTGATGCGTTTAACGAGCTGGACAAGC...................... 27 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................CTGATGCGTTTAACGAGCTGGACAAGCT..................... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TAACGAGCTGGACAAGCTGCCACAGC............. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................GCTGATGCGTTTAACGAGCTGGAC.......................... 24 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................AACGAGCTGGACAAGCTGC................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................CAAGCTGCCACAGCTGAAACGCCT... 24 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................ATTTGGAATGAGGTAGGG..................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TCATAATGTTATCCTCGCAGA................................................. 21 1 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................CTGTCATAATGTTATCCTCGCA................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................GCTGGACAAGCTGCCACAGCTGAAACGC..... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................GATGCGTTTAACGAGCTGGACAAGC...................... 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........TGGAGCAGCTGAACCTGC.................................................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TAACGAGCTGGACAAGCTGCCACAGCTGA.......... 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................CAAGCTGCCACAGCTGAAACGCCTGAG 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................TGGACAAGCTGCCACAGCTGAAACGCCTGA. 30 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................TGGACAAGCTGCCACAGCTGA.......... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................CAAGCTGCCACAGCTGAAACGCCTGA. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................ACAGCTGAAACGCCTGAG 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................TTTAACGAGCTGGACAAGC...................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................GATGCGTTTAACGAGCTGGACAAGCTGC................... 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................TGATGCGTTTAACGAGCTGGACAAGCTGC................... 29 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................GTTATCCTCGCAGGCTGA............................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...TCTCGCTGGAGCAGCTGAACCTG................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................TCACAATCCCATTTGGAATGAGGC......................................................................................................... 24 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................GATGCGTTTAACGAGCTGGAC.......................... 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................GCTTCACAATCCCATTTGGAATGAG........................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................AGGCTGATGCGTTTAACGAGCTGGACA......................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................ACAATCCCATTTGGAATGAGGC......................................................................................................... 22 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................GTCATAATGTTATCCTCGCAG.................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................GCTGATGCGTTTAACGAGCT.............................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................CCCATTTGGAATGAGGTAGGGCAG.................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................TGCTTCACAATCCCATTTGGAATGAGGC......................................................................................................... 28 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................CTGGACAAGCTGCCACAGCTG........... 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................ATTTGGAATGAGGTAGGGATC.................................................................................................. 21 3 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................ATTTGGAATGAGGTAGGCAT................................................................................................... 20 3 12 0.08 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AACAGAGCGACCTCGTCGACTTGGACGAAGTGTTAGGGTAAACCTTACTCCATCCCGTCGCAAAAAAACCGTGATTTTTTAAATGACAGTATTACAATAGGAGCGTCCGACTACGCAAATTGCTCGACCTGTTCGACGGTGTCGACTTTGCGGACTC

**************************************************((((((.((((((....(((((.((((...)))).))))).)))))).)))).))..**************************************************
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#
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Total
Norm Total

GSM609234

CS Â male
total RNA
Â 

V080

Starvation,
female head

V086

female
body,
aged

V078

Desiccation,
female head

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR001347

ago2_untreated

SRR001349

heterozygous_dcr-
2_untreated

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V079

Oxidation,
female
head

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM609222

ML-DmBG1-
C1

V077

cold,
female
head

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V074

S3

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609225

ML-DmBG3-
C2

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V015

DreRFHV148h

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR031692

Total
small
RNAs from
Oregon R

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM609251

aged
female
head

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609219

GM2 cell

GSM343832

S2R+ cell

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609237

ago2[414]
ovary
total RNA

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

GSM609224

female,
one day

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR060646

yw67c23(2)_ovaries_total

GSE24545

CS ovary
total
RNA

V012

Dcr2 male
(Katsutomo,
whole fly?)

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V091

fGS/OSS
total
Â 

GSM609248

ML-DmD9
cell

V073

mbn2

GSM609230

CS,ovary,AGO1IP

AGO1

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR001664

homozygous_dcr-
2_untreated

GSM286613

0-1hr #1
(A)

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V006

r2d2 female:
possibly
heterozygous

GSM628272

ago2[414]
ovary
total RNA

GSM609249

ML-DmD21
cell

V034

ML-
DmD16c3
cell

GSM399100

Kc167
cell

V031

GM2
cell

GSM609223

male, one
day

GSM240749

female
head

SRR010959

Ago3 IP in
heterozygotes

AGO3

GSM399107

male body
#2

V023

Dcr2
female
head

V008

S2-
DRSC

GSM609226

CMEW1
Cl.8+
cell

GSM609229

embryo 2-
6hr

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM609238

embryo
14-24hr

V138

Male
cold
body

GSM609227

CMEW1
Cl.8+
cell

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM609217

MLDmD20c5

SRR010953

Aub
heterozygotes,
oxidized

SRR097865

Drosophila
S2-NP
cells

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR060644

A2_ovaries_total
GSM609235

CMEL1

V146

S1
cell

................CGACTTGGACGAAGTGTTAGGGT...................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............GTCGACTTGGACGAAGTGTTA.......................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:1931494-1931650 + CG7861_in5 TTGTCTCGCTGGAGCAGCTGAACCTGCTTCACAATCCCATTTGGAATGAGGTAGGGCAGCGTT--T-TTT-----TGGCACT------------AA---------------A---AA---------------------ATTTACTGTCATAATG-TTAT---------CCTCGCAGGCTGATGCGTTTAACGAGCTGG-ACAAGCTGCCACAGCTGAAACGCCTGAG
droSim2 2r:2932948-2933106 + dsi_18409 TTGTCTCGCTGGAGCAGCTGAACCTGCTTCACAATCCCATTTGGAATGAGGTAGGGCAGCGTTATT-CTT-----CGGTACT------------AA---------------A---AA---------------------ATTTACTGTCATATTG-TTAT---------CCTCGCAGGCTGATGCGTTTAACGAGCTGG-ACAAGCTACCACAGCTGAAACGCCTGAG
droSec2 scaffold_26:573519-573675 + TTGTTTCGCTGGAGCAGCTGAACCTGCTTCACAATCCCATTTGGAATGAGGTAGGGCAGCGTTATT-TTT------ATTATC------------A----------------T---AA---------------------TTTTTCTATCATATTG-TTAT---------CCTCGCAGGCTGATGCGTTTAACGAGCTGG-ACAAGCTACCACAGCTGAAACGCCTGAG
droYak3 2L:20564185-20564343 - TTGTCTCGTTGGAGCAGCTAAACCTTCTTCACAATCCCATTTGGAATGAGGTAGGGCATCGTAATA-TTT-----CGGTACT------------AC---------------A---AA---------------------TTTTACTTTAGTAATG-TAAT---------TTGCGCAGGCTGATACGTTTAACGAGCTGG-ACAAGCTACCGCAGTTGAAGCGCCTGAG
droEre2 scaffold_4929:20398620-

20398778 -
TTGTTTCGTTGGAGCAGCTGAACCTTCTTCACAATCCCATTTGGAATGAGGTAGGGAAGCGTAATT-TTT-----CGGTACT------------AT---------------A---AA---------------------TTTTACTTAAGTAATG-TAAT---------ATGCGCAGGCCGATGCGTTTAACGAGCTGG-ACAAGCTACCGCAGCTGAAACGCCTGAG

droEug1 scf7180000409551:334669-
334829 +

TTGTTTCTCTGGAGCAGTTGAACCTTCTTCACAATCCTATTTGGAATGAAGTATGTAGTTATA-TA-TTTGGCT--ATTACA------------AT---------------A---AA---------------------TAATAATATAATTATG-AATT---------CTGCGCAGGCTGATACGTTCAACGAGCTAG-ACAAGCTGCCCAAGCTAAAACGCCTTAG

droBia1 scf7180000301470:126451-
126609 -

TCGCCTCTTTGGAACAATTAAACCTTCTTCACAATCCCATATGGAACGAAGTAGGCCGGACTCACA-TAT-----TGATACA------------AG---------------A---AA---------------------TGATAATAGAATAATA-TTTC---------CCTCACAGGCTGATGGCTTTAACGAGCTTG-ACAAGCTTCCCCAGTTGAGGCGCCTGAA

droTak1 scf7180000415661:3346-3506 + TTGTCTCGCTGGAGCAGTTGAATCTTCTTCACAATCCCATTTGGAATGAGGTAGACCCCGACTCCA-CTT-----ATTTAAT------------CA---------------A---AA--------------A------TAAAACTGAAATAACA-TTTT-C-------AAAAACAGGCTGATGCTTTTAACGAGCTGG-ACAAGCTACCGCAGCTAAGGCGCCTGAA
droEle1 scf7180000491202:2741-2897 + TTGTCTCGCTGGAGCAGTTGAACCTTCTTCACAATCCCATTTGGAATGAGGTAGGACTTGGCCACT-AGC-----CGCAATC------------AA---------------A--------------------------ATTAGTTTTATTAATA-TACT---------TTGCACAGGCTGATGCGTTCAACGAGTTGG-ACAAGCTGCCCCAGCTGAAACGTCTGAG
droRho1 scf7180000779529:17592-17747

-
TTGTCTCACTGGAACAATTAAACCTTCTTCACAATCCCATTTGGAATGAGGTAAGACGTGGTCATT-ACT-----CTCAATC------------AA---------------A---AG---------------------TT----TTAAATAATG-TATT---------TTTCAAAGGCTGATGCGTTTAACGAATTGGTACAAGCTGCCGCAATTGAAGCGTCTAAG

droFic1 scf7180000449169:11243-11407
-

TTGTCTCACTTGAGCAGTTAAATCTGCTTCACAATCCTATTTGGAATGAGGTATGCCACCGTCCGT-TTT------------------------------------ATT--------------------TTATTAAAC--AAGTTACAATGCTG-TTTT-TCAATATTCTGAGCAGGCGGATGCCTTCAACGAATTGG-ACAAGCTGCCGCAGCTAAGCCGCTTGAG

droKik1 scf7180000302311:96184-96341
+

TTGTTTCGCTGGAGCAGCTGAACCTTCTCCACAATCCCATTTGGAATGAGGTAAGCTAGGGCAGCA-ATC-----TGTAAGC------------AC---------------A---CA--------------A------CTTAACCGTA--AACG-CCTC---------TCGCACAGGCTGACGTGTTCAACGAGCTGG-ACAAGCTTCCGCAGCTAAAACGCCTGAA

droAna3 scaffold_13266:18866879-
18867033 -

TTATGTCGTTAGAGCAGCTCAACTTGTCGCATAATCCCATTTGGAATGAGGTAAGAAACGCTCG--GCCT-------------------------------TTGAA-GTG-CTTTAGCT--------------------------ACATTTTTG-AATC---------GCTTTCAGGCTGATGCATTTAATGAGCTGG-ATAAACTTCCACAACTGAGACGTTTAAG

droBip1 scf7180000396710:513572-
513726 +

TTATGTCATTGGAGCAGCTCAACTTGTCGCATAATCCCATTTGGAATGAGGTACGAAATTCTTT--ACCT---TGTGG-----------------------------GTT-CTTTAGCT--------------------------TCATTTTTG-AACC---------ACTTTCAGGCTAATGCATTTAATGAGCTGG-ATAAACTTCCACAACTGAGACGTTTAAG

dp5 3:11643113-11643281 - TCGTGTCTCTGGAAAAACTCAACTTACTCCACAATCCCATTTGGAATGAGGTGAGCCGGCTAA-----GT-----CGGTAA------------GATCGGCTTTGATGTT--------------------CTATTAAAT-----TTTGAACCTTG-TTTT---------CCACACAGGCTGCTGCATTCAATGAGTTGG-ATAAGCTGCCGAAGTTGAATCACCTGAG
droPer2 scaffold_4:7045214-7045382 - TCGTGTCTCTGGAAAAACTCAACTTACTCCACAATCCCATTTGGAATGAGGTGAGCCGGCTAA-----GT-----CGGTAA------------GATCGGCTTTGATGTT--------------------CTATTAAAT-----GTTGAACCTTG-TTCT---------CCGCACAGGCTGCTGCATTCAATGAGTTGG-ATAAGCTGCCGAAGTTGAATCACCTGAG
droWil2 scf2_1100000004513:6111311-

6111472 -
TCATGTCACTGGAGCAGCTCAATCTATTACACAATCCCATTTGGAATGAGGTAATTA----------TTAGCCT--ACTACAAATGGCAGATGGATGGGGAT------------------------------------------TAATGTGATT-TTCT---------TTCTTCAGGCGGATGCGTTTAATGAATTGG-ACAAATTGCCACAACTAAAGCGTCTGAG

droVir3 scaffold_12875:4566387-
4566542 +

dvi_5243 TTGTTTCTCTGGAGCAGCTCAGCTTAATGCAAAACCCCATATGGAATGAGGTGAATAACAATTG--AAAT--------------------------------TGCAATCATTTCTAGTT-------------------------TTA-AAATTT-GATT---------CTAAACAGACTGAGGCATTCAACGAGCTGG-ACAAATTACCACAATTGAAGCGCCTAAA

droMoj3 scaffold_6496:25496920-
25497098 -

TTGTGTCGCTGGAGCAGCTCAGCTTGATGCACAATCCCATATGGAATGAGGCGAGTAATAACTA--AA------------A------------TATCAGTTTTTCT--CACA---AT--TTGTATTTTTTTATT--------T-TTACAATTTG-TATTTTATA----TTTTTTAGACTGAAGCATTCAACGAGCTCG-ACAAATTGCCACAATTGAAGCGATTGAA

droGri2 scaffold_15245:385999-386150
-

TTGTGTCGCTGGAACAGCTCAATTTGCTGCACAATCCTATATGGAATGAGGTAAGGAATTATAATTCTTATTCTGCGGT-----------------------------------------------------------------GAATATAATGTTTCC---------ACTTGCAGGCTGATGCATTTAATGAGCTGG-ATAAGTTACCGCAATTGAAACGTCTGAA
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ncRNA [CR43650-RA]; ncRNA [CR43650-RB]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CAAAAGAAAGAAAAAAAAACACTCAAATAAACTCACAAAGAATTCCTTATCGCCAAGGGGGCCAATGTTCTAAGGTTCTTTCGCCTTGAGAACTTTGAGCTTCCTCTGGCAAAGGAGATTATAATGTACAAATAATGTTGCAATAACCAGTTGAAACCAATGGAATACCGAATCT

*******************************************(((((...((((((((((((((.((((((((((......))))).))))).))).))))))).)))).)))))......*****************************************************
Read
size

#
Mismatch
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Count

Total
Norm Total

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

V003

dsDcr-1
(katsutomo
RNA)

V096

loqsKO/f00791
ovary

GSM609222

ML-DmBG1-
C1

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V146

S1
cell

SRR010953

Aub
heterozygotes,
oxidized

V073

mbn2

GSM360257

1st
instar #2

SRR001664

homozygous_dcr-
2_untreated

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM343832

S2R+ cell

V148

mbn2

SRR029633

total
small RNAs
from hen1
homozygous
flies

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM371638

S2-NP

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR031692

Total
small
RNAs from
Oregon R

GSM609238

embryo
14-24hr

GSM379053

Aub
Mutant

GSM379063

Vasa
Heterozygote

GSM467729

Dmel_wt_sRNAseq

GSM286613

0-1hr #1
(A)

GSM272653

KC -48 #1

SRR001340

IR_beta-
eliminated

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR065801

zuc_het(H-
Y)_ovaries

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM609235

CMEL1

V012

Dcr2 male
(Katsutomo,
whole fly?)

V023

Dcr2
female
head

GSM609249

ML-DmD21
cell

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM628272

ago2[414]
ovary
total RNA

V127

G2

V128

S3

V134

ML-
DmD8

V137

Male
aged
head

V141

Heat_female_body

V145

S2-
DRSC

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

GSM609224

female,
one day

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V091

fGS/OSS
total
Â 

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609234

CS Â male
total RNA
Â 

GSM609225

ML-DmBG3-
C2

V074

S3

V085

CME
W2
wing
disc

SRR014275

Ovary_rep1_LK_P

GSM609229

embryo 2-
6hr

SRR010959

Ago3 IP in
heterozygotes

AGO3
GSM343833

S2R+ cell

SRR010951

Ago3
heterozygotes,
oxidized

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR010954

Aub trans-
heterozygotes,
oxidized

V008

S2-
DRSC

V140

Dessication_female_body

GSM609220

ML-DmD21
cell

V080

Starvation,
female head

GSM609223

male, one
day

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM609217

MLDmD20c5

V077

cold,
female
head

GSM609219

GM2 cell

GSE24545

CS ovary
total
RNA

GSM609226

CMEW1
Cl.8+
cell

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

V079

Oxidation,
female
head

SRR097866

Drosophila
S2-NP
cells

GSM385744

OSS_s2

GSM609237

ago2[414]
ovary
total RNA

SRR001347

ago2_untreated

SRR060643

A2_testes_total

SRR060652

hs-
Penelope_testes_total

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM399100

Kc167
cell

GSM609231

ago2[414],
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AGO1IP

AGO1

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V086

female
body,
aged

V126

CME
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.....................................................................................TTGAGAACTTTGAGCTTCCTCT.................................................................... 22 0 1 11.00 11 0 0 0 0 0 1 2 0 1 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TTGAGAACTTTGAGCTTCCTCTG................................................................... 23 0 1 6.00 6 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................ACTTTGAGCTTCCTCTGGT................................................................. 19 1 1 2.00 2 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................TCCTTATCGCCAAGGGGG.................................................................................................................. 18 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................TATCGCCAAGGGGGCCAATGT........................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................AACTTTGAGCTTCCTCTGGCA................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................TACAAATAATGTTGCAATAACCAGTT....................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................ACTCAAATAAACTCACAAAGT...................................................................................................................................... 21 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................ACACTCAAATAAACTCACAAAGAATT................................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................TGAGAACTTTGAGCTTCCTCT.................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................AACTTTGAGCTTCCTCTGGC................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................GGGCCAATGTTCTAAGGT................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TTGAGAACTTTGAGCTTCCT...................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................TTTCGCCTTGAGAACTTTGAGCTTC........................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................TCACAAAGAATTCCTTATCGCCAAG...................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TTTGAGCTTCCTCTGGCAAAGGT........................................................... 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................ATCGCCAAGGGGGCCAATGTTCT........................................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................TCCTTATCGCCAAGGGGGCCAATGT........................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................ATCGCCAAGGGGGCCAATGTT.......................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................TCTTTCGCCTTGAGAACTTTGAGCT.......................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CAAAAGAAAGAAAAAAAAACT.......................................................................................................................................................... 21 1 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................................TTGAAACCAATGGAATACTAT.... 21 3 7 0.14 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........AAAAAAAAACACTCAAAC................................................................................................................................................... 18 1 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GTTTTCTTTCTTTTTTTTTGTGAGTTTATTTGAGTGTTTCTTAAGGAATAGCGGTTCCCCCGGTTACAAGATTCCAAGAAAGCGGAACTCTTGAAACTCGAAGGAGACCGTTTCCTCTAATATTACATGTTTATTACAACGTTATTGGTCAACTTTGGTTACCTTATGGCTTAGA

*****************************************************(((((...((((((((((((((.((((((((((......))))).))))).))).))))))).)))).)))))......*******************************************
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.........................................................................CCAAGAAAGCGGAACTCTTGAAACTCG........................................................................... 27 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................GTCAACTTTGGTTACCTTA......... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................GAAAGCGGAACTCTTGAAACT............................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........TTTTTTTTTGTGAGTTTA................................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................CTCTTGAAACTCGAAGGAGACCGTTT.............................................................. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................GTTCCCCCGGTTACAAGAT....................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........TTTTTTTTTTGTGAGTTTATTTGAG............................................................................................................................................. 25 1 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................TGAGTGTTTCTTAAGGAATAG............................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:12718751-12718925 + dme_411 CAAAAGA---------------------------AAGAAAAAAA--AA-------CACTC----------AAATAAACTCA------CAAAGAATTCCTTATCGCCAA----------G--GGGGCCAATGTTC--TAAGGTTCTTTCGC---------------CTTGAGAACTTTGAGCTTCCTC-----------------------------TGGCA---AAGGAGATTAT--AA-----------------TGTACAAATAATGTTG---------------------CAATAACCAGTTG---------AAA-----CCAATGGAATA-CC----G-----AATCT
droSim2 2r:13389871-13390043 + dsi_113 CACAAAA------------------G-------AAAG------C--AA-------CACTC----------AAATAAACTCA------CAAAGAATTCCTTATCGCCAA----------GAGGGGGCCAATGTTC--CAAGGTTCTTTCGC---------------CTTGAGAACTTTGAGCTTCCTC-----------------------------TGGCA---AAGGAGATTAT--AA-----------------TGTACAAATAATGTTG---------------------CAATAACCAGTTG---------AAT-----GCCATGGAATA-CC----G-----AATCT
droSec2 scaffold_1:10223625-10223796

+
CACAAAA------------------G-------AAAG------A--AA-------CACTC----------AAATAAACTCA------CAAAGAATTCCTTATCGCCAA----------G-AGGGGCCAATGTTC--CAAGGTTCTTTCGC---------------CTTGAGAACTTTGAGCTTCCTC-----------------------------TGGCA---AAGGAGATTAT--AA-----------------TGTACAAATAATGTTG---------------------CAATAACCAGTTG---------GAT-----GCCATGGAATA-CC----G-----AATCT

droYak3 2R:16257331-16257516 - GAAAAGA---------------------------AAG------A--AA-------CACTC----------AAATAAACTCG------CAAAGAATTCCTTATCGCCAA----------G--GGGGCCAATGTTCGCCAAGGTTCTGTCG----------------CCTGAGAACTTTGAGCTTCCTC-----------------------------TGGAA-TAAAGGAGATTAT--AA-----------------TGTACAAATAATGTTG---------------------GAATAACCAGTTAAGCAGAATAAAC-----CCAATGGAATA-CCGACCGG----AATCT
droEre2 scaffold_4845:13131229-

13131400 -
GAAATGA---------------------------AAG------A--AA-------CACTC----------GAATAAACTCG------CAAGAAATTTCTTATCGCCAA----------G--GGGGCCAATGTTC--CAAGGTTCTTTCG----------------CCTGAGACCTTTGAGCTTCCTG-----------------------------TGGAA---AAGGAGATTAT--AA-----------------TGTACAAATAATGTTG---------------------GAATAACCAGTTA---------AAC-----GCCATGGAATA-TCGACCG-----AGTCT

droEug1 scf7180000409672:2416358-
2416554 -

AAAAATA------------------AAA-TA----AG-----AA--AA-------CACA-----------AAATAAACTCG------CAAAGAGTTTCTTATCGCCAA----------G--GGGGCCAATGTTC--CAAGGTTTTCTTGCTA----TGCTGCGCCTTTGAGAACTTTGAGCTTCCTC-----------------------------TGGAAAGAAAGGAGATTAT--AAAAAAA----------------TAAAATATATAACAAAAAAAAACCA------------AACCAGTTA---------AAT-----TTAATGGAATA-CC----A-----AAACT

droBia1 scf7180000301506:2134355-
2134531 +

CAAGAAA------------------AAA-AA----AC-----GAGAAA------CGATTT----------AAATAAACTCG------GAAAGAATTTCTTATCGCCCG----------G--GGGGCCAATGTTC--CAAGGTTTTTGTGG---------------CCTCAGAACTTTGAGCTTCCTC-----------------------------TGGAA---AAGGAGATTAT--AAAACCA------------TGTGTAAAGCAT---------------------------AGAACCAGTTG---------GAG---A-AAAGTGGAGTA-CC----C-----GAGCT

droTak1 scf7180000415389:230379-
230538 +

AAAAAAA---------------------------AA------AA--CG-------AATTT----------AAATAAACTTG------CAAAGAATTTCTTATCGCCAA-------------GGGGCCAATGTTC--CAAGGTTTTTT-G----------------CCTGAGAACTTTGAGCTTCCTC-----------------------------TGGAA---AAGGAGATTAT--AAAA-----------------------TATTATAA---------------------AAATAACCAGTTA---------AAC-----AAAATGGAATA-CC----G-----AAACT

droEle1 scf7180000491214:1652993-
1653151 -

AACACAA---------------------------AA------AA--AA-------CATGT----------AAATCAACTCG------CAACGAATTTCTTATCGCCAA-------------GGGGCCAATGTTC--CAAGGTTTTCT-------------------TTTGGAACTTTGAGCTTCCTC-----------------------------TGCAA---GTGGAGATTAT--AAAAC--------------TGTAAAAATAAGG-------------------------A-AAACCT-------------ATA-----CAAATGGGATA-CC----CT----AAACT

droRho1 scf7180000780084:626319-
626476 -

AAAAAAC---------------------------AA------AA--AA-------CATTT----------AAATAAAATCG------CAAAGAATTTCTTATCGCCAA-------------GGGGCCAATGTTC--CAAGGTTTTCT-------------------TTGAGGACTTTGAGCTTCCTC-----------------------------TGGAA---ATGGAGATTAT--AAAAC-------------TTGTAAAAA--------------------------------CAACCAACCA---------AAC-----CAAATGGAATG-CC----GA----AAACT

droFic1 scf7180000453851:951334-
951504 +

CGACAAA------------------C---C----AAG------AAAAA------CCATTT----------AAATAAACTCG------CGAAGAATTTCTTATCGCCAA-------------GGGGCCAATGTTC--CAAGGTTTCTTTG----------------CCTGAGAACTTTGAGCTTCCTC-----------------------------TGGAG---GAGGAGATTAT--AAAAC-------------TCTTACAAACTAC-------------------------C---AACCAACCA---------ACC---AACCAATGGAATG-CC----G-----AAACT

droKik1 scf7180000302470:1132048-
1132218 +

TATAACA------------------AGA-G-------CGTAAAA--AG-------CATTA----------AAATAAACTCGAATAAACAGAGTCTTTCTTATCGCCAG----------A-AGGGGCCAATGTTC--C-----------------------------TTAGGAACTTTGAGCTTTCAT-----------------------------TAA-----GAAGAGATTAT--AAAAG--------------ATTATAAATTATGTA--------------------------AAGTA-------------ATAAAAA-TGACTGCGATT-CCTG---TTCAACTTTC

droAna3 scaffold_13266:13876745-
13876977 -

CAAAAAA---------ATTACAATAAAA-TA--AAAG------A--AATAAAAA-AGCTTTAAAAAAACTAAATAAACTTG------GAAGAAATTCCTTATCGGGCCTTTGGGCCACG-GGGGGCCAATGTTC--CAAGGTTTTCTCGAAAAAAATAAAAC-A-CTTTGGTACTTTGAGCTCCCAT-----------------------------TAAAA---AA-AAAATTATAAAAAAAAAGATTATAATAA------A----------------ACGATTAAAAAGTAAA--------ATTA---------AAT---------TTTTGAAACT----GAAA--AATCT

droBip1 scf7180000396759:2259363-
2259540 +

CAAAATA------------------AAA-TA--AAAG------A--AATAAAAA-AGCTTT---------A---AAACTCG------GAAGAAATTCCTTATCGG--A----------G--GGGGCCAATGTTC--CAAGGTTTTCTCGAAAAA---------A-CTTTGATACTTTGAGCTCCCAT-----------------------------TAAAA---AAATACGATTT--AATCG-------------CTTTAAAAATTAA-------------------------A--------ATAA---------AAT---A-CACTTGGAGTTACT----GAA---AATCT

dp5 Unknown_singleton_1898:47649-
47889 -

CCAACCCAGCCAAAAACTTAAACCGATTCTAAAAAAA------A--AA-------CATTCGAAGAGAATGAAATAC--------------ATTACTTCTTATCGGGGA----------ACTGGGGACAATGTTC--CAAGGTTTTCGAAA---------------ACTGAGAACTTTGAGCCGGCGCACACTCGATAATAATTAACAAGAATTCTCGGC-AATAAAT--ATGTACATAAAAGAAGAAAATACTAA------A----------------AATAACA------------AAAGAGGGA---------AAC-----ACAGTGCGGTG-ACGA---AAACACGTTT

droPer2 scaffold_4:6545521-6545754 + CAGCCAA------AAACTTAAACCGATT-TAAAAAAT------A--AA-------CGTTCGAAGAGAATGAAATAC--------------ATTTCTTCTTATCGGGGA----------GCTGGGGACAATGTTC--CAAGGTTTTCGAAA---------------ACTGAGAACTTTGAGCCGGCGCACACTCGATAATAATTAACTAGAATTCTCGGC-AATAAAT--ATGTACATAAAAGAAGAAAATACTAA------A----------------AATAACA------------AAAGAGGGA---------AAC-----ACAGTGCGGTG-ACGA---AAACACGTTT
droWil2 scf2_1100000004513:6381050-

6381120 +
AAAAAGA------------------AAC-T--------GTTAAA--AA-------TAT-------------------------------------TCATGAGTGCAAA----------AAAAAAAT----------------------------------------------------------------------------------------------------------------------------------------------GAAGCAAATAAAAGCTT------------TTCCGCTTT---------A-----------------------------------A

droVir3 scaffold_12875:10672497-
10672497 -

---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------T

droMoj3 scaffold_6496:16285324-
16285324 +

---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------T

Generated: 09/09/2015 at 02:26 AM
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crit.half
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crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
0
0
0
0
0
1
1
1
0
1
1
1
0
0
2
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:12718751-12718925
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_411.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:13389871-13390043
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_113.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:10223625-10223796
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:16257331-16257516
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:13131229-13131400
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409672:2416358-2416554
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301506:2134355-2134531
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415389:230379-230538
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491214:1652993-1653151
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780084:626319-626476
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453851:951334-951504
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302470:1132048-1132218
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:13876745-13876977
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396759:2259363-2259540
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_singleton_1898:47649-47889
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:6545521-6545754
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004513:6381050-6381120
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:10672497-10672497
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:16285324-16285324
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No Repeatable elements found
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TTTACGCATGTCAAGCCGCAGCTTTGAACGAATTGTTGCATTGAAATTTAGACTTCGCTTTTCCTCTCGATGGGGCACCTTGTGAGGAAAAGCGATAGCTGCGAACGATGCCGCCAGTTCACGGCAGTTCAGCTTGTCGCCTCGAACAATAAA
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(katsutomo
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RNAs from
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reseq
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GSM609244
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R+, FLAG-
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AGO2
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Â 
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ML-DmBG3-
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GSM609241
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WT testes
(18-24nt)

GSM379061
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GSM467729
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GSM467731
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GSM609242
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SRR317110
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flies

SRR317111
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from 5-6 days old
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GSM609238

embryo
14-24hr
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RNAs from
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r2d2
knockdown
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SRR060646
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bound
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flies
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whole fly?)
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GSM343287

Drosophila
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Piwi-
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total RNA
Â¬â€ 

...............................................................................TTGTGAGGAAAAGCGATAGCTGC................................................... 23 0 1 18.00 18 0 2 0 4 0 1 0 0 3 1 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................TTGTGAGGAAAAGCGATAGCTG.................................................... 22 0 1 5.00 5 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................AGTTCAGCTTGTCGCCTCGAA....... 21 0 1 5.00 5 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................TTGTGAGGAAAAGCGATAGCTGT................................................... 23 1 1 4.00 4 0 1 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................AGTTCAGCTTGTCGCCTCGAAC...... 22 0 1 4.00 4 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................TTGTGAGGAAAAGCGATAGCT..................................................... 21 0 1 3.00 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................AGTTCAGCTTGTCGCCTCGAACAATA.. 26 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................AGACTTCGCTTTTCCTCTCGATGG................................................................................ 24 0 1 3.00 3 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................TGAGGAAAAGCGATAGCTGCGAAA............................................... 24 1 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................TGAGGAAAAGCGATAGCTGCGA................................................. 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................TTGTGAGGAAAAGCGATAG....................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................TTGTGAGGAAAAGCGATAGCTGG................................................... 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................GCAGTTCAGCTTGTCGCCTCGAAC...... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................ACGAATTGTTGCATTGAAATT......................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TTCGCTTTTCCTCTCGATGGG............................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................AAGCGATAGCTGCGAACGATG........................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................TTGTGAGGAAAAGCGATAGCTGA................................................... 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................GCAGCTTTGAACGAATTGTTG................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............AGCCGCAGCTTTGAACGA.......................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................AGACTTCGCTTTTCCTCTCGATG................................................................................. 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................TGTCGCCTCGAACAATAA. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................TCGATGGGGCACCTTGTGAGG.................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................GCTTTTCCTCTCGATGGGGCAA........................................................................... 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................TTTGAACGAATTGTTGTC................................................................................................................. 18 2 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AAATGCGTACAGTTCGGCGTCGAAACTTGCTTAACAACGTAACTTTAAATCTGAAGCGAAAAGGAGAGCTACCCCGTGGAACACTCCTTTTCGCTATCGACGCTTGCTACGGCGGTCAAGTGCCGTCAAGTCGAACAGCGGAGCTTGTTATTT

************************************(((((.....(((.((((((((((((((.(((.((....))))).)))))))))))).)))))....))))).......**************************************
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SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

V091

fGS/OSS
total
Â 

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

V080

Starvation,
female head

GSM609229

embryo 2-
6hr

V085

CME
W2
wing
disc

.....................................................................................................CTATGCTACGGCGGTCAAGTGC.............................. 22 3 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................CTCCTTTTCGCTATCGACG................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................CCGTCGAAACTTGCTTAACAAC................................................................................................................... 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................TCGAACAGCGGAGCTTGTTA... 20 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................GTCAAGTCGAACAGCGGA........... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................GGCGGTCAAGTGCCGTCA......................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................CAAGTGCCGTCAAGTCGAA.................. 19 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................AAAGGAGAGCTACCCCGTGGAACAC..................................................................... 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................GTGCCGTCAAGTCGAACA................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TTTCGCTATCGACGCTTGCTAC........................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................CCGTCAAGTCGAACAGCGGAGC......... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TGAAGCGAAAAGGAGAGCTA.................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................GTCGAACAGCGGAGCTTGTT.... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:21195516-21195669 + dme_259 AT-------------T---TACGCATGTCAAGCCGCAGCTTTGAA-CGAA-TTGTT--GCATTGAAATTTAGACTTCGC-TTTTCCTCT---------CGAT----GGGGCACCTTGTGA--------GGAAAAGCGATAGCTGCGAA----------------CGATGCCG--CCAGTTCACGGCAGTTCAGCTTGTCGCCTCGA------ACAATAAA
droSim2 3l:20745052-20745208 + AT-------------T---TACGCATGTCCCGCGGCAGCTTTGAA-CGAA-TTGTT--GCATTGAAATTTAGACTTCGC-TTTTCCTCC---------CGATGCG-GGGGCACCTTGTGA--------GGAAAAGCGATAGCTGCGAA----------------CGATGCCG--CTAGTTCACGGCAGTTCAGCTTGTCGCCTCGA------ACAATAAA
droSec2 scaffold_11:1149006-

1149162 +
AT-------------T---TACGCATGTCCCGCGGCAGCTTTGAA-CGAA-TTGTT--GCATTGAAATTTAGACTTCGC-TTTTCCTCC---------CGATGGG-GGGGCACCTTGTGA--------GGAAAAGCGATAGCTGCGAA----------------CAATGCCG--CCAGTTCACGGCAGTTCAGCTTGTCGCCTCGA------ACAATAAA

droYak3 v2_chr3L_random_028:7570-
7722 +

T--------------T---TACGCATGTCCCGCGGCAGCTTTGAG-CGAA-TTGTT--TCATTGAAATTTCGACTTCGC-TTTTCCTCC---------CGATGGG-AGGGCACCTTGTGA--------GGAAAAGCGATAGCTGCGAA----------------CGATGC-----CAGTTCACGGCAGTTCAGCTTGTCGCCTCGA------ACGATAAA

droEre2 scaffold_4784:20880181-
20880332 +

T--------------T---TACGCATGTCCCGCGACAGCTTTGAA-CGAA-TGGTT--TCATTGAAATTCATACTACGC-TTTTCCTCC---------CCATGG--GGGGCACCTTGTGA--------GGAAAAGCGATAGCTGCGAA----------------CGATGC-----CAGTTCACGGCAGTTCAGCTTGTCGCCTCGA------ACGATAAA

droEug1 scf7180000409711:4803489-
4803640 -

A--------------C---TACGCATGTCACGCGGCAGCTTTGAATCAAA-TTGTT--ATATTTAAAATCCGATTTCGC-TTTTCCTCC---------CGATG---GGGGCACCTTGTGT--------GGAAAAGCGATAGCCGCGAA----------------CGATGC-----CAGTTCACGGCAGTTCAGATTGTCGCCTCGA------ACGATAAA

droBia1 scf7180000302193:4837759-
4837915 -

TT-------------TTAATACGCATGTCACGCGGCAGCTTTGAACCGAA-TTGTTATATATTTAAATTCCGATTTCGC-TTTTCCACC---------CGAT----GGGGCACCTTGTGT--------GGAAAAGCGATAGCTGCGAG----------------CGATGC-----CAGTTCACGGCAGTTCAGACTGTCGCCTCGC------ACGATAAA

droTak1 scf7180000414337:381985-
382157 -

GTTTTATGACCGTTTTTAATACGCATGTCACGCGGCAGCTTTGAATCGAATTTGTT--ATATTTAAATTACGATTTCGC-TTTTCCTCC---------CAAAGGGGCGGGCACCTTGTGT--------GGAAAAGCGATAGCTGCGAA----------------CGATGC-----CAGTTCACGGCAGTTCAGATTGTCGCCTCGA------ACGATAAA

droEle1 scf7180000491193:2151871-
2152026 -

AT-------------TTAACACGCATGACACGCGGCACCTTTGAATCGAA-TTGTTACATATTTAAATTTCGATTTCGC-TT-TCCTCC---------CGAT----GGGGCACCTTGTGT--------TGAAAAGCGATAGCTGCGAA----------------CGATGC-----CAGTTCACGGCAGTTCAGATTGTCGCCTCGA------ACGATAAA

droRho1 scf7180000779803:31025-
31180 +

AT-------------TTAATACACATGTCACGCGGCAGCTTTGAATCGAAATTGTT--ATATTTAAATTTCGATTTCGC-TTTTCCTCC---------CGAT----GGGGCACCTTGTGT--------GGAAAAGCGATAGCTGCGAA----------------CGATGC-----CAGTTCACGGCAGTTCAGACTGTCGCCTCGA------ACGATAAA

droFic1 scf7180000453929:347257-
347416 +

GACTT--------CTTTAATACGCATGTCACGCGGCAGCTTTGAATCAAG-TTGTT--ATATTTAAATTTCGATTTCGC-TTTTCCTCC---------CGAT----GGGGCACCTTGTGT--------GGAAAAGCGATAGCTGCGAA----------------CGATGC-----CAGTTCACGGCAGTTCAGATTGTCGCCCCGA------ACGATAAA

droKik1 scf7180000302260:119904-
120039 -

-------------------TACGCATGTCAGGCGGCAGCTTTGAATCGAA-TTTAT--ATATTTAAATG-----TTCGC-TTTTCC-CC---------AGATT---GGGGCACCTTGTGT--------GGAAAAGCTA--G------G----------------CGATGC-----TGGTTCATGGCAGTTCAGATTGTCGCTCCGA------ACGATAAA

droAna3 scaffold_13337:8502379-
8502520 -

-------------------TACGCATGTCGCGCGGCAGCTTTGAATCATA-TTGAATTATATTTAAAT------CTCGC-TTTTCATTC-------------GC--GGGGCACCTTGTGGGGGAAAAAGGAAAAGCGATAGCCGCCA----------------------------CAGTTCATGGCAGTTCAGATTGGCACTCCGA------CGGATC--

droBip1 scf7180000396541:642447-
642592 -

TT------------TTTTATACCCATGTCGCGCGGCAGCTTTGAATCAAT-TTGTT--ATATTTAAAT------CTCGC-TTTTCATTC-------------GC--GGGGCACCTTGTGGAGGAAAAAGGAAAAGCGATAGCCAGC----------------------------ACAGTTCATGGCAGTTCAGATTGTCACTCCGA------CGGAT---

dp5 XR_group6:12567534-
12567689 +

TA-------------C---TACGCATGTCACGCGGGTGCTCCGATTCGTT-TTGTT--TTATTTAAATTTC-------CTTTTCTATCACCAAGAGAACGATGA--GGGGCACGTTGT----------GGAAAAGCGATAGCCACAG-----------------AGATTCGGATTCAGTTCATGGCAGTTCAGATTGGCGCTTCGT------ACGAC---

droPer2 scaffold_33:588463-588621
+

TA-------------C---TACGCATGTCACGCGGGTGCTCCGATTCGTT-TTGTT--TTATTTAAATTTC-------CTTTTCTATCAACAAGAGAACGATGA--GGGGCACGTTGT----------GGAAAAGCGATAGCCACAG-----------------AGATTCGGATTCAGTTCATGGCAGTTCAGATTGGCGCTTCGT------ACGACGAC

droGri2 scaffold_15110:12067744-
12067846 -

T---------------------------------------------------------------------------------------------------------GGAGCACCTTGT----------GGAAAAGCGATAGCAG--AATAGTCGTCGACATCAACGTCTCCAACTCAGTTCATGGCAGTTTAATTTGGCGCTCCGACGGCACACAACGAA
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breakpoint [Dp(1%3BY)BSC156:bk3]; intron [l(1)G0232-in]; intron [l(1)G0232-in]; intron [l(1)G0232-in]; intron [l(1)G0232-in]; intron [l(1)G0232-in]
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GTTCTCTTACTGCAGATGCATTCAGTGAGGCTATCTTTTCAGATCTCCAAGATATTTGCAAAGATACTGAATTTATGCGATAAACTTGCACTGTCATAGTAGTAGTTCTTTCCATAAATTCGTAATGTAATGGAAACGAATTAAAAATCTGCGTTTTTTTTTTTAAATACTCATTATACAATTAAT

************************************************...................((..((((((.((..(((.((((((.....))).))))))..)).))))))..))****************************************************************
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GSM609222

ML-DmBG1-
C1

SRR031703

Total
small RNAs
from r2d2
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flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR031702

2'-O-
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small RNAs
from r2d2
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flies

V079

Oxidation,
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head
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HA-AGO2

AGO2

GSM399100

Kc167
cell

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies
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reseq

AGO1
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Â 
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Â 
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AGO1
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GSM609241
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AGO1

GSM609232

r2d2[1]
ovary
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Â¬â€ 

GSM609221
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cell
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OSS_s8

SRR001347

ago2_untreated

V003

dsDcr-1
(katsutomo
RNA)

GSM609229
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6hr

...............................................................ATACTGAATTTATGCGATAAACT.................................................................................................... 23 0 1 5.00 5 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............AGATGCATTCAGTGAGGC........................................................................................................................................................... 18 0 1 2.00 2 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................ACTTGCACTGTCATAGTAGTAGTT............................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................AAAAATCTGCGTTTTTTTTTTT...................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................TTTTCAGATCTCCAAGATA.................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................ATACTGAATTTATGCGATAAA...................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TTCTTTCCATAAATTCGTAATG........................................................... 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......TTACTGCAGATGCATTCAGTGAGGC........................................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............ATGCATTCAGTGAGGCTA......................................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............AGATGCATTCAGTGAGGCT.......................................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................ATGTAATGGAAACGAATTAAAAATC..................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TTCTTTCCATAAATTCGTAAT............................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................GCACTGTCATAGTAGTAGTT............................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....TCTTACTGCAGATGCATTCAGTGAGGC........................................................................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................GCATTCAGTGAGGCTATCTTT.................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CAAGAGAATGACGTCTACGTAAGTCACTCCGATAGAAAAGTCTAGAGGTTCTATAAACGTTTCTATGACTTAAATACGCTATTTGAACGTGACAGTATCATCATCAAGAAAGGTATTTAAGCATTACATTACCTTTGCTTAATTTTTAGACGCAAAAAAAAAAATTTATGAGTAATATGTTAATTA

****************************************************************...................((..((((((.((..(((.((((((.....))).))))))..)).))))))..))************************************************
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GSM609222

ML-DmBG1-
C1

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM628271

r2d2[1]
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2_untreated
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male, one
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V073
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Oxidation,
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head
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fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

V085

CME
W2
wing
disc

GSM628272

ago2[414]
ovary
total RNA

GSM371638

S2-NP

SRR014280

Ovary_rep1_w1118_P

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609225

ML-DmBG3-
C2

V126

CME
L1

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM609224

female,
one day

GSM609235

CMEL1

GSM379064

Vasa
Mutant

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM609226

CMEW1
Cl.8+
cell

V032

S1
cell

V074

S3

V077

cold,
female
head

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR001345

ago2_non-
beta-
eliminated

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609234

CS Â male
total RNA
Â 

SRR031692

Total
small
RNAs from
Oregon R

GSM343833

S2R+ cell

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609251

aged
female
head

SRR001348

ago2_oxidized

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

GSM399100

Kc167
cell

V008

S2-
DRSC

GSM609237

ago2[414]
ovary
total RNA

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM609238

embryo
14-24hr

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V146

S1
cell

GSM385748

OSS_s6

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

V022

ML-
DmD32
cell

V144

OSC
.........................................................TGTTTCTATGACTTAAAT............................................................................................................... 18 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................AGTCTAGAGGTTCTATAAACG............................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chrX:9538421-9538606 - sblock181387 GTTCT--CTTACTGCAGATGCA--TTCAGTGA--GGCTATCTTTTCAGATCTCCAAGATATTTGCAAAGA-----TACTGAATTTATGCGATAAACTTGCAC-TGTCATA---------------------------GTA---G--TAGTTCTTTCCATAAATTCGTAATGTAATGG----AAACGAATT-------A-------------------------------------------------------------------------------------------------------------AAAATCTGCGTTTTT-TTTTTTAAATAC-------------TCATT-------ATACAATTAAT
droSim2 x:9082479-9082665 - GTTCT--CTTACTGCAGATGCA--TTTAACGA--GGCTATCTTTTCAGATCTCCAAGATATTTGCGAAGA-----TACTGAATTTATGCGATAAACTTGCAC-TGTCATA---------------------------GTAGTAG--TAGTTATTTCCATAAATTCGTAATGTAATGG----AATCGAATT-------A-------------------------------------------------------------------------------------------------------------AAAATCGGTGTGTTTTTTTTTTAAATAC-------------TCAT----------GTGGTAATT
droSec2 scaffold_15:302129-302314

-
GTTCT--CTTACTGCAGATGCA--TTTAACGT--GGCTATCTTTTCAGATCTCCAAGATATTTGCAAAGA-----TACTGAATTTATGCGATAAGCTTGCAC-TGTCATA---------------------------GTAGTAG--TAGTTATTTCCATAAATTCGTAATGTAATGG----AATCGAATT-------A-------------------------------------------------------------------------------------------------------------AAAATCGGTGTGTTT-TTTTTTAAATAC-------------TCGT----------GTGGTAATT

droYak3 X:18128934-18129095 - GTTCT--CTCACTGCAGATGCA--TTTAATGA--GGCTATCTTTTCAGATCTCCAAGATATTGACAAAGA-----TACTGGATTCATGCGATAAACTCGTAC-CGTCGGA---------------------------ACTGTAGTGTACTTGTCCTCATAAATTCGCAATGTAATGG----AATTGAATCACTCTTTA-------------------------------------------------------------------------------------------------------------AAGATC---------------------------------------------------------T
droEre2 scaffold_4690:5579639-

5579846 +
GTTCT--CTCACTGCAGATGCA--TTTAATGA--GGCTATCTCTTCAGATCTCCAAGATATTTGCTAAGATACGATACTGGAATTATGCGATAAACTTGTAT-TGTCAGG---------------------------GTA--------CTTGTTCTCATAAATTCGTAATGTCATGG----AATTGAATCACTCTTTAAGAGTCTTGGCACTTTTGCTGC--------------------------------------------------------------------------------------------------------TTCTACAATAC-------------TCATTGATAACCATACATTTTAT

droEug1 scf7180000409032:387200-
387472 +

GTTCCCGCTCACTGCAGATGGT--CTTAATGGGGGGCTATCTTTTCAGATCTCCAAGATATTTGTTAAGA-----TACTGGACTTAAGCGGTTAACTTGTAC-TGTCAGA---------------------------TAA--------ATATTTCCCATAAATTCAAAGTGTTATGGCTGAAATTGATTT---------------------------------TCTAAAAGCAATCTAATCGAA------------GAT--TATATATCCCATAAATTGGATTAATATCTATGAAATGGAAGGGCTGAAAA-GGGGGCTTAGTTTTTCTGACTACGAGAAAGAAACATCTATC-------TTATAATCTTT

droBia1 scf7180000301760:5525605-
5525743 -

GTTCG--CTCGCTGCAGATGCT-TTTTATTGA--GGCTATCTTTCAGGATCTCCGAGGTACT-GCACAGA-----CACTTGACGCAAGCGCTAAACCTGTGC-TGTCCCA---------------------------GTG--------CTATTTCACATAAACTCGTAATGTAATGG----AATCGATTT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000415872:166235-
166365 -

GTTCT--CTCGCCGCAGATGCT--CTTAATGA--GGCTATCTTTCAAGATCTCGAAGATATTTGTACAGATA---TACTGGATTTAAGCGATAAACTTGTACTTGTCACA---------------------------GTA--------CTATTTCCCATAAAATCGCAAAATAAT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000491013:359530-
359658 -

GTTCT--CTCACTGCAAATGCC-TTTTAATGA--GGATATATTTTAAGATCTCGAACATATTGCAAGAGA-----TACTGAACTTAAGCGATTAACTTCGAC-TGTCAGA---------------------------ATC--------ATATTTTTCATTAGCTCGTAAAGCAAT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droRho1 scf7180000780080:558521-
558638 +

GTTCG--CTCAATGCA---------TTAATGA--GAATATCTTTTAAGATCTCGAAGATATT----AAAA-----CAACGCACTCTTGCGATAAAATTGAAC-TGTCAGA---------------------------GTA--------CTATTTTCTATAAA-TCGTATTGTAATGG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000454073:2466342-
2466571 -

GTTTT--CTCACTCACGATGGTTTTTTAATGG--GGATATCTGTTAAGATCTCGAGGATATT-GTAAAGT-----TACCGGATTTAAGCGATAAGCTTCAG------AGA---------------------------TTA--------GTATTTCCCATAATTTCGTAATGTGATGGCT---------------------------------TATGCTGCTTTT------GAATTCGAATCGGGTTTATTAAAGAAGATACAATACATTCCTAAAACTGTGTAAATTTCAGCAATATT----------------------A--ATTTCTGAATTC---------------------------ATTTATATT

droKik1 scf7180000302395:626757-
626865 -

GTTAC-----GCAGCATATCTT-TCGCAATGA--GACT-----------------------------------------TGTCTTCTGAGAGAAAACT-------------------------------------------------------------------------------------------------------------------------------------------TACCAAA------------TAG--TTT-------------------GGAATATATGAAAT--------------CTTTTG---AA-TCTCTCAAACAA-------------CT----------TAACAATTAAT

droBip1 scf7180000396571:278438-
278587 +

C---------------------------------------------AGACCTCTAAAAAATTTCAAAATA-----AAATGACTTTAAA--ATTATCTGCCAA-CATAATATATCCTTTTGTTACTAATTGAAGTTAAAAAATAT--TAATTATTACTTTAAATTTAAATTTTAATCT----TAAAAATCT-------T-------------------------------------------------------------------------------------------------------------AAAATTCCT----------------------------------------------AACTCTAAT

droGri2 scaffold_15203:1376739-
1376766 +

TTGTT-----GAAGAA---------CTAACA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAATTTTCATT
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crit.star
crit.loop
crit.mor
crit.half

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
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rescue.total
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rescue.known
rescue.confident
rescue.candidate
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0
0
0
0
0
1
1
1
0
0
0
1
0
0
1
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ID:

dme-mir-13b-2-as
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Predicted structure

Show Alternate Folds

Flybase annnotation

Antisense to intron [CG7033-in]; breakpoint [Dp(1%3BY)BSC149:bk3]; breakpoint [Dp(1%3BY)BSC148:bk3]; Antisense to pre_miRNA [mir-13b-2-RM]; Antisense to miRNA [mir-13b-2-RB]; Antisense to miRNA [mir-13b-2-RA]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GACTCACTTGCACGCGCAACATTTCCACGTTGATGAGGCTGGCTGTCCAACAAACTCGTCAAAATGGCTGTGATATGAAGTCAAATCCACATAGCTCACAGTCATTTTGACGCGTTAATAGACAGCAGAGGTAGACGATGTTTAGCACGATGGAACTGGAAACATTACTT

************************************..(((.(((((.....(((.(((((((((((((((((((((............))))..))))))))))))))))).)))....))))))))...***************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609230

CS,ovary,AGO1IP

AGO1

SRR001664

homozygous_dcr-
2_untreated

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

SRR001347

ago2_untreated

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR065801

zuc_het(H-
Y)_ovaries

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR001349

heterozygous_dcr-
2_untreated

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609229

embryo 2-
6hr

SRR014275

Ovary_rep1_LK_P

SRR001338

IR_non-
beta-
eliminated

GSM609237

ago2[414]
ovary
total RNA

SRR060644

A2_ovaries_total

GSM379063

Vasa
Heterozygote

SRR065800

zuc_H-
Y_ovaries

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR014277

Ovary_rep1_NA_P

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR014273

Ovary_rep1_Har_P

V032

S1
cell

GSM628272

ago2[414]
ovary
total RNA

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

GSM609247

heat
female
head

V008

S2-
DRSC

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR001339

WT_females_non-
beta-eliminated

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

GSM280083

dcr-2-/-
ovaries
(18-29nt)

GSM609250

ML-DmD32
cell

GSM379052

Aub
Heterozygote

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM399101

kc167
cell

V034

ML-
DmD16c3
cell

GSM371638

S2-NP

GSM609238

embryo
14-24hr

GSE24545

CS ovary
total
RNA

V031

GM2
cell

V080

Starvation,
female head

GSM379060

SpnE
Heterozygote

GSM609248

ML-DmD9
cell

SRR031692

Total
small
RNAs from
Oregon R

GSM609219

GM2 cell

SRR060646

yw67c23(2)_ovaries_total

V096

loqsKO/f00791
ovary

GSM379062

Squ
Mutant

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

GSM379056

Krimp
Heterozygote

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

GSM379066

Zuc
Mutant

GSM609220

ML-DmD21
cell

GSM379057

Krimp
Mutant

SRR014280

Ovary_rep1_w1118_P

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

V091

fGS/OSS
total
Â 

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

V086

female
body,
aged

SRR014282

Ovary_rep1_wK_P

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

GSM609227

CMEW1
Cl.8+
cell

V125

ML-
DmD9

V079

Oxidation,
female
head

GSM280082

WT
ovaries
(18-29nt)

GSM379064

Vasa
Mutant

GSM379050

Armi
Heterozygote

GSM609225

ML-DmBG3-
C2

GSM286604

0-1h #3
(7)

V092

dcr-
2[G31R]
male
total
RNA Â 

V085

CME
W2
wing
disc

GSM609239

IR- 2-
18hr

GSM286605

2-6h #1
(8)

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

GSM280088

S2cell
(AGO1IP)

AGO1

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V038

Felix
sample
S2
only

V037

Felix
sample
+mirtrons

GSM379058

Piwi
Heterozygote

V074

S3

V077

cold,
female
head

GSM609240

IR+ 2-
18hr

GSM379061

Squ
Heterozygote

GSM286611

6-10h #2
(11)

SRR001348

ago2_oxidized

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

V030

ML-
DmD8
cell

GSM609218

Sg4

GSM343833

S2R+ cell

GSM379051

Armi
Mutant

V014

DTT
8h

GSM609235

CMEL1

V140

Dessication_female_body

GSM609221

1182-4H
cell

GSM609249

ML-DmD21
cell

GSM609234

CS Â male
total RNA
Â 

V036

ML-
DmD20c5
cell

SRR060653

hs-Penelope_
ovaries_total

GSM286613

0-1hr #1
(A)

V022

ML-
DmD32
cell

GSM379065

Zuc
Heterozygote

SRR001337

WT_females_beta-
eliminated

GSM1528798

follicle
cells

GSM379054

Flam
Heterozygote

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM399100

Kc167
cell

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM609217

MLDmD20c5

GSM609224

female,
one day

V078

Desiccation,
female head

SRR060643

A2_testes_total

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1
V073

mbn2

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

SRR029032

r2d2
knockdown

V006

r2d2 female:
possibly
heterozygous

SRR060652

hs-
Penelope_testes_total

SRR001345

ago2_non-
beta-
eliminated

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM379055

Flam
Mutant

GSM385748

OSS_s6

S6

0-1,2-
6,6-
10h
embryo

GSM379067

SpnE
Mutant

GSM361908

s2-48
Biological
Replicate
#2

GSM609223

male, one
day

V012

Dcr2 male
(Katsutomo,
whole fly?)

V127

G2

GSM609222

ML-DmBG1-
C1

V146

S1
cell

GSM609226

CMEW1
Cl.8+
cell

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V141

Heat_female_body

GSM609241

s2+48 #1

V139

Cold_female_body

V142

Oxidation_female_body

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM609251

aged
female
head

GSM385822

OSS_s8

SRR029030

dcr-2
knockdown

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR097867

Drosophila
S2-NP
cells

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

V145

S2-
DRSC

V147

1182-
4H
cell

SRR029028

untreated
(mock)

V128

S3

GSM385821

OSS_s7

GSM286607

6-10h #1
(10)

GSM399105

disk #2

GSM322543

male head
#1

SRR010956

Piwi IP in
Ago3
heterozygotes

SRR032094

ago2
knockdown

SRR060645

yw67c23(2)_testes_total

SRR097865

Drosophila
S2-NP
cells

GSM343832

S2R+ cell

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V126

CME
L1

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

V132

ML-
DmD32

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR029029

dcr-1
knockdown

GSM286606

2-6h #2
(9)

GSM609242

s2+48 #2

SRR001343

dcr-2_non-
beta-
eliminated

SRR029033

lacZ
knockdown

SRR032093

ago1
knockdown

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

SRR060651

A2_ovaries_Ago3

AGO3

V015

DreRFHV148h

V023

Dcr2
female
head

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

GSM180331

early
embryo
(2-6)

GSM280085

WT testes
(18-24nt)

GSM379053

Aub
Mutant

GSM379059

Piwi
Mutant

GSM385744

OSS_s2

GSM272653

KC -48 #1

GSM322208

3rd
instar #2

GSM399107

male body
#2

GSM609243

KC+48 #1

GSM364902

12-24hr
embryo

SRR001341

WT_males_non-
beta-
eliminated

SRR010955

Aub IP in
Ago3
heterozygotes

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRR065807

Piwi-
IP_squ_het_ovaries

SRR097866

Drosophila
S2-NP
cells

V130

ML-
DmBG3-
c2

V131

ML-
DmD16-
c3

V148

mbn2

GSM360262

0-2d
pupae

V138

Male
cold
body

SRR029031

loqs-ORF
knockdown

V003

dsDcr-1
(katsutomo
RNA)
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Anti-sense strand reads

CTGAGTGAACGTGCGCGTTGTAAAGGTGCAACTACTCCGACCGACAGGTTGTTTGAGCAGTTTTACCGACACTATACTTCAGTTTAGGTGTATCGAGTGTCAGTAAAACTGCGCAATTATCTGTCGTCTCCATCTGCTACAAATCGTGCTACCTTGACCTTTGTAATGAA

***************************************..(((.(((((.....(((.(((((((((((((((((((((............))))..))))))))))))))))).)))....))))))))...************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V125

ML-
DmD9

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

V146

S1
cell

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

V096

loqsKO/f00791
ovary

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

GSM609230

CS,ovary,AGO1IP

AGO1

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V127

G2

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V147

1182-
4H
cell

GSM628272

ago2[414]
ovary
total RNA

GSE24545

CS ovary
total
RNA

V148

mbn2

V145

S2-
DRSC

V032

S1
cell

V137

Male
aged
head

V131

ML-
DmD16-
c3

V134

ML-
DmD8

V128

S3

GSM609250

ML-DmD32
cell

V132

ML-
DmD32

GSM609237

ago2[414]
ovary
total RNA

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

GSM609225

ML-DmBG3-
C2

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

V034

ML-
DmD16c3
cell

V144

OSC

V126

CME
L1

GSM609229

embryo 2-
6hr

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V074

S3

V130

ML-
DmBG3-
c2

V140

Dessication_female_body
V133

Sg4

V080

Starvation,
female head

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

SRR097865

Drosophila
S2-NP
cells

GSM371638

S2-NP

V091

fGS/OSS
total
Â 

V077

cold,
female
head

V078

Desiccation,
female head

GSM609248

ML-DmD9
cell

GSM609238

embryo
14-24hr

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

V085

CME
W2
wing
disc

GSM399101

kc167
cell

GSM609249

ML-DmD21
cell

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

V079

Oxidation,
female
head

GSM609221

1182-4H
cell

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

V141

Heat_female_body
GSM609219

GM2 cell

V030

ML-
DmD8
cell

GSM379057

Krimp
Mutant

GSM379065

Zuc
Heterozygote

SRR014280

Ovary_rep1_w1118_P

SRR097866

Drosophila
S2-NP
cells

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

GSM280088

S2cell
(AGO1IP)

AGO1

GSM379064

Vasa
Mutant

V036

ML-
DmD20c5
cell

SRR065801

zuc_het(H-
Y)_ovaries

V142

Oxidation_female_body

GSM399110

KC-48 #2

V031

GM2
cell

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR060644

A2_ovaries_total

GSM424740

S2 pKF63
stably
transfected

GSM379063

Vasa
Heterozygote

V037

Felix
sample
+mirtrons

SRR014275

Ovary_rep1_LK_P

GSM609227

CMEW1
Cl.8+
cell

GSM609242

s2+48 #2

GSM609220

ML-DmD21
cell

V073

mbn2

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

V008

S2-
DRSC

GSM609247

heat
female
head

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609218

Sg4

SRR029028

untreated
(mock)

GSM399100

Kc167
cell

GSM609235

CMEL1

GSM379056

Krimp
Heterozygote

V139

Cold_female_body

SRR097867

Drosophila
S2-NP
cells

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR001345

ago2_non-
beta-
eliminated

V014

DTT
8h

SRR014277

Ovary_rep1_NA_P

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR029633

total
small RNAs
from hen1
homozygous
flies

V022

ML-
DmD32
cell

SRR060646

yw67c23(2)_ovaries_total

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR014282

Ovary_rep1_wK_P

V138

Male
cold
body

GSM609234

CS Â male
total RNA
Â 

GSM379066

Zuc
Mutant

GSM379060

SpnE
Heterozygote

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

GSM609226

CMEW1
Cl.8+
cell

GSM343833

S2R+ cell

SRR065800

zuc_H-
Y_ovaries

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR060652

hs-
Penelope_testes_total

GSM609251

aged
female
head

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR001349

heterozygous_dcr-
2_untreated

GSM379052

Aub
Heterozygote

V136

Male
aged
body

GSM609241

s2+48 #1

V038

Felix
sample
S2
only

V006

r2d2 female:
possibly
heterozygous

SRR014273

Ovary_rep1_Har_P

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR031692

Total
small
RNAs from
Oregon R

GSM379062

Squ
Mutant

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR029030

dcr-2
knockdown

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V023

Dcr2
female
head

GSM379051

Armi
Mutant

GSM379061

Squ
Heterozygote

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

GSM609223

male, one
day

GSM609240

IR+ 2-
18hr

V129

ML-
DmBG1-
c1

SRR060653

hs-Penelope_
ovaries_total

SRR032094

ago2
knockdown

GSM379058

Piwi
Heterozygote

SRR060645

yw67c23(2)_testes_total

GSM379067

SpnE
Mutant

GSM343832

S2R+ cell

GSM609239

IR- 2-
18hr

GSM322543

male head
#1

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

GSM609224

female,
one day

GSM609217

MLDmD20c5

GSM609222

ML-DmBG1-
C1

SRR032093

ago1
knockdown

V015

DreRFHV148h

GSM361908

s2-48
Biological
Replicate
#2

SRR029031

loqs-ORF
knockdown

GSM379054

Flam
Heterozygote

GSM313163

dcr-2
heterozygous,
untreated

GSM313162

dcr-2
homozygous,
untreated

SRR001664

homozygous_dcr-
2_untreated

GSM385748

OSS_s6

SRR029032

r2d2
knockdown

V012

Dcr2 male
(Katsutomo,
whole fly?)

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

GSM385744

OSS_s2

SRR060643

A2_testes_total

GSM379050

Armi
Heterozygote

SRR001347

ago2_untreated

V086

female
body,
aged

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR001338

IR_non-
beta-
eliminated

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

GSM385822

OSS_s8

GSM385821

OSS_s7

GSM379053

Aub
Mutant

SRR060650

A1_testes_total

GSM272652

S2 -48
Biological
Replicate
#1

GSM609244

KC+48 #2

GSM280084

loqs-/-
ovaries
(18-29nt)

SRR001339

WT_females_non-
beta-eliminated

GSM280083

dcr-2-/-
ovaries
(18-29nt)

GSM286605

2-6h #1
(8)

SRR029033

lacZ
knockdown

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

GSM272653

KC -48 #1

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

V135

CME
W2
(wing
disc
line)

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM609243

KC+48 #1

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR029029

dcr-1
knockdown

GSM286607

6-10h #1
(10)

GSM286604

0-1h #3
(7)

GSM379059

Piwi
Mutant

GSM286613

0-1hr #1
(A)

GSM286611

6-10h #2
(11)

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

SRR001344

dcr-
2_beta-
eliminated

GSM399107

male body
#2

GSM360262

0-2d
pupae

GSM379055

Flam
Mutant

GSM280082

WT
ovaries
(18-29nt)

GSM360260

0-1d
Pupae (w)

GSM322533

female
head #1

GSM280085

WT testes
(18-24nt)

GSM240749

female
head

GSM399106

female
body #2

S6

0-1,2-
6,6-
10h
embryo

GSM322219

2-4day
pupae #1

GSM1528798

follicle
cells

GSM272651

S2-
48,+48,
KC-48,
+48 mix

GSM286606

2-6h #2
(9)

SRR001341

WT_males_non-
beta-
eliminated

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR001343

dcr-2_non-
beta-
eliminated

GSM424739

S2
parental

GSM399105

disk #2

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR060651

A2_ovaries_Ago3

AGO3

V003

dsDcr-1
(katsutomo
RNA)

GSM275691

imaginal
disc

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

SRR001348

ago2_oxidized

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM286601

male head

GSM364902

12-24hr
embryo

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR010953

Aub
heterozygotes,
oxidized

SRR010959

Ago3 IP in
heterozygotes

AGO3

GSM286603

female
body

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM467729

Dmel_wt_sRNAseq

SRR032092

mock
oxidized

GSM239052

S2 cells,
non beta-
eliminated

GSM322245

3rd
instar #1

GSM322208

3rd
instar #2

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

GSM239041

fly heads,
non beta-
eliminated

GSM313161

dcr-2
heterozygous,
oxidized

GSM467730

Dmel_r2d2_sRNAseq

GSM424741

S2 pKF63
transiently
transfected

GSM180337

tissue
culture
cells (S2
only)

SRR001337

WT_females_beta-
eliminated

GSM313160

dcr-2
homozygous,
oxidized

GSM286602

male body

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

GSM180328

adult
heads
(female
heads,
male
heads)

SRR001346

ago2_beta-
eliminated

GSM280087

S2cell
(AGO2IP)

AGO2

GSM322338

2-4day
pupae#2

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

GSM180330

very
early
embryo
(0-1)

GSM180333

late
embryo
(12-24)

GSM180331

early
embryo
(2-6)

GSM360256

1st
instar #1

SRR010956

Piwi IP in
Ago3
heterozygotes

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

GSM180332

mid
embryo
(6-10)

SRR060649

A2_ovaries_FLAG-
Piwi

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR010955

Aub IP in
Ago3
heterozygotes

GSM467731

Dmel_loq_sRNAseq

GSM180335

imaginal
discs

SRR060648

A2_ovaries_FLAG-
Aub

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

GSM360257

1st
instar #2

GSM180329

adult
bodies
(female
bodies,
male
bodies)

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

GSM180334

larvae:
1st
instar
and 3rd
instars

GSM313164

ago2
homozygous,
oxidized
(technical
replicate
#1)

GSM180336

pupae: 0-
1 day, 0-
2 day, 2-
4 day

GSM313165

ago2
homozygous,
oxidized
(technical
replicate
#2)

SRR065802

Piwi-
IP_zuc_mut_ovaries

GSM246084

D.
melanogaster
adult male
heads 454

SRR001340

IR_beta-
eliminated

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

GSM312995

WT,
oxidized

SRR010960

wt,
oxidized

SRR023400

total RNA
extracted
from P19
cells

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

SRR065807

Piwi-
IP_squ_het_ovaries

SRR023399

RNA bound
by P19
protein

AGO2

SRR023197

RNA
Library
from S2
control
cells

GSM154618

23-29
nucleotide
RNAs from
Drosophila
melanogaster
ovaries

SRR065806

Piwi-
IP_squ_mut_ovaries

GSM239050

fly heads,
beta-
eliminated

SRR001342

WT_males_beta-
eliminated

SRR010951

Ago3
heterozygotes,
oxidized

GSM239051

S2 cells,
beta-
eliminated

AGO2

SRR010952

Ago3 trans-
heterozygotes,
oxidized

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

GSM154621

piRNAs
associated
with Ago3
from
Drosophila
melanogaster
ovaries

GSM280086

WT
ovaries
(AGO2IP)

AGO2

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR023402

total RNA
extracted
from NLS-
P19 cells
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...................................................TTTGAGCAGTTTTACCGACACTAT............................................................................................... 24 0 2 163347.50 326695 18490 14868 11905 19390 6974 5722 14226 9866 5151 3003 7822 3837 3775 9440 4269 5986 5745 4076 3133 6012 3553 3407 4105 4226 2801 4357 2036 3404 1813 853 2535 835 1689 4352 3483 1125 715 2095 2824 1415 3174 1293 646 4598 4879 1943 3230 1585 1081 893 539 2081 2591 1328 824 460 1310 1515 1111 955 1430 1251 957 682 623 713 3098 968 569 2627 596 788 672 1392 392 1024 1056 549 1 654 795 1036 517 490 431 1172 554 1406 333 660 709 636 1081 669 484 366 1123 2015 438 385 441 689 678 424 411 700 1146 396 1700 927 345 303 516 441 244 715 523 306 2167 456 1296 210 233 2051 283 563 300 520 195 295 302 210 276 507 308 143 180 343 594 256 526 122 545 538 669 138 1290 144 474 132 43 367 414 169 248 191 207 284 1346 137 242 237 129 304 601 207 191 314 1322 168 123 526 320 116 203 265 259 69 408 163 76 117 45 124 59 279 100 83 103 296 8 52 55 207 31 54 84 32 16 4 82 74 28 50 46 21 78 4 20 61 13 33 15 34 14 28 25 30 0 15 0 60 71 10 1 15 2 3 0 0 0 9 15 9 14 151 36 25 1 5 10 13 9 124 0 10 6 10 8 10 1 6 9 7 7 1 1 0 1 0 12 2 9 3 0 28 4 2 2 0 0 0 1 5 3 3 6 0 2 0 9 0 0 2 6 0 1 0 0 2 0 1 0 0 0 0 1 0 0 0 0 0 0 0

..................................................AATTGAGCAGTTTTACCGACACTAT............................................................................................... 25 2 2 121067.00 242134 32088 10868 28734 23635 7293 110 189 50 8697 3997 13907 8927 3710 74 3025 7020 49 5081 6424 175 30 48 50 95 106 93 128 114 2101 1214 22 717 62 30 57 7053 58 118 14 1891 73 16 3128 49 115 76 47 17 17 28 913 251 27 26 62 51 18 21 912 796 839 189 62 481 239 542 88 32 207 2 449 20 4625 965 275 97 914 1776 0 721 64 2522 18 95 29 41 2301 14 2 4320 36 20 48 11 14 998 796 39 513 2 10 1495 3991 44 16 1727 59 359 27 13 283 604 22 2236 6 34 1904 26 158 17 30 17 728 34 66 38 77 1367 799 31 412 656 18 6 4 14 165 89 19 19 22 238 27 379 47 183 188 122 10 296 57 109 46 4 23 7 50 23 10 300 0 0 2 7 23 10 272 16 234 254 9 729 12 14 2 7 5 106 65 21 7 121 5 440 2071 0 330 2 414 6 545 281 358 0 635 1345 73 1924 471 1 0 17 21 60 134 5 15 0 14 191 482 1 0 11 921 0 0 0 0 7 0 72 2 4 0 0 0 0 45 0 0 10 42 1 0 0 17 0 1 1 0 1 0 0 0 1 0 0 2 32 3 0 0 0 0 108 9 93 2 23 19 35 4 4 5 0 0 2 0 2 3 4 0 0 0 0 2 0 0 0 4 0 0 0 5 15 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................GTATCGAGTGTCAGTAAAACTGCG......................................................... 24 0 1 118955.00 118955 4361 3295 6111 3226 3593 1256 1468 469 604 9897 5307 882 692 1525 477 513 666 3551 6300 307 542 294 585 2340 1290 943 779 1122 758 167 1251 128 597 1131 1293 5308 960 698 1097 189 1120 418 41 30 912 944 1325 294 153 842 690 455 1434 322 845 836 400 244 525 362 517 626 523 582 358 319 639 15 413 20 208 293 173 307 433 770 490 82 0 126 234 304 784 394 357 518 123 274 156 97 53 140 458 351 291 142 223 258 390 2 80 358 72 14 168 183 149 199 195 114 233 62 34 21 501 576 235 27 89 75 109 4 101 215 187 192 0 175 68 9 71 57 39 167 1981 20 224 179 128 26 163 152 463 13 152 194 65 116 440 154 46 102 258 227 215 1418 23 254 308 213 32 19 4 36 199 21 18 24 61 163 2 125 7 2 156 22 26 132 10 144 73 84 3 83 353 106 56 146 51 180 8 33 22 34 351 21 33 67 242 1 1 23 43 69 70 28 68 0 7 51 62 86 39 29 29 0 97 2 0 22 0 12 21 10 0 0 629 1 9 566 2 0 8 97 135 91 43 5 21 6 29 2 89 98 0 2 1 21 1 8 1 0 0 5 3 4 0 12 6 3 32 12 0 12 13 18 0 14 21 1 0 0 4 2 2 1 0 0 0 15 1 15 0 15 0 0 17 4 0 0 4 0 1 10 0 3 0 0 0 0 0 1 0 0

......................................................GAGCAGTTTTACCGACACTAT............................................................................................... 21 0 2 106682.00 213364 4382 3479 3771 2617 2576 9153 5452 9753 1235 2078 1021 1256 1204 1540 1005 809 4378 660 692 4121 6426 2147 5624 715 1254 521 1268 860 326 1296 1623 1306 982 965 457 411 2900 649 712 910 292 3011 1640 804 300 337 217 2279 2047 926 217 1651 237 597 444 1548 2199 608 403 271 790 1393 599 553 426 365 362 1907 2018 363 709 834 297 663 1736 817 274 174 4612 271 592 393 284 1408 700 581 499 2190 1830 516 815 854 324 1185 1194 367 326 338 320 626 1755 369 499 871 569 147 509 196 449 199 245 257 655 437 157 475 135 766 117 5102 148 439 423 374 1034 256 511 277 423 528 201 376 1219 442 4325 1440 262 51 147 1277 74 138 97 453 796 261 193 148 665 113 2622 334 37 767 152 962 1574 617 178 270 1086 1189 248 547 628 1596 610 569 103 212 268 137 551 211 425 445 456 213 83 311 510 292 463 100 224 243 159 361 266 61 5127 551 777 385 119 494 210 492 250 8 162 578 151 110 48 99 1240 134 512 273 154 71 11 162 124 91 109 68 564 93 5 7 57 67 2 39 43 306 71 40 13 24 55 94 61 55 3 59 28 23 66 89 83 47 65 13 23 59 42 12 96 18 14 15 31 17 27 25 28 17 16 10 1 4 9 27 7 4 20 26 16 4 2 5 6 9 0 10 1 8 1 7 2 3 1 0 0 3 0 2 0 1 5 0 1 0 0 0 0 0 0 0 0 0

.................................................AAATTGAGCAGTTTTACCGACACTAT............................................................................................... 26 3 2 60619.50 121239 25236 4150 14784 16670 2770 4 10 2 6535 2195 6540 4267 1423 1 1245 4783 5 2159 2256 14 3 3 2 1 6 3 1 3 881 1091 0 304 4 2 1 914 8 3 0 879 0 0 1993 0 1 2 2 1 0 0 44 15 5 0 3 2 2 2 215 239 246 8 0 135 43 170 0 3 40 0 83 0 2208 572 66 2 202 568 0 213 5 1118 0 1 0 3 850 0 1 1606 1 1 0 0 1 359 372 2 175 0 1 564 1031 3 1 745 18 130 3 0 83 245 1 777 0 0 665 2 21 0 2 2 370 2 1 2 37 490 680 0 145 471 2 0 0 4 43 15 2 0 2 20 1 197 0 84 53 25 0 29 14 19 5 0 1 0 21 2 0 100 0 0 0 1 3 0 141 1 37 112 0 309 1 0 2 0 2 29 11 0 0 65 3 127 317 0 236 0 574 0 0 71 86 0 39 262 15 492 14 0 0 0 0 11 24 0 4 0 1 22 56 0 4 1 168 0 0 0 0 0 0 24 0 0 0 0 0 0 5 0 0 2 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 0 0 0 0 0 35 2 11 0 14 2 2 5 0 3 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................TTGAGCAGTTTTACCGACA................................................................................................... 19 0 2 46892.00 93784 7025 5951 11219 6890 1254 486 942 202 3319 309 394 3523 308 383 3098 3322 140 265 173 29 67 1366 45 257 145 162 863 109 96 1305 379 684 772 86 211 160 1 126 199 66 109 161 495 178 141 607 85 194 232 579 237 295 297 375 500 1 127 345 1235 776 38 350 466 625 450 674 190 95 399 785 613 409 546 40 1 272 915 773 0 810 250 904 432 6 187 70 365 138 76 404 41 157 319 181 164 269 36 85 605 285 169 663 414 429 143 307 475 448 21 30 640 591 35 226 238 200 203 347 69 53 11 21 383 12 5 245 121 378 186 230 420 234 284 98 17 49 336 582 14 295 17 165 17 59 92 347 138 285 112 144 0 217 29 56 7 54 58 0 115 209 217 257 18 401 141 37 141 232 241 246 13 26 183 215 261 232 362 96 155 2 0 64 125 440 0 39 90 1 72 37 4 0 55 32 0 0 117 1 0 0 51 3 7 131 251 1 0 11 0 1 0 4 40 0 0 39 0 72 0 1 0 14 14 0 0 1 0 0 0 0 0 3 0 13 0 1 2 0 2 0 11 0 9 6 0 0 4 10 0 0 0 5 1 0 0 0 0 0 0 2 5 0 7 3 1 0 0 2 1 1 0 3 0 2 0 3 5 0 3 2 0 2 0 5 1 0 1 4 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0

...........................................................................................ATCGAGTGTCAGTAAAACTGCG......................................................... 22 0 1 19369.00 19369 398 493 578 506 232 49 126 15 75 260 151 95 49 58 59 87 24 136 199 40 40 9 25 1325 68 80 36 40 22 9 569 5 591 98 816 145 34 69 156 9 46 19 7 7 713 82 113 9 9 191 30 35 1106 23 37 42 29 22 11 5 19 206 42 20 7 7 392 3 26 3 17 69 17 11 183 289 8 14 0 5 26 12 1636 173 5 35 0 39 4 8 7 7 160 13 199 9 14 237 10 0 2 10 24 5 11 13 5 8 10 3 7 5 6 4 1291 49 6 8 5 7 5 0 7 10 104 15 0 6 6 1 0 5 5 645 56 0 2 4 11 1 10 5 219 4 87 2 3 5 22 1 11 5 12 106 156 837 2 82 41 7 0 0 0 76 56 0 0 52 2 6 1 8 0 0 12 53 60 2 2 80 52 3 2 2 46 20 3 75 4 67 12 28 5 26 54 15 1 17 21 0 0 11 11 2 2 7 6 1 5 6 6 7 15 10 0 1 7 0 0 19 0 0 2 8 1 0 29 0 0 28 0 0 0 19 13 10 0 0 3 4 5 0 0 6 0 1 0 5 0 1 0 0 4 1 1 1 0 1 1 0 6 0 1 1 0 3 3 1 4 0 0 2 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TGAGCAGTTTTACCGACA................................................................................................... 18 0 2 17071.00 34142 1096 833 1546 1044 361 681 271 284 876 263 76 785 55 188 661 969 52 88 40 21 120 603 135 126 93 100 351 65 23 164 158 105 307 58 133 94 0 46 118 74 54 378 164 462 93 263 18 359 320 334 188 121 70 208 231 1 228 198 333 301 39 256 179 153 149 316 110 85 185 386 175 120 88 27 0 181 293 180 0 218 115 266 114 8 225 48 406 113 287 467 38 108 96 185 94 81 20 69 341 932 124 256 317 365 165 80 294 165 25 9 218 229 45 266 102 112 42 284 39 137 12 6 230 18 0 93 90 189 50 178 141 48 265 29 5 209 146 155 14 265 9 117 6 6 21 153 57 109 101 100 0 80 7 53 1 19 93 2 107 142 243 254 8 187 60 82 32 82 62 142 7 5 33 118 106 73 177 77 49 0 0 117 146 70 0 22 23 0 12 18 0 0 166 41 0 0 88 0 0 0 184 0 0 63 43 0 0 4 0 0 0 0 5 0 0 50 2 50 0 1 0 6 8 0 0 0 0 0 0 0 0 0 0 8 0 0 20 0 0 0 3 0 7 1 0 0 7 3 0 1 0 13 8 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 2 0 1 0 2 0 0 1 1 0 1 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

.....................................................CGAGCAGTTTTACCGACACTAT............................................................................................... 22 1 2 14993.00 29986 1986 1425 2168 1743 676 888 220 816 273 1514 86 403 1136 260 275 342 265 311 64 461 369 153 338 276 232 313 77 188 486 10 779 38 104 132 219 87 15 532 122 88 162 247 11 239 230 167 311 342 298 126 74 36 151 158 44 9 258 96 39 83 87 136 59 85 135 46 128 358 50 82 115 54 31 38 30 168 27 21 105 127 45 48 31 35 189 334 94 152 88 44 117 58 41 60 67 63 43 85 70 160 42 29 36 160 137 13 38 50 32 126 8 11 107 45 37 50 19 171 8 72 65 39 11 41 42 11 17 11 2 135 5 1 34 11 57 43 29 32 47 31 19 20 16 6 14 6 14 95 32 15 21 14 14 58 171 14 31 13 36 5 0 0 17 7 63 31 3 1 10 3 23 34 48 19 22 12 8 29 8 12 2 107 20 4 13 4 1 7 2 7 0 4 12 13 7 9 12 7 10 2 30 4 6 25 7 2 7 3 31 2 1 0 0 5 1 8 11 12 6 2 0 0 19 1 1 1 0 13 4 0 0 1 0 2 6 0 2 1 12 0 0 8 0 0 2 4 0 0 2 0 4 4 0 0 2 1 4 1 0 1 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 1 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................TTGAGCAGTTTTACCGACACTA................................................................................................ 22 0 2 14625.50 29251 3525 2808 5126 3222 944 294 928 410 390 83 387 683 247 368 351 465 296 296 337 282 186 202 42 143 107 153 171 121 72 60 64 118 120 62 91 75 152 91 50 49 95 39 48 24 69 212 49 31 44 45 87 61 132 103 73 121 30 29 78 73 27 61 53 78 60 49 48 57 55 108 54 49 24 30 97 36 56 28 93 61 61 28 44 108 34 44 13 39 6 23 33 61 87 71 34 34 18 52 42 12 48 20 11 36 40 15 28 51 17 23 27 60 21 37 25 38 20 38 16 7 29 1 18 16 73 32 59 14 21 18 19 20 23 72 31 6 17 61 13 23 28 18 14 1 15 24 14 26 14 15 15 10 17 15 13 20 10 27 1 13 0 0 2 66 38 8 9 56 9 12 4 4 7 10 16 53 44 10 10 26 24 3 1 10 9 58 6 14 12 11 0 15 3 5 6 11 8 7 5 0 5 8 18 7 7 6 1 10 6 6 3 6 38 6 0 2 8 6 15 2 0 4 1 2 0 0 4 2 0 1 0 0 4 0 0 9 0 0 2 1 0 0 0 8 0 3 1 0 0 0 2 0 0 0 0 2 2 1 2 0 0 1 1 2 0 1 0 0 1 0 0 3 0 0 0 0 0 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................CTGAGCAGTTTTACCGACACTAT............................................................................................... 23 1 2 13964.50 27929 4773 2977 5032 2586 674 219 305 889 483 178 181 543 1151 264 391 405 178 200 110 106 70 121 54 79 74 80 77 235 274 17 143 38 67 42 76 84 47 171 49 55 79 121 17 15 51 107 146 54 89 49 165 34 85 82 55 20 60 66 33 36 33 48 42 41 64 26 21 211 48 23 40 27 39 22 39 27 24 39 5 47 54 18 32 40 38 67 25 32 20 12 37 40 44 34 24 25 19 20 27 18 42 11 3 31 42 17 17 26 16 60 7 18 19 13 16 17 19 25 14 15 29 22 6 7 47 21 36 4 3 17 4 5 8 10 21 10 9 31 17 10 34 18 8 3 8 5 11 51 12 15 9 27 25 10 18 6 12 14 14 24 0 0 7 1 23 10 2 5 12 3 5 29 49 10 6 4 5 41 10 3 10 3 4 5 12 4 4 2 0 11 2 11 0 1 5 19 4 3 3 10 3 4 6 8 2 1 1 8 7 3 4 3 1 3 1 6 7 1 1 2 0 0 3 1 3 1 1 3 1 0 0 1 0 0 1 0 1 1 31 1 0 1 0 0 0 11 0 0 1 1 5 0 0 0 0 2 1 1 0 0 0 3 0 0 1 0 10 0 0 0 0 0 9 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TATCGAGTGTCAGTAAAACTGCG......................................................... 23 0 1 13085.00 13085 137 160 183 129 386 117 33 56 23 548 394 24 94 124 29 25 45 306 375 78 92 23 110 394 99 155 54 89 72 18 195 16 113 145 488 317 86 135 144 28 103 62 13 0 266 64 138 23 21 187 66 35 400 52 87 75 79 27 37 20 44 187 89 18 20 38 197 2 45 0 10 22 70 45 136 121 25 21 0 9 25 30 294 153 80 75 22 50 12 44 3 16 43 59 118 11 22 83 38 0 6 23 34 10 54 44 22 14 30 20 16 7 4 7 281 54 24 4 8 11 5 0 9 44 64 11 0 10 14 3 9 8 4 62 50 6 8 2 15 4 23 10 110 8 46 12 9 8 87 3 23 11 20 97 53 176 3 74 18 9 0 0 0 93 28 10 5 77 3 15 0 23 1 0 14 96 79 5 9 53 26 14 1 6 39 10 5 48 13 33 9 24 23 11 26 21 3 24 16 0 1 8 17 4 7 5 14 0 2 11 3 17 34 9 2 1 16 0 0 13 0 2 7 6 0 0 42 1 1 33 0 3 3 18 13 11 15 0 3 0 2 0 0 6 0 2 0 2 0 4 0 0 0 3 1 1 0 1 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

.......................................................AGCAGTTTTACCGACACTAT............................................................................................... 20 0 2 11508.50 23017 474 358 358 107 172 826 411 858 153 104 97 108 90 91 112 30 306 24 52 210 419 187 770 27 81 24 122 50 13 165 138 213 85 90 21 20 292 31 45 39 14 335 664 208 31 30 13 216 188 86 16 157 16 63 28 279 203 54 27 15 33 82 34 45 28 5 37 535 113 64 28 78 13 41 100 38 15 20 65 5 58 28 18 98 44 74 8 139 219 39 519 33 37 78 38 35 18 32 8 142 92 27 31 411 38 9 25 10 39 20 5 10 373 20 10 25 7 280 6 516 10 180 11 43 43 30 32 12 60 189 10 72 171 50 156 67 10 3 15 170 2 9 3 9 55 14 7 6 30 9 83 29 3 34 5 41 114 31 26 5 147 155 123 91 43 75 300 75 8 7 94 11 119 153 18 64 75 8 10 32 27 14 109 10 25 16 27 15 91 1 2442 6 11 43 6 31 7 21 15 1 66 34 13 3 2 5 38 13 24 21 6 14 22 6 7 11 55 13 0 1 110 0 6 3 0 212 14 13 3 4 66 7 3 21 19 14 7 10 5 0 71 2 19 8 0 1 5 67 2 4 2 15 1 1 4 1 0 0 4 0 0 0 0 3 0 4 1 0 17 5 1 0 0 15 0 16 0 0 0 6 0 3 48 1 0 0 1 0 0 0 0 0 21 0 8 0 0 0 0 0 0 0 0 0

.....................................................AGAGCAGTTTTACCGACACTAT............................................................................................... 22 1 2 9927.50 19855 2356 1231 1505 504 312 335 468 328 229 2637 39 242 445 45 159 125 108 150 23 136 239 85 201 20 24 24 36 17 221 58 105 116 60 42 41 44 113 36 12 30 15 123 243 63 52 25 73 165 124 30 18 16 20 21 36 91 162 17 17 19 27 75 13 94 122 12 22 326 17 22 142 29 24 34 32 42 17 19 135 74 34 19 30 43 11 43 20 87 63 28 209 11 9 25 43 46 13 23 16 273 17 8 11 122 13 11 25 5 8 34 6 5 137 20 9 26 7 123 5 118 19 26 15 23 40 13 15 4 44 78 6 42 113 8 52 18 13 13 18 73 8 10 3 23 39 1 11 49 28 7 31 17 3 10 15 7 42 16 34 4 0 0 28 68 14 29 56 67 3 6 18 27 36 25 14 52 47 10 7 11 10 212 44 2 8 3 16 3 35 37 1 7 5 102 5 14 4 10 1 3 66 9 0 6 1 2 5 5 143 4 2 3 0 3 0 20 33 14 1 0 0 0 9 0 0 1 0 70 0 0 0 0 0 3 3 0 0 3 26 1 10 0 0 0 1 8 1 0 15 0 20 5 0 0 1 6 14 10 0 0 1 15 0 0 0 0 4 0 0 2 7 0 3 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................ATGAGCAGTTTTACCGACACTAT............................................................................................... 23 1 2 9840.00 19680 1086 962 934 934 447 279 838 448 302 1295 285 285 712 110 236 276 126 189 136 183 92 97 88 173 59 163 71 236 109 81 41 78 161 48 68 96 255 203 28 53 215 76 80 42 169 172 54 86 79 44 47 42 17 44 62 232 85 24 59 44 40 114 48 48 43 44 86 83 35 69 60 32 67 21 52 77 54 50 49 50 88 57 39 100 72 44 46 31 21 71 50 138 64 25 31 13 20 58 25 31 44 47 74 48 13 37 21 18 30 52 29 38 45 39 15 44 15 37 400 27 47 27 24 30 72 58 21 26 29 28 21 31 26 32 53 21 12 13 31 27 23 11 31 17 46 19 281 38 23 14 22 39 8 9 23 16 15 31 29 20 0 0 11 10 20 25 24 15 144 11 13 14 23 11 8 13 7 53 113 27 5 34 3 5 11 14 6 2 17 73 1 8 9 33 1 58 7 16 6 15 3 3 2 10 3 4 3 101 6 5 8 4 0 4 10 3 6 8 0 8 0 4 4 6 6 1 1 2 2 1 0 0 1 1 2 0 0 3 25 2 3 2 0 0 0 17 0 0 1 0 3 0 2 0 0 0 6 7 0 0 3 6 0 0 0 0 0 0 1 0 2 0 4 0 5 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................GGAGCAGTTTTACCGACACTAT............................................................................................... 22 1 2 9586.50 19173 2008 789 1834 1389 387 271 30 203 631 64 18 842 311 421 329 646 137 117 10 138 167 102 135 41 45 33 97 13 104 4 382 56 55 63 7 55 32 194 12 22 23 63 15 372 46 239 119 438 378 48 66 32 18 32 38 17 393 49 20 40 15 60 26 40 21 28 27 152 16 18 35 18 17 10 34 26 21 9 221 135 30 17 22 29 38 143 58 92 75 47 448 29 19 47 38 5 5 24 45 74 53 26 44 96 34 24 20 12 8 92 10 4 417 16 12 33 8 75 19 63 87 19 2 11 32 18 11 22 3 71 3 3 56 3 2 52 15 18 69 11 18 21 0 13 20 0 6 53 12 22 22 4 12 6 36 4 37 3 18 0 0 0 24 9 2 49 3 5 4 1 16 39 10 8 18 7 3 12 0 3 15 7 17 0 4 4 2 3 2 0 0 11 9 2 4 6 5 2 4 0 7 6 3 9 1 1 1 2 1 2 5 0 1 0 0 3 5 10 5 0 0 0 4 4 0 2 0 0 0 0 0 0 0 2 5 0 0 0 28 1 2 0 0 0 2 1 0 0 0 2 1 0 1 1 6 0 2 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................CAATTATCTGTCGTCTCCA...................................... 19 0 1 9174.00 9174 12 7 11 2 615 4 8 602 0 934 417 6 167 8 1 1 26 131 205 2 139 163 2 5 34 17 85 0 25 158 34 74 60 34 0 326 25 121 6 31 0 6 43 0 23 19 32 11 6 26 12 37 28 63 87 41 18 46 127 67 55 45 45 18 27 114 29 0 81 0 32 37 3 21 99 58 68 68 0 48 48 44 29 150 106 13 64 16 44 63 18 11 13 26 37 22 13 11 69 0 15 40 45 0 38 34 13 39 3 0 38 67 3 52 26 30 4 5 6 4 1 0 35 0 72 14 24 12 123 1 35 162 2 0 66 1 38 48 4 1 3 8 0 30 11 37 6 38 33 13 0 15 10 11 6 9 7 27 2 56 0 0 0 4 33 1 44 1 4 31 0 5 0 2 41 2 2 16 5 41 20 4 1 13 28 0 85 65 43 0 2 11 42 8 30 42 14 37 61 0 0 4 12 14 10 11 0 2 0 21 22 12 0 6 26 0 0 0 0 9 0 0 8 2 0 0 0 0 0 0 0 0 2 0 0 0 0 1 6 2 0 0 0 1 0 0 0 0 0 0 0 0 4 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................TCGAGTGTCAGTAAAACTGCG......................................................... 21 0 1 8188.00 8188 158 189 182 223 131 13 95 11 40 168 84 26 30 20 26 36 13 65 91 14 21 16 19 256 14 26 25 10 19 2 144 0 194 70 146 36 70 55 35 11 18 13 7 7 252 30 83 9 13 53 13 42 458 32 21 68 4 10 12 8 6 37 15 19 11 3 129 0 42 0 8 62 8 8 22 72 9 6 0 3 34 6 605 27 1 19 7 29 3 67 3 4 143 5 39 5 7 87 2 0 0 4 57 6 4 8 5 6 7 4 4 0 4 0 448 35 3 4 1 4 3 0 5 10 26 11 0 4 2 3 0 5 7 298 48 1 2 7 2 3 10 5 123 0 30 5 1 7 17 3 0 4 8 83 79 530 0 18 53 8 6 3 1 59 58 0 1 46 1 4 0 8 1 0 3 57 36 3 1 12 4 8 0 2 1 58 1 20 1 25 10 2 24 22 0 0 3 0 5 0 0 1 0 5 9 0 6 0 0 1 1 2 0 3 0 0 0 0 26 4 1 0 2 6 0 0 19 0 0 23 1 5 0 10 2 16 0 0 0 1 1 0 8 1 0 0 0 1 2 0 0 0 7 0 0 0 0 0 0 1 6 0 0 1 0 6 0 0 2 1 0 2 0 1 0 0 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................CTTGAGCAGTTTTACCGACACTAT............................................................................................... 24 1 2 6114.50 12229 1240 731 1059 1012 365 204 147 148 274 95 256 202 345 112 199 267 144 182 112 173 56 45 33 91 55 66 52 43 139 87 41 125 46 37 47 94 33 60 43 41 54 26 141 87 68 58 68 24 22 31 47 97 35 36 41 18 17 44 45 42 32 31 27 81 45 45 43 25 27 36 60 21 28 19 3 21 43 37 0 149 43 47 21 35 17 15 39 25 4 44 13 18 33 18 15 50 14 20 16 12 15 32 36 12 8 43 21 17 21 15 31 22 9 25 11 10 22 9 40 11 18 16 12 17 26 19 5 24 88 3 17 77 8 12 6 2 15 17 9 5 5 7 3 22 15 11 23 10 5 13 4 7 5 4 2 0 11 17 13 9 0 0 5 14 13 2 34 19 28 7 4 18 8 7 6 9 10 8 12 12 4 3 5 5 2 1 30 5 31 2 0 3 0 11 0 6 6 5 6 44 2 5 2 4 12 0 3 0 1 4 1 2 0 3 1 2 0 1 0 0 0 2 2 2 14 3 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 1 1 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................AATGAGCAGTTTTACCGACACTAT............................................................................................... 24 2 2 4432.00 8864 940 277 852 733 196 43 82 26 283 652 369 277 114 7 92 193 16 139 149 44 9 8 8 34 18 26 19 13 58 21 2 8 13 4 10 117 17 38 1 32 46 12 35 13 37 26 10 8 11 6 25 7 0 5 10 19 8 5 25 21 22 57 15 10 5 26 14 10 13 11 5 3 122 22 24 19 15 42 0 19 28 70 1 20 10 4 45 4 3 97 11 17 4 4 2 26 13 9 11 6 3 38 87 11 6 34 5 8 3 13 12 18 10 72 0 4 55 9 261 5 15 5 15 6 19 14 3 44 15 4 12 9 6 0 3 3 3 5 13 5 12 10 6 29 3 9 156 14 4 6 0 13 2 0 6 0 5 17 11 12 0 0 2 3 1 1 12 5 166 8 1 39 7 3 0 5 5 8 38 5 1 17 1 10 31 0 7 1 13 5 7 11 9 10 16 20 2 37 7 0 1 13 0 3 8 0 2 2 1 1 6 1 0 2 6 2 0 0 0 6 0 3 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 2 0 0 1 0 0 0 0 0 0 3 1 1 0 0 0 0 3 1 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................CTATTGAGCAGTTTTACCGACACTAT............................................................................................... 26 3 2 4348.00 8696 2 0 1 2 2 0 0 0 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6827 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1851 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TGAGCAGTTTTACCGACACTA................................................................................................ 21 0 2 4122.00 8244 622 387 1259 695 157 214 284 358 73 53 61 167 37 131 52 91 167 53 40 191 201 63 62 37 46 49 51 51 17 8 27 11 26 39 21 18 20 19 17 24 30 33 6 110 38 73 8 25 25 20 8 18 23 26 16 20 14 25 9 5 17 33 6 21 7 3 32 33 24 156 4 13 3 12 34 16 9 8 154 6 17 9 11 29 17 11 0 42 13 8 8 11 41 26 10 5 11 28 6 7 12 7 14 13 18 4 14 12 11 13 7 14 7 5 5 13 2 14 5 3 5 1 6 8 20 13 22 2 2 8 4 4 18 36 15 9 2 11 3 21 5 5 1 12 12 4 7 10 11 3 41 5 3 4 3 4 6 19 6 4 0 0 1 21 19 5 3 15 4 4 2 5 8 5 6 18 10 1 10 2 7 4 3 0 8 13 2 5 1 1 2 10 3 0 16 1 5 5 5 0 2 5 2 2 2 4 9 3 2 2 0 0 0 4 0 3 4 1 43 2 0 0 0 0 0 0 0 1 1 0 0 0 0 1 0 1 0 8 0 2 0 0 0 2 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 2 0 0 0 0 1 1 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................GTGAGCAGTTTTACCGACACTAT............................................................................................... 23 1 2 3925.00 7850 342 322 229 275 97 10 9 710 436 24 10 517 326 8 381 369 18 42 7 16 10 32 4 6 2 4 11 176 225 1 242 10 18 5 2 5 4 213 2 2 6 8 3 22 7 94 107 71 76 11 6 5 16 8 14 8 132 4 14 31 2 17 6 29 7 17 5 63 35 4 16 22 6 1 29 14 9 13 11 50 13 5 5 32 4 103 16 15 8 6 226 14 56 4 8 5 1 4 12 8 9 5 9 21 1 11 5 6 3 15 5 7 201 10 2 4 5 24 15 4 22 13 2 0 42 8 1 7 1 25 0 0 11 24 10 0 7 13 13 4 2 7 2 7 24 6 5 30 2 3 1 55 6 6 78 5 3 10 0 7 0 0 4 7 12 3 1 5 5 0 4 39 3 7 8 6 4 67 2 1 5 0 6 3 0 6 1 5 0 1 1 3 4 8 2 26 2 1 0 0 0 3 0 5 0 0 0 2 1 0 2 0 0 9 0 2 9 2 0 1 0 0 0 4 0 0 0 0 0 0 0 1 2 0 8 0 0 0 30 2 0 0 0 0 1 5 0 0 0 0 6 0 0 1 0 1 1 3 0 0 0 1 0 0 0 0 2 0 0 0 1 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................GTTGAGCAGTTTTACCGACACTAT............................................................................................... 24 1 2 3487.50 6975 509 317 440 373 185 140 113 157 149 67 119 137 124 29 118 127 123 82 90 85 60 39 121 35 27 25 44 30 34 77 32 86 52 14 20 25 28 33 18 58 13 21 151 63 17 32 26 26 14 19 13 88 8 12 26 34 28 23 16 7 28 29 17 22 13 6 14 13 61 7 18 9 40 30 4 44 27 19 15 26 30 39 11 5 7 31 57 19 15 83 23 19 2 17 17 21 16 13 17 2 16 29 90 3 8 14 13 6 4 8 14 17 18 40 5 10 24 4 9 42 11 1 39 5 8 9 10 23 37 1 20 40 8 7 12 6 28 8 3 15 0 8 3 23 0 15 10 6 9 2 7 9 2 5 19 0 14 2 3 22 0 0 2 4 0 8 27 2 16 18 0 6 5 1 8 3 2 7 3 3 5 3 1 6 5 0 19 1 24 2 1 1 25 0 1 13 5 4 0 0 2 0 0 7 6 0 2 0 1 0 0 0 0 1 1 0 1 1 0 0 0 3 0 2 0 0 0 1 0 0 0 0 0 1 5 0 0 0 0 0 0 2 0 0 3 4 0 0 0 3 0 0 1 0 0 0 0 2 0 0 0 2 0 2 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................ATTGAGCAGTTTTACCGACA................................................................................................... 20 1 2 3201.00 6402 619 445 1050 694 90 0 11 2 233 26 26 233 28 2 171 245 1 18 16 2 0 10 1 1 0 3 9 2 6 45 0 15 12 0 3 31 0 0 0 1 2 2 38 8 4 8 1 1 1 3 11 20 0 5 6 0 1 2 84 44 1 13 4 15 11 35 17 0 12 13 32 2 175 4 0 3 83 113 0 46 7 105 3 0 2 2 76 1 1 137 1 5 2 1 2 24 0 2 35 7 2 99 126 4 0 45 6 19 0 0 35 43 3 61 0 2 64 8 6 1 0 0 27 0 0 1 1 57 11 3 33 3 2 7 0 0 13 9 0 5 2 11 0 8 3 15 9 13 0 8 0 17 0 0 0 1 0 0 3 14 0 0 1 4 3 0 6 4 36 11 0 4 3 6 1 4 4 7 9 0 0 3 1 86 0 0 4 0 7 0 40 0 3 0 0 0 7 0 1 1 1 0 0 17 27 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 6 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 1 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................TTGAGCAGTTTTACCGACAC.................................................................................................. 20 0 2 2969.00 5938 414 294 2739 322 93 10 137 8 73 7 29 554 31 36 65 69 14 11 13 5 2 21 2 6 6 11 20 8 5 5 10 6 10 3 7 7 11 9 5 0 3 4 1 17 21 9 4 1 4 5 17 7 12 4 6 6 2 7 29 9 3 10 3 1 2 7 10 10 8 24 7 7 3 4 9 4 22 8 0 0 4 12 8 6 2 43 0 2 0 2 2 1 13 7 0 3 0 14 4 1 2 10 7 2 4 5 10 2 0 0 6 3 0 0 3 1 0 3 0 1 5 1 4 0 7 1 0 11 1 1 0 3 6 28 4 2 1 2 2 4 2 5 4 0 3 0 0 2 4 4 0 6 4 0 0 11 0 5 2 1 0 0 0 22 11 1 1 19 1 1 1 1 1 1 4 22 12 0 1 2 0 0 1 7 0 33 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 2 4 0 0 2 0 1 2 5 59 3 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................TTGAGCAGTTTTACCGACACT................................................................................................. 21 0 2 2575.00 5150 256 310 738 333 137 81 107 56 97 16 42 302 53 59 104 92 60 18 19 33 14 30 6 17 30 17 52 14 9 26 16 12 19 22 11 3 4 11 13 20 19 4 39 9 8 15 8 7 8 23 17 13 9 12 19 1 1 12 2 0 12 14 12 1 3 0 1 15 1 15 9 6 8 9 185 4 5 8 0 6 12 4 12 170 7 41 0 15 3 3 3 22 24 10 12 1 1 12 2 6 12 6 0 5 5 4 0 0 1 5 7 4 0 11 6 8 5 4 4 3 1 1 1 1 87 14 9 1 9 4 4 16 7 26 9 1 2 2 2 6 0 9 3 0 2 3 2 1 2 7 16 0 0 1 0 4 4 75 1 1 0 0 1 6 16 3 9 1 1 0 0 0 0 2 3 2 2 0 4 57 32 0 0 5 17 28 6 41 3 2 0 29 0 7 10 10 2 16 18 0 0 15 17 0 2 15 13 12 4 27 9 21 23 21 13 1 0 1 0 2 0 0 0 6 0 0 0 1 5 0 0 0 4 0 0 0 0 1 3 2 1 0 0 0 0 0 0 1 3 0 0 0 0 3 0 0 2 0 2 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................GCAGTTTTACCGACACTAT............................................................................................... 19 0 2 2548.50 5097 37 23 34 11 14 28 72 270 14 5 7 11 13 4 6 8 29 1 3 7 117 71 416 2 18 7 28 0 1 38 57 38 32 17 0 2 187 12 4 8 0 137 46 48 7 4 1 36 20 23 1 48 5 18 7 81 57 13 9 1 6 67 7 7 4 2 8 38 38 1 7 24 1 9 29 21 1 10 0 1 11 6 2 31 14 19 5 57 52 2 11 19 6 37 12 6 8 8 0 5 32 4 5 33 26 0 9 4 18 3 6 3 14 1 2 9 0 11 0 410 1 7 3 6 2 4 6 6 26 1 3 9 27 3 88 19 0 2 2 25 4 2 0 0 21 1 1 1 16 2 28 15 1 19 1 29 18 14 4 4 23 24 6 39 10 27 20 38 5 1 4 9 9 9 13 32 27 0 1 5 13 1 5 5 2 25 5 4 3 0 71 10 8 16 0 8 2 2 0 0 1 14 0 0 1 1 16 3 9 5 4 5 6 2 0 0 12 0 0 1 330 0 2 1 0 6 22 5 3 5 231 12 3 6 1 3 0 6 4 0 18 1 5 2 0 0 0 14 0 0 0 1 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 3 2 0 2 0 4 0 3 2 1 0 2 0 2 12 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................CAGTTTTACCGACACTAT............................................................................................... 18 0 2 2347.50 4695 12 15 12 2 1 0 3 4 1 2 1 5 3 0 3 0 1 0 0 1 0 15 4 0 0 0 14 0 1 57 2 38 6 0 0 1 4 1 0 0 0 0 1 7 2 1 0 1 2 0 5 15 0 2 1 4 5 2 0 0 0 3 1 0 0 0 4 13 8 0 0 8 2 0 6 1 2 9 0 2 4 2 5 6 0 12 0 2 2 0 1 1 0 0 0 0 0 0 0 3 1 2 1 5 0 0 3 0 0 3 0 3 0 0 0 0 4 2 0 0 0 3 0 0 2 4 0 0 3 9 1 4 1 0 5 0 0 0 0 3 2 0 0 0 0 2 0 1 1 0 0 4 4 0 0 0 0 1 0 0 1 2 2 17 0 0 0 18 5 1 2 1 4 0 5 7 19 0 3 2 0 0 0 6 2 0 0 3 1 0 0 0 0 0 0 0 0 0 0 0 1 2 0 0 1 0 0 7 2 2 2 4 129 0 1 0 32 0 0 0 2091 0 0 0 0 192 22 0 0 10 1133 18 2 27 5 0 0 0 0 0 126 0 26 0 0 0 0 123 1 0 0 1 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 47 2 0 0 0 28 0 42 0 0 0 20 0 19 34 1 0 0 0 0 0 0 0 0 0 0 9 0 0 0 0 1 0 0 0 0

....................................................TTGAGCAGTTTTACCGAC.................................................................................................... 18 0 2 1983.00 3966 351 362 746 356 96 7 109 7 44 20 57 147 29 34 61 74 6 22 32 2 4 42 1 10 10 14 25 12 5 3 18 0 14 1 7 13 0 18 6 2 11 5 1 23 42 11 14 6 2 6 18 17 29 7 7 1 7 1 87 3 3 10 11 5 1 3 19 3 27 2 2 24 10 5 6 6 42 28 0 6 4 30 14 6 0 17 7 1 0 5 0 2 19 3 2 1 2 35 8 0 2 39 9 2 2 6 16 2 1 1 10 5 0 0 5 3 3 5 3 0 3 0 5 0 7 9 2 15 0 2 2 0 1 14 2 0 0 4 4 6 5 2 1 12 3 3 2 3 3 5 0 12 5 0 2 12 0 0 7 0 0 0 0 11 8 0 0 16 4 4 0 3 3 0 14 11 10 1 7 4 0 0 0 27 0 5 0 0 0 2 0 0 5 14 0 0 0 0 1 0 0 1 1 0 12 0 0 1 0 0 1 1 89 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................AAATGAGCAGTTTTACCGACACTAT............................................................................................... 25 3 2 1499.50 2999 445 73 274 322 64 3 3 0 120 308 173 105 34 0 17 81 1 45 48 5 5 1 2 9 0 5 2 0 20 11 0 5 2 0 0 33 1 2 0 32 2 0 50 0 1 1 0 1 0 0 4 3 1 0 1 5 0 0 5 7 7 1 0 4 1 2 0 0 1 0 3 0 53 13 0 2 6 17 0 3 1 40 0 1 0 1 27 0 0 44 1 2 0 0 0 13 13 1 2 0 1 15 38 1 0 11 0 4 2 1 3 2 0 29 1 1 9 0 25 0 1 0 14 0 4 0 2 14 25 0 5 7 0 0 0 0 1 1 1 1 0 0 0 0 0 0 21 0 0 1 0 3 1 0 0 0 1 0 0 5 0 0 0 1 0 0 7 0 19 3 2 13 0 0 0 0 1 2 4 0 0 7 0 3 12 0 8 0 22 0 4 0 2 0 2 6 1 13 2 0 0 0 0 0 1 0 0 0 0 3 3 0 0 0 12 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TTATCGAGTGTCAGTAAAACTGCG......................................................... 24 1 1 1334.00 1334 8 2 8 4 0 3 1 0 1 9 4 1 34 1 1 1 0 7 4 3 3 14 1 9 0 0 6 0 52 1 10 1 15 3 6 36 9 7 2 1 1 4 0 0 33 3 77 2 0 19 3 2 15 78 20 14 0 42 27 0 0 18 7 4 14 2 33 0 0 1 5 11 6 1 4 7 17 0 0 0 16 9 25 1 61 6 0 17 4 3 0 4 19 9 10 14 0 7 2 0 3 5 0 2 41 0 4 0 1 5 3 1 0 0 16 3 6 2 0 6 3 1 1 2 4 1 0 5 0 1 1 0 0 15 19 1 5 9 3 1 3 0 1 0 14 1 0 5 11 2 0 0 3 17 2 69 0 1 2 4 0 0 0 1 7 0 0 1 0 1 0 5 0 0 0 1 0 5 0 7 0 5 0 2 4 6 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 5 5 0 0 0 0 0 0 4 0 0 8 0 1 0 0 0 0 0 0 0 1 0 5 0 0 3 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................CGAGTGTCAGTAAAACTGCG......................................................... 20 0 1 1275.00 1275 6 19 15 10 11 4 14 3 1 15 1 2 2 0 1 1 1 1 2 4 41 2 1 15 2 8 1 0 0 1 4 0 39 7 3 1 16 6 0 0 2 1 1 0 7 2 12 0 0 5 0 3 32 6 0 6 1 4 1 0 1 14 2 0 0 0 17 1 3 0 1 2 0 0 3 14 0 2 0 0 20 0 25 5 1 7 0 34 1 0 1 1 0 2 10 0 0 1 0 0 0 2 1 6 0 0 0 0 0 0 1 0 1 0 24 6 0 1 0 2 0 0 0 1 3 13 0 1 0 0 0 0 0 8 209 0 0 0 1 0 0 0 11 0 7 0 0 3 7 0 0 1 0 39 3 13 0 0 0 3 0 0 0 38 0 0 1 40 0 2 0 1 0 0 0 32 20 0 0 1 0 0 1 0 0 0 0 3 0 1 147 1 0 4 0 0 1 0 0 0 0 0 0 3 0 0 0 0 0 0 0 1 6 0 0 0 10 0 0 0 0 0 0 0 0 0 17 0 0 17 1 0 0 3 6 2 13 0 0 0 5 0 0 1 0 0 0 3 1 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 7 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TTTGAGCAGTTTTACCGACA................................................................................................... 20 0 2 1244.50 2489 140 101 194 230 20 10 27 10 54 4 9 50 1 22 43 88 6 10 2 4 2 31 5 12 7 12 22 4 4 16 15 7 17 7 10 3 0 3 6 2 5 7 7 31 13 8 8 11 13 9 4 16 11 14 4 0 9 12 26 29 0 13 13 9 8 17 21 6 15 61 11 10 14 2 0 4 23 11 0 15 4 29 8 0 2 8 20 12 0 19 3 3 5 6 1 5 3 10 14 47 4 14 23 29 5 13 31 11 2 3 13 4 7 11 2 3 13 24 12 8 0 1 6 1 0 6 3 8 3 10 7 4 14 10 0 0 2 5 0 12 1 2 1 0 2 1 16 2 3 2 0 7 0 1 0 1 1 0 25 1 0 0 2 13 3 3 6 15 25 4 0 1 19 8 18 8 17 2 9 0 0 0 4 5 0 5 0 0 1 0 0 0 3 6 0 0 0 0 0 0 8 0 0 0 3 0 0 0 1 0 0 0 0 0 0 1 1 5 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TATTGAGCAGTTTTACCGACACTAT............................................................................................... 25 2 2 1231.00 2462 239 196 216 233 90 7 6 3 74 26 52 63 46 3 51 70 2 27 31 11 3 6 8 12 3 2 2 1 17 17 4 29 6 3 1 26 6 6 1 4 3 5 39 1 4 4 7 1 1 2 21 37 0 4 1 4 6 5 8 3 0 4 0 30 11 9 0 3 2 0 8 5 20 2 1 3 3 9 0 21 2 21 2 9 4 4 12 1 0 35 5 4 4 1 1 10 5 1 10 0 0 24 38 5 1 5 1 3 3 1 1 3 3 7 2 0 12 5 11 2 0 2 2 3 2 1 0 4 15 2 4 15 2 0 0 0 3 2 1 5 1 1 1 0 0 1 5 1 0 4 0 4 1 1 0 0 2 7 0 1 0 0 0 1 1 1 12 0 14 3 2 5 1 1 0 1 3 4 2 1 0 1 0 4 7 0 1 2 4 0 1 0 1 0 11 1 0 8 3 74 0 1 0 4 1 0 1 1 1 1 1 0 0 0 2 0 0 0 0 0 0 1 0 0 30 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................AATTGAGCAGTTTTACCGACA................................................................................................... 21 2 3 1195.67 3587 473 124 715 443 28 0 0 0 132 10 20 126 8 0 41 137 0 8 6 0 0 0 0 0 0 1 0 1 1 16 0 8 2 0 1 22 0 0 0 2 0 0 24 1 2 0 0 0 0 0 2 1 0 0 0 0 0 1 26 20 3 2 0 8 1 11 0 0 4 0 5 0 226 1 0 3 22 67 0 23 1 69 0 0 0 0 38 0 0 121 0 0 0 0 0 8 1 0 8 0 0 40 118 0 0 15 4 7 0 0 16 12 0 46 0 0 54 2 0 0 0 0 19 0 0 0 1 38 7 1 16 9 1 0 0 0 6 1 0 1 0 4 0 1 0 8 1 1 0 4 0 2 0 0 0 0 0 0 0 6 0 0 0 2 0 0 4 0 7 9 0 2 0 1 0 0 1 0 0 0 0 1 0 38 0 0 6 0 4 0 11 0 16 0 0 0 0 0 0 0 0 0 0 5 13 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TGAGCAGTTTTACCGACACT................................................................................................. 20 0 2 1176.00 2352 97 62 211 106 38 119 53 70 26 16 8 77 18 26 26 24 46 6 4 40 25 20 19 9 22 6 20 10 0 5 8 2 11 20 10 2 0 5 7 6 8 10 7 19 3 7 3 6 4 14 7 10 0 9 8 0 1 9 1 0 5 13 6 0 2 1 4 9 0 7 2 3 5 4 72 3 0 2 0 0 1 0 4 61 13 18 4 8 5 2 2 8 12 7 9 2 1 2 0 53 13 1 0 9 8 1 1 0 1 3 1 2 0 0 0 5 0 6 1 3 0 3 1 0 32 1 5 0 1 2 0 0 4 11 3 9 1 0 1 8 1 4 0 0 0 0 1 0 3 5 70 0 1 2 0 0 5 17 1 2 0 0 2 2 13 2 1 2 0 1 2 0 6 3 1 1 1 0 0 14 26 0 3 2 12 10 0 17 1 0 1 16 3 5 25 4 0 6 17 0 1 19 21 0 0 6 8 7 9 5 7 9 2 12 8 3 0 1 0 9 0 0 0 4 0 0 0 2 5 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 3 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................CAATTATCTGTCGTCTCCAT..................................... 20 0 1 1087.00 1087 2 2 1 2 37 15 0 37 0 48 24 0 19 18 1 0 23 17 38 6 14 11 0 6 6 5 6 1 8 19 6 20 5 1 4 24 4 11 2 0 1 0 38 0 1 0 1 1 0 0 2 14 1 3 4 3 1 0 9 11 1 6 1 7 13 7 0 0 30 0 11 2 1 2 5 4 10 6 0 2 1 3 4 11 4 1 15 0 1 8 2 5 1 2 7 3 0 0 2 0 2 6 8 0 3 2 0 12 1 0 2 2 0 12 1 6 0 0 0 0 0 2 3 1 2 1 0 1 54 0 3 68 0 0 5 0 7 1 0 0 0 0 1 0 0 1 1 1 2 4 0 5 0 1 0 0 0 1 1 4 0 0 0 0 0 0 24 0 2 1 0 0 0 0 3 1 1 0 0 0 1 2 0 0 1 0 54 3 31 0 0 0 0 0 2 0 2 2 4 0 0 0 1 2 1 0 0 1 0 2 0 1 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ATTTGAGCAGTTTTACCGACACTAT............................................................................................... 25 1 2 1019.50 2039 318 119 212 189 63 8 5 14 59 30 65 53 30 8 43 37 8 20 20 24 0 3 5 4 2 5 9 4 12 11 3 19 3 17 2 30 3 7 3 6 4 2 28 1 5 0 9 5 1 3 2 10 0 3 2 4 1 4 9 5 0 3 0 8 8 10 0 0 0 0 2 1 20 4 0 2 8 6 0 20 3 13 1 7 3 1 18 0 0 24 4 1 0 1 1 5 4 0 3 0 0 14 28 5 1 8 2 4 3 3 2 2 4 16 1 1 8 0 5 0 3 2 6 1 2 0 7 5 15 4 6 8 4 0 1 0 1 2 1 0 0 0 0 0 7 3 5 1 3 1 0 1 1 0 2 2 0 2 0 1 0 0 0 1 0 0 4 2 4 1 0 3 0 1 0 2 1 1 0 2 2 0 0 1 4 0 6 0 3 0 5 2 0 0 0 3 1 5 4 0 0 0 0 0 1 0 0 0 1 0 1 0 0 0 22 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................ATTGAGCAGTTTTACCGACACTA................................................................................................ 23 1 2 1015.50 2031 351 175 589 326 58 2 11 3 34 7 34 72 24 2 14 40 2 28 29 4 1 1 1 1 4 3 0 1 4 0 0 4 1 1 0 14 1 2 2 4 0 1 2 1 2 9 1 0 0 0 6 3 2 0 0 1 1 0 6 2 1 1 1 0 4 0 0 1 0 1 3 0 11 1 0 0 2 4 0 4 2 4 2 2 0 0 0 0 0 7 0 0 0 1 0 4 1 1 2 0 0 4 4 1 0 3 1 0 0 0 4 5 0 10 0 0 1 1 2 0 0 0 1 0 0 0 0 3 1 0 3 1 0 0 1 0 2 2 0 2 0 0 0 3 0 1 1 0 0 2 0 0 0 0 0 0 0 1 0 4 0 0 0 1 0 0 1 1 1 0 0 0 1 0 0 0 0 1 1 2 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 3 0 1 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TGAGCAGTTTTACCGACAC.................................................................................................. 19 0 2 907.00 1814 77 61 744 78 14 17 55 12 11 11 14 169 7 13 20 13 11 3 2 3 4 7 14 2 2 2 3 2 0 0 4 2 4 5 1 3 0 2 3 1 4 11 0 24 10 2 2 2 2 4 8 4 3 3 0 0 2 0 7 0 5 11 2 1 0 0 5 5 5 11 0 1 2 7 0 0 1 2 0 1 0 4 0 3 1 21 8 0 0 2 2 0 9 4 0 1 3 13 0 0 0 1 5 9 5 2 9 1 1 1 1 0 1 0 1 1 0 2 0 0 3 0 0 2 1 2 2 3 0 3 0 0 5 1 6 2 1 0 5 5 2 4 2 0 9 0 1 0 1 3 5 2 4 1 1 6 2 0 3 0 0 0 0 6 0 1 0 4 0 0 0 0 2 0 0 6 1 1 1 3 0 0 2 0 0 7 1 0 0 0 0 0 3 17 0 0 0 0 0 0 0 0 1 1 1 0 0 0 1 0 0 0 5 0 2 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................AATTTGAGCAGTTTTACCGACACTAT............................................................................................... 26 2 2 898.00 1796 380 94 197 240 39 0 2 1 63 32 69 28 24 0 20 64 2 29 22 7 1 0 2 1 1 1 0 1 15 15 1 7 0 0 0 23 0 1 1 2 2 0 33 0 0 1 0 3 0 0 1 6 0 0 0 1 1 0 5 9 3 0 0 3 2 1 5 0 3 0 2 0 10 3 0 1 5 7 0 6 0 7 0 0 0 0 54 0 0 29 0 2 0 0 0 5 1 0 3 0 0 7 21 1 0 12 0 0 0 0 5 2 0 28 0 0 8 0 1 1 0 0 2 1 0 0 7 5 7 1 4 5 0 0 0 0 2 0 0 3 0 1 0 0 0 1 1 0 1 1 0 1 1 0 0 0 0 2 0 0 0 0 0 0 0 0 2 1 0 0 0 6 0 0 0 0 1 0 0 3 0 0 0 4 7 0 2 0 6 0 0 1 3 0 4 5 0 13 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 3 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................AGTATCGAGTGTCAGTAAAACTGCG......................................................... 25 1 1 823.00 823 37 28 73 41 12 5 16 3 8 32 7 17 2 7 8 5 8 5 21 1 7 1 2 16 9 6 3 7 4 1 2 1 7 4 4 23 22 5 3 1 11 0 0 0 1 9 3 1 1 4 1 1 12 2 7 35 0 1 3 0 1 0 3 1 0 1 0 0 0 0 0 3 1 0 13 3 3 0 0 0 0 1 6 17 2 6 0 2 0 1 0 0 5 1 1 0 0 4 0 0 0 3 0 0 1 2 0 0 0 1 1 0 0 0 2 5 1 0 0 0 0 0 0 1 28 1 0 1 0 0 0 0 0 0 6 0 0 0 0 1 0 0 1 0 0 0 0 0 2 0 0 3 0 2 0 1 1 4 0 0 0 0 0 1 2 0 0 0 0 0 0 1 0 0 1 0 1 0 0 10 3 0 0 0 15 0 1 0 0 0 0 1 0 0 2 1 0 3 14 0 0 0 0 0 1 0 4 0 0 1 5 5 4 1 0 0 0 0 0 1 0 0 0 0 0 0 16 0 0 12 0 0 1 0 0 0 14 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TTTTGAGCAGTTTTACCGACACTAT............................................................................................... 25 1 2 814.50 1629 95 88 53 105 31 16 29 52 26 8 29 20 21 22 21 25 25 17 12 25 16 22 15 11 5 7 9 5 10 15 12 19 16 34 8 5 17 11 8 5 8 4 16 9 23 8 11 4 4 4 1 21 10 11 2 10 5 12 16 2 8 11 3 8 4 4 13 5 1 2 5 4 3 3 5 10 8 7 0 6 2 8 3 22 2 8 3 8 2 4 10 5 21 0 8 1 3 3 1 1 2 2 7 3 1 2 2 6 7 1 5 0 9 3 1 3 1 5 1 4 2 3 1 9 9 2 0 3 8 3 2 6 1 0 3 1 0 2 1 3 2 0 2 0 6 0 10 1 1 0 4 0 0 0 3 1 0 3 1 1 0 0 1 4 1 0 10 6 8 0 4 3 2 3 1 6 8 0 1 6 0 1 0 2 0 0 4 3 4 0 1 5 0 0 3 0 0 0 0 0 0 2 0 0 1 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ACTTGAGCAGTTTTACCGACACTAT............................................................................................... 25 2 2 809.50 1619 193 75 318 166 32 10 3 2 45 8 39 43 72 3 6 33 9 16 13 11 3 0 4 4 0 4 3 1 35 1 0 3 1 2 3 63 0 5 1 11 2 0 9 0 2 2 4 0 0 1 16 5 1 2 2 0 3 1 3 2 3 3 0 18 4 5 0 0 1 0 9 0 8 4 0 1 2 7 0 70 3 4 0 1 4 0 7 0 0 16 0 1 0 1 0 13 3 0 4 0 0 6 13 0 0 6 2 4 2 0 0 2 1 13 1 1 3 2 0 0 0 3 4 1 1 1 0 4 4 0 3 0 1 0 0 0 2 4 0 0 1 2 1 0 4 4 1 1 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 3 0 4 0 1 0 0 2 0 0 1 0 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 0 1 0 1 2 1 3 4 0 0 0 1 1 0 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TGTATCGAGTGTCAGTAAAACTGCG......................................................... 25 0 1 627.00 627 4 7 4 8 3 6 7 2 3 26 8 1 2 8 0 0 4 7 8 1 3 2 14 19 2 7 5 5 1 1 8 0 6 22 11 3 13 13 4 4 7 2 0 0 14 18 6 1 0 7 1 2 16 4 5 7 3 3 3 0 4 5 2 0 0 0 3 0 1 0 0 2 0 4 9 2 0 0 0 0 3 3 2 10 1 2 0 4 1 0 0 2 6 3 2 1 2 6 2 0 0 1 0 1 1 1 0 0 4 0 0 0 0 0 4 6 1 1 0 3 0 0 0 4 9 5 0 1 0 0 0 0 0 0 30 0 0 1 0 0 0 0 0 0 2 0 0 0 8 0 0 1 1 2 1 17 0 15 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 1 0 0 6 2 0 0 0 0 5 0 6 0 1 0 0 0 0 0 0 0 1 0 0 0 0 4 1 0 0 1 0 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 1 0 0 13 0 1 13 0 0 0 0 1 4 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................AAATTGAGCAGTTTTACCGACA................................................................................................... 22 3 3 625.00 1875 307 40 314 329 18 0 0 0 86 3 9 103 5 0 20 123 0 4 5 0 0 0 0 0 0 0 0 0 1 21 0 4 0 0 0 7 0 0 0 3 0 0 29 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 13 2 0 1 0 4 0 4 0 0 1 0 1 0 107 0 0 0 3 21 0 7 0 29 0 0 0 0 3 0 0 41 0 0 0 0 0 9 1 0 0 0 0 16 35 0 0 8 1 0 0 0 6 7 0 14 0 0 18 0 1 0 0 0 16 0 0 0 0 7 10 0 7 3 0 0 0 0 1 0 0 0 0 1 0 6 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 4 0 1 1 0 0 0 0 0 0 0 0 0 0 0 2 0 6 0 0 4 0 6 0 1 0 5 0 0 0 0 0 0 0 0 0 0 1 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................ACTGAGCAGTTTTACCGACACTAT............................................................................................... 24 2 2 514.00 1028 206 82 252 123 18 1 3 7 33 10 9 30 55 0 9 20 1 9 5 0 0 0 1 1 0 1 1 0 10 0 1 4 1 0 0 14 0 1 1 1 1 1 5 0 0 0 0 0 0 2 6 2 2 1 1 0 1 1 1 2 0 1 0 2 0 1 0 2 2 1 2 0 6 0 0 0 2 1 0 4 1 0 0 0 0 2 3 0 0 2 0 0 1 0 0 2 0 0 2 1 0 0 1 0 0 2 0 0 0 0 1 0 0 2 0 0 6 1 4 0 0 0 0 0 0 1 0 0 2 0 3 1 0 0 0 0 1 1 0 0 0 1 1 1 0 0 1 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 6 0 0 0 1 1 0 1 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 3 0 1 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................CGGAGCAGTTTTACCGACACTAT............................................................................................... 23 2 2 418.50 837 213 93 151 126 30 0 0 0 19 0 0 11 29 0 13 11 0 11 0 0 0 0 0 0 0 0 1 0 11 0 12 1 2 0 0 1 0 10 0 0 0 1 0 1 0 8 3 3 3 2 9 0 1 1 1 0 2 2 1 1 0 3 0 0 2 0 0 6 0 0 0 0 1 1 1 0 1 0 0 1 1 1 0 0 1 4 0 0 0 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 1 0 1 1 0 0 0 0 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 3 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................AATTGAGCAGTTTTACCGACACTA................................................................................................ 24 2 2 415.00 830 165 23 267 137 17 1 1 0 20 0 21 33 6 0 4 28 0 12 12 1 0 0 0 0 0 0 0 0 2 0 0 2 0 0 0 9 0 0 0 4 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 0 0 1 0 1 0 0 0 0 0 0 4 1 0 1 0 0 0 3 0 0 0 0 0 0 0 0 0 5 0 0 0 0 0 2 0 0 0 0 0 0 5 0 0 2 0 0 0 0 0 2 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 4 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 1 0 0 0 4 1 1 4 1 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chrX:8985213-8985382 - dme-

mir-
13b-
2-as

GAC---TCA----------------CTTGCAC----------------------------------------------------G---------------------------------CGCAACAT-----TTCC------------ACGTTGATG---A-GGCTGGCTGTC-CAACAAACTCGTCAAAATGGCTGTGATATGA-AGT-CAAAT----CC-ACATAGCTCACAGTCATTTTGACGCGTTAATAGACAGCAGAG---------------------------------GTAG-------------------------------------------------------------ACGATG------------------------------------TTTAGCACGATG---GAA---CTGGAAAC-----A------TTACTT

droSim2 x:8531876-8532043 - A-T---TCA----------------CTTGCAC----------------------------------------------------G---------------------------------CACGACTTTT------C------------ACGTTGATG---A-GGCTGGCTGCC-CAACAAACTCGTCAAAATGGCTGTGATATGA-AGT-CAAAT----CC-ACATAGCTCACAGTCATTTTGACGCGTTGATAGACAGCAGAG---------------------------------GCAG-------------------------------------------------------------ACGATGG------------------------------------GTAGCACGATG---GAA---CTGGAAAC-----A------TTACTT
droSec2 scaffold_34:345568-345735 - A-T---TCA----------------CTTGCAC----------------------------------------------------G---------------------------------CACGACTTTT------C------------ACGTTGATG---A-GGCTGGCTGCC-CAACAAACTCGTCAAAATGGCTGTGATATGA-AGT-CAAAT----CC-ACATAGCTCACAGTCATTTTGACGCGTTGATAGACAGCAGAG---------------------------------GCAG-------------------------------------------------------------GGGATGG------------------------------------GTAGCACGATG---GAA---CTGGAAAC-----A------TTACTT
droYak3 X:12330522-12330697 + AAT---GCA----------------CTTGAAC----------------------------------------------------G---------------------------------GCCGACTTTT------C------------ACG---ATGATG-----AGACTGGC-CAGCAAACTCGTCAAAATGGCTGTGATATGA-AGT-CAAAT----CC-ACATAGCTCACAGTCATTTTGACGCGTTACTAGACAGCAGGG---------------------------------GTAA-------------------------------------------------------------GCGACG----------AGTCCA-------TAACT-------GAGTAGCACGAAG---AAA---CTGG-CAA-----A------TCACTT
droEre2 scaffold_4690:6132262-

6132439 +
A-T---TCA----------------CTTGCAC----------------------------------------------------G---------------------------------CCCGACACTT------C------------ACG---ATGATG-----GGGCTGCC-CAACAAACTCGTCAAAATGGCTGTGATATGA-AGT-CAAAT----CC-ACATAGTTCACAGTCACTTTGACGCGCTAATAGACAGCAGGG---------------------------------GGTT----------------------------------------------------------TAAACGACG----------AATCTA-------TCACT-------GCGTAGCACGACA---AAA---CAA-GAAA-----A------TCACTT

droEug1 scf7180000409631:397621-
397794 -

CAC---ATA----------------TTTCGAC----------------------------------------------------A----------------------------------------CTTCAAATTC------------CCG---ATGATG-----TGCCTGCC-CAACAAACTCGTCAAAATGGCTGTGATATGA-AGT-CAAAT----CA-ACATAGCTCACAGTCATTTTAACGCGTTAATAGACAGCAAAG---------------------------------GTAA-------------------------------------------------------------GGGATC----------ATTCTG-------TAGG--------GTATATCACGATC---GAA---TCA-CGAA-----A------CCACTT

droBia1 scf7180000301760:4584554-
4584718 -

CAT---GCA----------------CTTGGAC----------------------------------------------------C---------------------------------TTCAAG-------CTCC------------CCGATGATGATG-----CGCATGCC-CAACAAACTCGTCAAAATGGCTGTGATATGA-GGT-TAAAT----GC-ACATAGCTCACAGTCATTTTGACGCGCTGATAGACAGCAGAA---------------------------------GTAC-------------------------------------------------------------GGGGTGAAGATCTCTG-------------C---------------------------AAA---CTG-AGGG-----A------TCACTT

droTak1 scf7180000415169:933628-
933797 +

GGC---TCT----ATGA--------TTTACAC----------------------------------------------------A------------------------CTGGA--------ACTTTT------C------CT-TTAACG---ACG---A-ATGCGACTGGC-CAACAAACTCGTCAAAATGGCTGTGATATGA-AGT-CAAAT----CC-ACATAGCTCACAGTCATTTTGACGCGTTAATAGACAGCAGGG---------------------------------T--A-----------------------------------------------------------------TAA----------------ACTATAT---------------------------AAA---CTATAAAC-----T--ATATAAACCT

droEle1 scf7180000491006:2500467-
2500657 -

GAT---TAG--GTATTAATCGTTCACTTGGAT----------------------------------------------------C----------------G--------------------------------G------------ACATCGATGATG-----TGCCTGCC-CACCAAACTCGTCAAAATGGCTGTGATATGA-AGT-CAAAT----CC-ACATAGTTCACAGTCATTTTGACGCGTTAATAGACAGCAGTA---------------------------------GCAGAGG-------------------------------------------------------CATAAGAGAAGG-------AATCTT-------ATAAT-------GTGTA--ACCACC-----A---ATAGCCAA----------AACCACTT

droRho1 scf7180000779841:510672-
510855 -

A-T---TCA----------------CTTGGAT----------------------------------------------------T----------------G-------------------GACTCTTAACGTCC------------CCG---ATGATG-----TGCCTGCC-CAACAAACTCGTCAAAATGGCTGTGATATGA-AGT-CAAAT----CC-ACATAGCTCACAGTCATTTTGACGCGTTAATAGACAGCAAAG---------------------------------CTGA-------------------------------------------------------------AGGATG----------AATCTAAAATCTATAACT---------GTAGCCCGAAC---AAA---CTAA-ACA-----G------GCACTT

droFic1 scf7180000453829:954166-
954333 -

ATT---TCA----------------TTCGGAC----------------------------------------------------C---------------------------------CCC---TCAAAGAGTCC------------TCG---ATGCTG-----AGGCTGTC-CGCCAAACTCGTCAAAATGGCTGTGATATGA-AGT-CAAAT----CC-ACATAGCTCACAGTCATCTTGACGCTTTGAAAGACAGCAGAT---------------------------------G--A-------------------------------------------------------------TGGAT------CACTG---------------------------TTAAC-CGAAC---GAA---ACGAAGGC-----A------ACACTT

droKik1 scf7180000301542:45300-45506
-

ATC---CGA----------------TATACAC----------------------------------------------------A----------------------CACAG---------GACGATCTATATCCCTGTTCCATTTATTG---ATGATG-----AGTCTGTC-CATCAAACTCGTCAAAATGGCTGTGATATGA-AGT-CAAAT----TCAACATAGCTCACAGTCATTTTGACGCGTTGATAGACAGCAAAG-----CACAG-----------------------GTGGAGGAGAGGAG------------------------------------------------------AAT-----AGGCA-----T-------TAACT---------GGAGCA---------AG---CTAGAAGCAGAGTA------GGACTT

droAna3 scaffold_13047:797420-797608
-

CAC---TTT----CCTAAGCATCCACTTGAGT----------------------------------------------------------------------------------------------CT------C------------GCGCCGATG---A-CTTTCACTGTC-CACCAAACTCGTCAAAATGGCTGTGATATGA-CAT-CAAAT----AC-GCATAAGTCACAGTCATTTCGACGCGCTGGGAAACAGGTAAT---------------------------------GAAG----------------------------------------------------------CAGAAGCGGGACAA-GG--CA-CTT-------AAAA--------C-TT--GACCAAG---AAA---ATAAACAG-----A------ATACTG

droBip1 scf7180000396431:582320-
582511 -

ACT---GCACTTTCTCGACCATCCCCTTGGGC-------------------------------------------------------------------------------------------------------------CT----CTGTCGATG---G-TTATGACTGTC-CACCAAACTCGTCAAAATGGCTGTGATATGG-CAT-CAAAT----AC-GCATAAGTCACAGTCATTTCGACGCGTTGGGAAACAGCAAGA---------------------------------TTAG----------------------------------------------------------CAGAAGAGGAACCG-GG--TG-CTA-------TAAA--------C-TT--CACCAAG---GAA---ATAAATAA-----A------ATACTG

dp5 XL_group1e:7000664-7000939 + GGCATTCCA----------------CTCGCACTTTTGAAATAATTGAATTTTTGTTTTCATTTATGGTTTCTTTGCAAAGTCACGCGCGTTCGTTTCGATTGTACAACACTGGAAAAGCTCCACTCTG-------------------CCATTGATG---GAGTGGGACTGCA-CATCAAACTCGTCAAAATGGCTGTGATATGA-GAT-CAAAA----AC-ACATAGCTCACAGTCATTTTGACGCGTAAATGTGCAGCAGCA---------------------------------GTAGCAG-------------------------------------------------------CAGAATGAGAGCAG-------CA--------------TGGTTGGGTGG----------AGGT-ACA--GG-GGT-----TTCATTTATACTC
droPer2 scaffold_13:1553199-1553474

-
GGCATTCTA----------------TTCGCACTTTTGAAATAATTGAATTTTTGTTTTCATTTATGGTTTCTTTGCAAAGTCACGCGCGTTCGTTTCGATTGTACAACACTGGAAAAGCTCCACTCTG-------------------CCATTGATG---GAGTGGGACTGCA-CATCAAACTCGTCAAAATGGCTGTGATATGA-GAT-CAAAA----AC-ACATAGCTCACAGTCATTTTGACGCGTAAATGTGCAGCAGCA---------------------------------GTAGCAG-------------------------------------------------------CAGAATGAGAGCAG-------CA--------------TGGTTGGGTGG----------AGGT-ACA--GG-GGT-----TTCATTTATACTT

droWil2 scf2_1100000004590:2053012-
2053196 -

GAT---TTT-------------------GCAT----------------------------------------------------T--------------------------------------------ATTTTT------------ATG---AAGATT-----CGTATGCC-CATCGAACTCGTCAAAATGGCTGTGATATGA-ATTTCTGACCGGTTA-ACATAGCTCACAGTCATTTTGACGCGACCATGGACATCAGTTGTAAGCACAGCAGTTGCAGGGGTAGGTACATTGGGG-----GAGGGGG--------GCGA------------------------------------------------------------------------------------GCACAA----------------TGA-----A------ATACTT

droVir3 scaffold_12970:9304244-
9304422 -

--------------------------------------------------------------------------------------------------------------------------------------------------------------------TGGCTGCCACATCAAACTCGTCAAAATGGCTGTGATATGA-ATGGCAAATGCAACA-ACATAGCTCACAGTCATTTTGACGCGCCAATATGGAGCATTG---------------------------------GCAGCAGCGAGAGAC--------ACGCACACATTCGCATATTTATGA-------------AG---TGTATGAGTAA-------TA--------------TGATTGTAAGT----------GTTT-A-----GGGGG-----A------TTACTT

droMoj3 scaffold_6473:13342553-
13342724 +

--------------------------------------------------------------------------------------------------------------------------------------------------------------------TGGCTGCCACATCAAACTCGTCAAAATGGCTGTGATATGATAAT-CTCAT----AA-ACATAGCTCACAGTCAATTTGACGCGCAAATATGGAGCATTA---------------------------------GAGGAAGCGTGAAACACATACATACACACACTATCAAATATTTAT---------------------------------------------------------------AG----------AGGT-AAATGAGTAATTGTTTG-GGCTTTCACTT

droGri2 scaffold_15203:306910-307104
-

--------------------------------------------------------------------------------------------------------------------------------------------------------------------TGGCTGCCACATCAAACTCGTCAAAATGGCTGTGATATGA-ATTACAACTGCAACA-ACATAGCTCACAGTCAATTTGACGCGCCAATATGGAGCACTG---------------------------------ATAGCAACGACCATG--------AAGAACACACTCACATATTTATGATTAGGTGGTAGGTAA---TGAATGAATATTATTA-------------T--------------TAAT-TG--GTAAAT-AAA--A-GAAT-----A------TCACTT
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TTATGCTTCATATTGTTAAGAAATCAACGAAAACTTTGAGCGTTAAAAAGAAGTTTCCTTACTTCAAATTCTTGTTGCATTTCCAACGCTTTCAGAATTTGAAACTTTGGAAATGTAACATCTTTAAAGTTGATGGGAGTACACATGCAAAAATATTGCGGGATCATTAAAAATACGAAAAGGTATTTTTCAGACC
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Schneider 2
(S2)
cellsoxidation

GSM379067

SpnE
Mutant

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

GSM609250

ML-DmD32
cell

V128

S3

V130

ML-
DmBG3-
c2

SRR001345

ago2_non-
beta-
eliminated

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM379062

Squ
Mutant

GSM360262

0-2d
pupae

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

V038

Felix
sample
S2
only

GSM322533

female
head #1

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

SRR060644

A2_ovaries_total

SRR060652

hs-
Penelope_testes_total

GSM609239

IR- 2-
18hr

GSM609220

ML-DmD21
cell

GSM609227

CMEW1
Cl.8+
cell

V078

Desiccation,
female head

.......................................................................................................ACTTTGGAAATGTAACATCTTT....................................................................... 22 0 1 6.00 6 0 0 0 0 0 0 0 1 0 0 3 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................AAACTTTGGAAATGTAACATCT......................................................................... 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................AAACTTTGGAAATGTAACATC.......................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................AACTTTGGAAATGTAACATCTT........................................................................ 22 0 1 2.00 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................ACTTTGGAAATGTAACATCT......................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................ACTTTGGAAATGTAACATCTTTA...................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................ATTAAAAATACGAAAAGGTATTTT....... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................ACTTTGGAAATGTAACATCTTA....................................................................... 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AATACGAAGTATAACAATTCTTTAGTTGCTTTTGAAACTCGCAATTTTTCTTCAAAGGAATGAAGTTTAAGAACAACGTAAAGGTTGCGAAAGTCTTAAACTTTGAAACCTTTACATTGTAGAAATTTCAACTACCCTCATGTGTACGTTTTTATAACGCCCTAGTAATTTTTATGCTTTTCCATAAAAAGTCTGG

***********************************(((..............(((((((.............((((((((((((((...(((((.....)))))..))))))))))))))..............))))).))................)))***********************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V138

Male
cold
body

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR031692

Total
small
RNAs from
Oregon R

V139

Cold_female_body

GSM609234

CS Â male
total RNA
Â 

GSM609223

male, one
day

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR029633

total
small RNAs
from hen1
homozygous
flies

V086

female
body,
aged

V136

Male
aged
body

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

GSM609222

ML-DmBG1-
C1

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

V073

mbn2

SRR065802

Piwi-
IP_zuc_mut_ovaries

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V142

Oxidation_female_body

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR001339

WT_females_non-
beta-eliminated

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V008

S2-
DRSC

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR001349

heterozygous_dcr-
2_untreated

V077

cold,
female
head

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

V091

fGS/OSS
total
Â 

SRR023402

total RNA
extracted
from NLS-
P19 cells

SRR060653

hs-Penelope_
ovaries_total

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V079

Oxidation,
female
head

GSM609238

embryo
14-24hr

GSM399110

KC-48 #2

GSM628272

ago2[414]
ovary
total RNA

GSM371638

S2-NP

SRR010953

Aub
heterozygotes,
oxidized

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

SRR097867

Drosophila
S2-NP
cells

GSM609250

ML-DmD32
cell

V140

Dessication_female_body

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

V036

ML-
DmD20c5
cell

SRR001347

ago2_untreated

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR065806

Piwi-
IP_squ_mut_ovaries

V074

S3

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR023197

RNA
Library
from S2
control
cells

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

GSM609240

IR+ 2-
18hr

V022

ML-
DmD32
cell

V096

loqsKO/f00791
ovary

GSE24545

CS ovary
total
RNA

V137

Male
aged
head

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR014277

Ovary_rep1_NA_P

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM322208

3rd
instar #2

SRR060652

hs-
Penelope_testes_total

SRR001348

ago2_oxidized

GSM609225

ML-DmBG3-
C2

GSM609244

KC+48 #2

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

V141

Heat_female_body

GSM280085

WT testes
(18-24nt)

GSM379060

SpnE
Heterozygote

SRR001338

IR_non-
beta-
eliminated

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

V006

r2d2 female:
possibly
heterozygous

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609221

1182-4H
cell

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V145

S2-
DRSC

SRR001664

homozygous_dcr-
2_untreated

GSM609243

KC+48 #1

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM609230

CS,ovary,AGO1IP

AGO1

V032

S1
cell

V148

mbn2

V135

CME
W2
(wing
disc
line)

GSM385821

OSS_s7

SRR097865

Drosophila
S2-NP
cells

GSM609224

female,
one day

GSM609237

ago2[414]
ovary
total RNA

SRR001341

WT_males_non-
beta-
eliminated

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

V080

Starvation,
female head

SRR060645

yw67c23(2)_testes_total

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM280086

WT
ovaries
(AGO2IP)

AGO2

GSM322533

female
head #1

SRR010959

Ago3 IP in
heterozygotes

AGO3

V085

CME
W2
wing
disc

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

..........................................................................TTCGTAAAGGTTGCGAAA........................................................................................................ 18 2 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:4838677-4838872 + block998659 T--TATGCTTCATATTGTTAAGAAATCAACGAAAACTTTGAGCGTTAAAAAGAAGTTTCCTTACTT----------------------------------------CAAATTCTTGTTGCATTTCCAACGCTTTCAGAATTT--GAA--------------------------------------------------------------------ACTTT-----GGAAATGTAAC------------------------ATCTTTAAAGTTGATGGGAGTAC---ACATGCAAAAATATTGCGGGATCATTAAAAATACGAAAAG--GTA---------------TTTTTCAGACC
droSim2 2r:5648067-5648263 + ------ACTTCATATTCTTAAAAAACCAACGAAAACTTTGAGCGTTAAAACGAAGTTTCCTTACTT----------------------------------------CAAATTTTTATTGCATTTCCAACGCTTTCAGAATTT--GAA--------------------------------------------------------------------AATTTTTAATGTAAATGTAAC------------------------ATCTTTAAAATTGATGGGAGTAC---ACATGCATAAATATTGCGAGATCATTAAAACTACGAAGAA--GCA---------------TTTTGCAGACC
droSec2 scaffold_1:2476884-

2477084 +
T--TATACTTCATATTCTTAAAATACCAACGAAAACTTTGAGCGTTAAAACGAAGTTTCCTTACTT----------------------------------------CAAATTTTTATTGCATTAACAACGCTTTCAGAATTT--GAA--------------------------------------------------------------------AATTTTTAATGTAAATGTAAC------------------------ATCTTTAAAATTGATGGGAGTAC---ACATGAGTAAATATTGCGAGATCATTAAAACTACGAAGAA--GCA---------------TTTTGCAGACC

droYak3 2L:17496732-17496944 + TA-CATTAATCGTCTTGTTAAAAAATCAACGATAC-----------------------------------------------GTACATATGATCACTT--------AAAATTTGTATTTTATTTTCAATGCTTCCTTTTTTTTCGAAAGGTTTCTTTAAATATGCAGGTTTTATTTTTTTATATTTATCATT-TTATAATTTA---------------------------------------------------------------ACACTTGTCGAGTGGAC---ATCCTTGTCAATCCTATGGC------AAATCGACCTCACT--GTTTTT-------------CTGCCAGACA
droEre2 scaffold_4929:17811105-

17811323 -
TA-CATCCTTCATTTTGTTAAAAAATCAACGGCAACTTTGAACGTTAATACGATAT--------------------------GTATGTATGATTATGTAAAAATTTCCAATT----TAACATTTTCAACGCTTTCTGAATTA--AAA--------------------------------------------------------------------GGCTT-----GTGAATGTGAAACCTGGGTGAATTGAGAAGTAATCTCCTTTGGAAC--AAGAGTGTGC---AAACGCAGAAAT---GCATCTTCAGTGTAAACACCA------------------------CCATTCATATT

droEug1 scf7180000409183:491532-
491625 +

C--TATACTACATATTGATATTAC-----------ATTTAAAAATTAAAAAAAAGTT------CTTCAAATCACTACAGTCTGTA---------------------------ATTATTGCAATCCCAAATACTTAAAAAT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000415386:400185-
400199 -

TATTGCC----AAATTGTT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000490483:14860-
15033 -

T--CGCT----CAGCTGTTAAAAGGC-----------------------------------------------------------------------------------------------------------------------------------------------CTGACCTTCCAATTTTTGTTATTAATAAAATTTAAAATTCGTTGAATATATTTGATTTAAGTGA--T------------------------ATATT--GAATTTATTCAAAAACCCTAAAATTTTAAATATTATATT------AAATCGAAATCGACTAAAATTTAAGCTAGATAACCGCTCCAAATT
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ID:

sblock183131

Coordinate:

chrX:11611112-11611229 -

Confidence:

Known Ortholog

Class:

antisense_to_CDS

Genomic Locale:

antisense_to_5pUTR
[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

breakpoint [Dp(1%3BY)BSC56:bk3]; breakpoint [Dp(1%3BY)BSC55:bk3]; Antisense to five_prime_UTR [prtp-u5]; Antisense to CDS [prtp-cds]; Antisense to CDS [prtp-cds]; Antisense to five_prime_UTR [prtp-u5]; Antisense to five_prime_UTR [prtp-u5]; Antisense to intron [prtp-in]; Antisense to intron [prtp-in]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ACGAAGACATTGCCGCCGGCAATCGCAGTGTCGAAGGTTTCTGGGTCCAGTTCCACGGTGAACTGCTTGTCCTGTTTGCCGGTGTCCTCCTCCTGGGACGCACGGGTGATGGGCAGGAGGGGCGACAGGAGGAGGCCACACACGGCAACGGATAAAATGGACCTGGTCAACATGATGCACGGAACGCTTGGAGAGATCTGAAAGTGTTGGGGGACCAC

**************************************************************************************(((((((((...(((.....((.....))......))).)))))))))(((......)))....................****************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM609222

ML-DmBG1-
C1

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V086

female
body,
aged

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM628272

ago2[414]
ovary
total RNA

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSE24545

CS ovary
total
RNA

V074

S3

GSM609223

male, one
day

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR060643

A2_testes_total

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V091

fGS/OSS
total
Â 

V137

Male
aged
head

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR029633

total
small RNAs
from hen1
homozygous
flies

V127

G2

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM322543

male head
#1

SRR060652

hs-
Penelope_testes_total

GSM609229

embryo 2-
6hr

V141

Heat_female_body
V144

OSC

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM609224

female,
one day

V085

CME
W2
wing
disc

V008

S2-
DRSC

V079

Oxidation,
female
head

SRR060650

A1_testes_total

V015

DreRFHV148h

V126

CME
L1

GSM609219

GM2 cell

GSM609241

s2+48 #1
GSM609217

MLDmD20c5

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

V034

ML-
DmD16c3
cell

V142

Oxidation_female_body

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR010959

Ago3 IP in
heterozygotes

AGO3
GSM371638

S2-NP

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR001339

WT_females_non-
beta-eliminated

GSM609235

CMEL1

GSM609234

CS Â male
total RNA
Â 

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM609238

embryo
14-24hr

GSM609225

ML-DmBG3-
C2

GSM280087

S2cell
(AGO2IP)

AGO2

GSM379050

Armi
Heterozygote

GSM379054

Flam
Heterozygote

GSM467729

Dmel_wt_sRNAseq
GSM385748

OSS_s6

GSM399106

female
body #2

GSM286602

male body

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR060645

yw67c23(2)_testes_total

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR065801

zuc_het(H-
Y)_ovaries

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM609237

ago2[414]
ovary
total RNA

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V138

Male
cold
body

V146

S1
cell

V147

1182-
4H
cell

SRR031692

Total
small
RNAs from
Oregon R

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

GSM609218

Sg4

GSM360262

0-2d
pupae

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

SRR032093

ago1
knockdown

V078

Desiccation,
female head

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

V073

mbn2

SRR029031

loqs-ORF
knockdown

SRR029028

untreated
(mock)

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

GSM609226

CMEW1
Cl.8+
cell

GSM609227

CMEW1
Cl.8+
cell

SRR065802

Piwi-
IP_zuc_mut_ovaries
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GSM609230

CS,ovary,AGO1IP
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(S2)
cellsoxidation
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bound
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RNAi-
fs(1)Yb
ovaries
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knockdown
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bam(delta)86/bam(delta)86genotype/variation:
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................................................................................................................................GAGGAGGCCACACACGGCAACGG................................................................... 23 0 1 9.00 9 0 0 0 0 0 1 0 1 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................GAGAGATCTGAAAGTGTTGGG....... 21 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................GTTTGCCGGTGTCCTCCTCCT............................................................................................................................ 21 0 1 3.00 3 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................CGGGTGATGGGCAGGAGGGGA............................................................................................... 21 1 1 2.00 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................CGGGTGATGGGCAGGAGGGGCG.............................................................................................. 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................TGAACTGCTTGTCCTGTTTGC........................................................................................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................ACGGGTGATGGGCAGGAGGGGC............................................................................................... 22 0 1 2.00 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................ACGGGTGATGGGCAGGAGGGGCG.............................................................................................. 23 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................CGGGTGATGGGCAGGAGGGG................................................................................................ 20 0 1 2.00 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................CACGGAACGCTTGGAGAGATC.................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................................TCTGAAAGTGTTGGGGGA.... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TTCCACGGTGAACTGCTTGTC................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................GGCAATCGCAGTGTCGAAGGTT................................................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................GCACGGAACGCTTGGAGAGAT..................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................GAGGAGGCCACACACGGCAACGGA.................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................GGTGATGGGCAGGAGGGGCGAA............................................................................................ 22 1 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................GGTCAACATGATGCACGGAACGCA.............................. 24 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................ACGGGTGATGGGCAGGAGGGGT............................................................................................... 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................GTTTGCCGGTGTCCTCCTCCTA........................................................................................................................... 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................CGGGTGATGGGCAGGAGGGGC............................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................CACGGTGAACTGCTTGTCCTG................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................GGGGCGACAGGAGGAGGCCACT.............................................................................. 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................TGCACGGAACGCTTGGAGAGA...................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................CCTCCTGGGACGCACGGGTGT............................................................................................................. 21 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................................................TGAAAGTGTTGGGGGACCAC 20 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................ACGGGTGATGGGCAGGAGGGG................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................ACAGGAGGAGGCCACACACGGCAAC..................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................GCGACAGGAGGAGGCCACACA............................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TTCCACGGTGAACTGCTTGTCC.................................................................................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................GGGTGATGGGCAGGAGGG................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................................CGGAACGCTTGGAGAGATCTT.................. 21 1 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................TTGTCCTGTTTGCCGGTGTCC................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................AGGAGGCCACACACGGCAACGG................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................CAACGGATAAAATGGACT....................................................... 18 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................................AGAGATCTGAAAGTGTTGGGG...... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................CCACGGTGAACTGCTTGTCCTG................................................................................................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TGCTTCTGTAACGGCGGCCGTTAGCGTCACAGCTTCCAAAGACCCAGGTCAAGGTGCCACTTGACGAACAGGACAAACGGCCACAGGAGGAGGACCCTGCGTGCCCACTACCCGTCCTCCCCGCTGTCCTCCTCCGGTGTGTGCCGTTGCCTATTTTACCTGGACCAGTTGTACTACGTGCCTTGCGAACCTCTCTAGACTTTCACAACCCCCTGGTG

****************************************************(((((((((...(((.....((.....))......))).)))))))))(((......)))....................**************************************************************************************
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ovary
total RNA
Â¬â€ 

SRR065802

Piwi-
IP_zuc_mut_ovaries

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote
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bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant
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.........................................................................CAAACGGCCACAGGAGGA............................................................................................................................... 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................AGGAGGACCCTGCGTGCC................................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........AACGGCGGCCGTTAGCGTCAC............................................................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................GCCGTTGCCTATTTTACCTGGA...................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................ACAAACGGCCACAGGAGGAGGACCC......................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

........................................................................................................................................................................................GCGAACCTCTCTAGACTTTCAC............ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................ATCCTCCTCCGGTGTGTGCCGTTGC.................................................................... 25 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................CCACAGGAGGAGGACCCTGCGTGCCC................................................................................................................ 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................AAAGACCCAGGTCAAGG.................................................................................................................................................................... 17 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................TCCTCCTCCGGTGTGTGCCGTT...................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................CCTCCTCCGGTGTGTGCCGTTGCCTATT............................................................... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................GGAGGAGGACCCTGCGTGCCCAC.............................................................................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................TGTCCTCCTCCGGTGTGTGCCGTT...................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................CCAGTTGTACTACGTGCCTTGCGAAC............................ 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................GTCCTCCCCGCTGTCCTC....................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................AGTTGTACTACGTGCCTTGCGAACCTCTC....................... 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................CGGCCACAGGAGGAGGACCCTG....................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................TCCGGTGTGTGCCGTTGCCTA................................................................. 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................GTCCTCCTCCGGTGTGTGCCGTT...................................................................... 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................TTACCTGGACCAGTTGTACTACGTGC..................................... 26 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................CCACAGGAGGAGGACCCTGCGTG................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................CTCCTCCGGTGTGTGCCGTTGC.................................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................CGGCCACAGGAGGAGGACCCTGCGTGC.................................................................................................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................CAAGGTGCCACTTGACGAA...................................................................................................................................................... 19 0 2 1.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chrX:11611062-11611279 - sblock183131 ACGAAGACATTGCCGCCGGCAATCGCAGTGTCGAAGGTTTCTGGGTCCAGTTCCACGGTGAACTGCTTGTCC------TGTTTGCCGGT------------GTCCTCCTCCTGGGACGCACGGGTGATGGGCAGGAGGGGCGACAGGAGGAGGCCAC-------ACACGGCAACGGATAAAATGGACCTGGTCAACATGATGCACGGAACGCT---------T----GGAGAGATCTGAA------------AGTGTTGGG-GG------ACCAC
droSim2 x:11005932-11006149 - ACGAAGACATTGCCGCCGGCAATCGCAGTGTCGAAGGTTTCCGGGTCCAGTTCCACGGCGAACTCCTTGTCC------TGTTTGCCGGC------------GTCCTCCTCCTGGGACGCACGGGTGATGGGCAGGAGGGGCGACAGAAGGAGGCCGC-------ACACGGCAACGGATAAAATGGACCTGGTCAACATGATGCACGGAACGCT---------T----GGAGAGATCTGAA------------AGTGTTGGG-GG------ACCAC
droSec2 scaffold_36:300112-300329 - ACGAAGACATTGCCGCCGGCAATCGCAGTGTCGAAGGTTTCCGGGTCCAGTTCCACGGCGAACTCCTTGTCC------TGCTTGCCGGC------------GTCCTTCTCCTGGGACGCACGGGTGATGGGCAGGAGGGGCGACAGAAGGAGGCCGC-------ACACGGCAACGGATAAAATGGACCTGGTCAACATGATGCACGGAACGCT---------T----GGAGAGATCTGAA------------AGTGTTGGG-GG------ACCAC
droYak3 X:15074513-15074717 + ACGAGGACATTGCCGCCGGCAATCGCCGTGTCAAAGGTTTCCGGGTCCAGTTCCACGGCGAACTGTTTGTCC------------------------------TCCTCCTCCTGGGACGCACGGGTGATGGGCAGGAGGGGCGACAGGAGAAGGCCGC-------ACACGGCCACAGATAAAATGGACCTGGCGAACATGATGCACGAAACGCT---------T----GGAGAGATCTGAA------------A-TTTTGGG-GG------ACCAC
droEre2 scaffold_4690:3575438-

3575661 +
ACGAAGACATTGCCGCCGGCAATCGCCGTGTCAAAGGTTTCCGGGTCCAGTTCAACGGCAATCTGTTTGTCCTCCGCCTGTTTGGCGGC------------GTCCTCCTCCTGGGACGCACGGGTGAGGGGCAGGAGGGGCGACAGGAGGAGGCCGC-------ACACGGCCACGGTTAGAATGGACCTGGTCAACATGATGCACGGAACGCT---------T----GGAGAGATCTGAA------------AGTGCTGGG-GG------ACCAC

droEug1 scf7180000409528:32604-
32831 +

ACGAAGACATTGCCACCGGCAATCGCTTTATCAAAGGATTCTGGGTCCAGCTCCACAGCGAACTGCTTTTCCGC---CTGTTTGCCGGTGGAGGAG---GCGTCTTCCTCCTGAGCAGCACGGATGAAGGGCAGGAGGGGTGACAGCAGTAGGCCGC-------ACACAGCAACGGATAAGATGGACCTGGCGAACATGATGGACGAATCGTT---------T----TGAGAGATCT--A------------ACTGCTGGG-GG------ACCAC

droBia1 scf7180000298389:1411483-
1411725 -

ACGAAGACATTGCCGTTGGCAATCGCCGGATCGAAGGTCTCCGGGTCCAGCTCCACGGCGAACTGCTTTTCCGG---CTGCTTGCCGGCGGTGGAG---GAGTCCTCCTCCTGGGCCGCCTGGGCGACGGGCAGGAGGGGCGAGAGCAGGAGGCCGC-------ACACCGCCACGGAGAAAATGGACCTGGCCAACATGATGCACAAAACGCT---------T----TGAGAGATCTAAAATTTATATTCCAAATGCTCGCTGC------GCTAC

droTak1 scf7180000414375:265509-
265720 +

ACGAAGACATTGCCGCCGGCAATCGCGGTGTCGAAGGTTTCCGGGTCCAGTTCCACGGCGAACTGCTTTTCCGC---CTGTTTGCCGGCGGAGG------AGTCCTCCTCCTGGGCCGCACGGGCGGTGGGCAGGAGGGGCGATAGCAGCAGGCCGC-------ACACGGCCACGGATAAGAAGGACCTGGCCAACATGATGCACGAAACGCT---------G----GGAGAGATTTAAA------------A----------------------

droEle1 scf7180000491023:558459-
558689 +

ACAAAGACATTGCCGCCGGCAATCGCCGCATCGAAGGTTTCCGGGTCCAGTTCCACGGCGAACTGCTTTTCCGA---CTGTTTGCCAGCGGAGG------AGTCCTCCTCCTTGGCAGCGTTTGTGGCGGGCAGGAGAGGCGACAGCAGCAAGCCGC-------ACACTGCCACAGAGAGAATGGACCTGGCCAACATGGTGCTCGAAACGGT---------T----TGAGAGATCT--A------------ACTGCTGGG-AGCCGAAAACCAC

droRho1 scf7180000777256:49266-
49494 +

ACGAAGACATTGCCGCCGGCAATCGCCGTATCGAAGGTTTCCGGGTCCAGTTCCACGGCGAACTGCTTGTCAGC---CTGTTTGCCGGCGTTGG------AGTCGTCCTCCTGGGCCGCTTGGGCAGAGGGCAGGAGGGGCGACAGCAGCAAGCCGC-------ACACCGCCACAGATAAAATGGACCTGGCCAACATGATGTTCGAAACGGT---------T----TGAGAGATCT--A------------ACTGCTGGG-AGCC--AAACCAC

droFic1 scf7180000453277:77431-
77662 -

ACGAAGACATTGCCGCCGGCGACTGCAGTTTCGAAGGTTTCTGGATCCAATTCCACGGCGAATTGCTTGTCCGC---TTGCTTGCCGGCGGAGGAGTTGGTGTCCTCCTCCTGGGACGCATGGGCGGTGGGCAGGAGCGGCGAAAGCAGCAGTCCGC-------AGACCGCCACGGAGAGAATCGACCTGGCCAACATTGTGCACGGAACGTT---------T----TAAGAGATCT--A------------AATGCTGGGAGC------ACCAC

droKik1 scf7180000302517:304312-
304535 -

ACGAAGACATTGCCGCCGGCAATAGCGACATCAAAGGTGTCGGGGTCCAGCTCCACGGCGAACTGTTTCTCAGC---CTGCTTGCCGGCAGAGG------GGTCCTCGTCCTGGGCCGCGTGGGCAGCG---------GCGGACATCAGCAGGGCAC-------AAGCCGCGATCGACAGAATTGACTTGGCCAACATGTTGCGAATAACAAAGGAGCTACTTTAACGCAGAGACTTTCA------------AAT--------G------ACCAA

droAna3 scaffold_13417:1248538-
1248720 +

ACGAAGACATTGCCGCCGGCAATGGTGGAGTCGAAGGTCGCCGGGTCCAGCTCCACAGCGAACTGTTTCTCCGC---CTGCTTGCCGGCGG---------AGTCCTCCTCCTGGGCGGCATTGGCGCCGTGCAATAGGGGCGCGATCAACACACCGC-------ATAGCGCGATTGATACTAAGGACCTGGTCAACATGTTG-------------------------------------------------------------------------

droBip1 scf7180000395921:11151-
11333 -

ACGAAGACATTACCGGCGGCGATGGTCGAGTCGAAGGTCGCCGGGTCCAGCTCGACGGCAAACTGTTTCTCTGC---CTGCTTGCCGGCGG---------AGTCCTCCTCCTGGGCAGCATTGGCGCCGTGCAGTAGGGGCGCGATCAACACACCGC-------ATAGCGCAATGGATACTAAGGACCTGGTCAACATGTTG-------------------------------------------------------------------------

dp5 XL_group1a:2304442-2304614
+

ACAAACACATTGCCGGATTGGACGGCCTGATTAAATTTCTCCGGGTCCAGTTCCACGGCAAACTGCTTCTCGGC---ATTTTTGACCG---------------CCTCCTCCTCGGCCCGGACGGTGGCGGACAGGAAGGGCGACACGAAGAACGCGC-------ACACAGTGATCGGTACCAAAGATCTCATTAACAT-----------------------------------------------------------------------------

droPer2 scaffold_28:741431-741647 + ACAAACACATTGCCGGATTGGACGGCCTGATTAAATTTCTCCGGGTCCAGTTCCACGGCAAACTGCTTCTCGGC---ATTTTTGACCG---------------CCTCCTCCTCGGCCCGGACGGTGGCGGACAGGAAGGGCGACACGAAGAACGCGC-------ACACAGTGATCGGTACCAAAGATCTCATTAACATTTTATT---ACGGCT-TT------G----TGGTTTTTTTGTA------------CGACTTCGC-AG------CCCAA
droWil2 scf2_1100000004909:1587891-

1587961 -
ACAAATACGTTGCCGGCTCCAATGACCTCGGCAAACTTTTCCGGATCCAAGTCCACGGCAAACTGCTTTTC------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_12932:678890-
679059 +

ACAAAGACATTGCCGGCTTTGATGGCTTCGTCGAATGTTTCCGGATTGAGCTCGACGGCAAATTGCTTTTCGTCGGCTGGCTTTGG------------------GTCATCGTCGGTC---GCTGCGGCTGCCAGAAATGGTTTTATGCTTAGCGCAC-------AGATGGCGAGTGGTATAATTGATTTAAATAACAT-----------------------------------------------------------------------------

droMoj3 scaffold_6473:860414-860587
-

ACAAAGACATTGCCGGCTCCGATGGCCTCGTCGAATGTTTCCGGATCGAGTTCAACGGCGAATTGTTTCTCATCGGCCGGCTTTGC---TG---------ATTCGTCC---------GTTGATGCGGCTGCCAAAAATGGCCTGAAGGTGAGCGCAC-------AAATGGCCAGCGGTATAATTGATTTAAACAACATTGTG-------------------------------------------------------------------------

droGri2 scaffold_14853:1857222-
1857404 +

ACAAAGACATTGCCGGCACCAATAACCTCATCGAATGTTTCCGGGTCCAGTTCGATGGCGAATTGCTTTTGAT----CTGTTTGTTTT--------------TGCTCCTCGTCGG---TGGCGGCTCTGGCCAAATATGGCGAAATGCTTAATGCACAGGCGGCGCACAGCAGCGGA-ACAATTGATTTAAATAACATTTTGGAC----------------------------------------------------------------------
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395921:11151-11333
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:2304442-2304614
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_28:741431-741647
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:1587891-1587961
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12932:678890-679059
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:860414-860587
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:1857222-1857404
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ATCTTCCTCGCCTGCGCCCTGTCCGTTCTGGGCGCCGCCAGTGGAATCTACATGATTGGATGCAGTGTGGCGGGCGGCGGAGTGCGATCGCCTCGCATCAAGACCAAGAACCTGATCTCAGTCATCTTTTGCGAGGCGGTGGCCATCTATGGCCTGATCACGGCCATCCTGCTGTCCGGCAACGTCAACAAGTTCAGCAGCGTGCGTCTGATCACCGACAGCACGGTCA
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.................................................ACATGATTGGATGCAGTG.................................................................................................................................................................. 18 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................ATCTTTTGCGAGGCGGTGGCCA.................................................................................... 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................................AACAAGTTCAGCAGCGTGCGTCTGAA................. 26 1 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................CAAGTTCAGCAGCGTGCG....................... 18 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................CGGGCGGCGGAGTGCGATCGCCT........................................................................................................................................ 23 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
ATCTTCCTCGCCTGCGCCCTG................................................................................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................................................TCAGCAGCGTGCGTCTGATCAC.............. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................AGAACCTGATCTCAGTCA......................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................CTACATGATTGGATGCAGTG.................................................................................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................TACATGATTGGATGCAGTGTG................................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................................................CCATCCTGCTGTCCGGCAACGTT........................................... 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................CATCTTTTGCGAGGCGGTG........................................................................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................CTACATGATTGGATGCAGTGT................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................CGAGGCGGTGGCCATCTATGG............................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................ATGCAGTGTGGCGGGCGGGT...................................................................................................................................................... 20 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................................................................TTCAGCAGCGTGCGTCTGATCACCG............ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................GCGATCGCCTCGCATCAAGACCAAG......................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........CGCCTGCGCCCTGTCCG............................................................................................................................................................................................................ 17 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................CCCTGTCCGTTCTGGGCGCCGCCA............................................................................................................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................................................................AACAAGTTCAGCAGCGTGCGTCTGAC................. 26 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................CAGTGGAATCTACATGATTGGATGCAG.................................................................................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................CGCATCAAGACCAAGAACCTG................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................GATTGGATGCAGTGTGGCGGGG.......................................................................................................................................................... 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................GATCGCCTCGCATCAAGACCA........................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................CGCATCAAGACCAAGAACCTGATCTC.............................................................................................................. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................TCATCTTTTGCGAGGCGGTGGCCATC.................................................................................. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................................................................TCAACAAGTTCAGCAGCGTGC........................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................TCTACATGATTGGATGCAGTGTGGC.............................................................................................................................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................CATCTTTTGCGAGGCGGATC....................................................................................... 20 3 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TAGAAGGAGCGGACGCGGGACAGGCAAGACCCGCGGCGGTCACCTTAGATGTACTAACCTACGTCACACCGCCCGCCGCCTCACGCTAGCGGAGCGTAGTTCTGGTTCTTGGACTAGAGTCAGTAGAAAACGCTCCGCCACCGGTAGATACCGGACTAGTGCCGGTAGGACGACAGGCCGTTGCAGTTGTTCAAGTCGTCGCACGCAGACTAGTGGCTGTCGTGCCAGT

*********************************************************************............((((((((...(((..((.(((((((((((....(((..(((......)))..)))......))))))))))).))..)))...))))).)))*******************************************************
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........................................................................................................GTTCTTGGACTAGAGTCAGTAGA...................................................................................................... 23 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........GGACGCGGGACAGGCAAGACC...................................................................................................................................................................................................... 21 0 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................CACGCTAGCGGAGCGTAGTTCTGGTTCTT....................................................................................................................... 29 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................CGGACTAGTGCCGGTAGGACGA........................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................................GCACGCAGACTAGTGGCTGTC........ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................TGGGCGGTCACCTTAGATGTACTAA............................................................................................................................................................................ 25 2 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................TCTTGGACTAGAGTCAGTAGA...................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................AGACTAGTGGCTGTCGTGC.... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................CGGAGCGTAGTTCTGGTTCTTG...................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................................GTTGCAGTTGTTCAAGTCGTCG............................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................AGGACGACAGGCCGTTGCAGT.......................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................TGCGGCGGTCACCTTAGATGTA................................................................................................................................................................................ 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................GGACGACAGGCCGTTGCAGTT......................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................GGTAGGACGACAGGCCGTTGC............................................. 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................GGTAGGACGACAGGCCGTTGCAG........................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................GTTCAAGTCGTCGCACGCAGACTAG................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................GGACTAGAGTCAGTAGAAA.................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................................TGTTCAAGTCGTCGCACGCAG..................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......GAGCGGACGCGGGACAGGCAA.......................................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................AGACTAGTGGCTGTCGTG..... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................TTGCAGTTGTTCAAGTCGTCGCACG........................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................................GCAGACTAGTGGCTGTCGTGCC... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................GCGTTGCAGTTGTTCAAG.................................. 18 1 2 0.50 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:10725600-10725828 - dme_393 ATCTTCCTCGCCTGCGCCCTGTCCGTTCTGGGCGCCGCCAGTGGAATCTACATGATTGGATGCAGTGTGGCGGGCGGCGGAGTGCGATCGCCTCGCATCAAGACCAAGAACCTGATCTCAGTCATCTTTTGCGAGGCGGTGGCCATCTATGGCCTGATCACGGCCATCCTGCTGTCCGGCAACGTCAACAAGTTCAGCAGCGTGCGTCTGATCACCGAC--AGCACGGTCA
droSim2 3r:10484037-10484265 + ATCTTCCTCGCCTGCGCCCTGTCCGTTCTGGGCGCCGCCAGTGGGATCTACATGATTGGAAGCAGTGTGGCTGGCGGCGGAGTGCGATCGCCTCGCATCAAGACCAAGAACCTGATCTCAGTCATCTTCTGCGAGGCGGTAGCCATCTATGGCCTGATCACGGCCATCCTGCTTTCCGGCAACGTCAACAAGTTCAGCAGCATGCGTCTGATCACCGAC--AGCACGGTCA
droSec2 scaffold_0:11209444-11209672

+
dse_221 ATCTTCCTCGCCTGCGCCCTGTCCGTTCTGGGCGCCGCCAGTGGGATCTACATGATTGGAAGCAGTGTGGCGGGCGGCGGAGTGCGATCGCCTCGCATCAAGACCAAGAACCTGATCTCAGTCATCTTCTGCGAGGCGGTGGCCATCTATGGCCTGATCACGGCCATCCTGCTTTCCGGCAACGTCAACAAGTTCAGCAGCATGCGTCTGATCACCGAC--AGCACGGTCA

droYak3 3R:15702041-15702269 + dya_1815 ATCTTCCTCGCCTGCGCCCTGTCCGTTCTGGGCTCCGCCAGTGGGATCTACATGATTGGATGCAGCGTGGCGGGCGGCGGAGTGCGATCACCTCGCATCAAGACCAAGAACCTGATTTCGGTTATCTTCTGCGAGGCGGTGGCCATCTATGGCCTGATCACGGCCATCCTGCTTTCCGGCAACGTCAACAAATTCAGCAATCTGCGGCTGATTACCGAC--AGAAATGTCA
droEre2 scaffold_4770:10261662-

10261890 -
ATCTTCCTCGCCTGCGCCCTGTCCGTTTTGGGCTCCGCCAGTGGAATCTACATGATTGGATGCAGCGTGGCGGGAGGCGGAGTGCGATCGCCTCGCATCAAGACCAAGAACCTGATCTCGGTTATCTTCTGCGAAGCGGTGGCCATCTATGGCCTCATCACGGCCATCCTGCTTTCCGGCAACGTCAACAAATTCAGCAACTTGCGACTGATCACAGAC--AGGACTGTCA

droEug1 scf7180000409794:298357-
298585 +

ATCTTTCTAGCCTGTTCCCTTTCGGTTCTGGGCGCTGCCATCGGGATTTACATGATTGGATGCAGTGTGGCAGGAGGTGGCGTGCGATCCCCCCGGATCAAAACCAAGAACCTGATATCTGTCATATTCTGCGAAGCGGTAGCCATATACGGTTTGATCACAGCCATCCTGCTATCCGGCATTGTTCAGAACTTCAGCAATGCGCTGATGATGACCGAC--AGGACAGTGA

droBia1 scf7180000302402:3691401-
3691629 -

ATCTTCCTCGCCTGCGCTCTGTCCGTTCTGGGCGCTGCCAGCGGGATATACATGATCGGCTGCAGCGTGGCCGGCGGCGGCGTGCGATCGCCCCGCATCAAGACCAAGAACCTGATCTCGGTCATCTTCTGCGAGGCGGTGGCCATCTACGGCCTGATCACGGCCATCCTGCTCTCGGGAAGTCTCGTGCAGTTCAGCAGCTTGCGGTTGATCACCAAC--AAGGAAGTAA

droTak1 scf7180000415397:180026-
180254 +

ATCTTCCTGGCCTGCGCCCTCTCCGTTCTGGGCGCTGCCACCGGGATATACATGATTGGCTGCAGCGTGGCCGGCGGCGGCGTGCGATCGCCTCGCATCAAGACCAAGAACCTGATCTCAGTCATCTTCTGCGAGGCGGTGGCCATCTACGGCCTGATCACGGCCATCCTGCTCTCGGGCAGCGTGGTGAAGCACAGCACACTGCGGCTGATCACCGAC--AAGACGGTGA

droEle1 scf7180000486474:1271599-
1271827 +

ATATTTCTCGCCTGCGCCCTGTCTGTTCTGGGCGCTGCCATTGGGATTTACATGATTGGCTGCAGCGTGGCGGGCGGTGGAGTACGATCGCCCCGCATCAAGACCAAGAACCTGATCTCGGTCATTTTCTGCGAGGCGGTGGCCATCTACGGCCTGATCACAGCCATCCTGCTCTCCGGAAGTGTGCAGCAGTACAGCTGCGTGCGACTGATCACCGAC--AGGACGGTGA

droRho1 scf7180000777941:33415-33643
-

ATCTTCCTCGCCTGCGCCCTGTCTGTTCTGGGCGCTGCCATGGGTATTTACATGATTGGGTGCAGCGTGGCTGGTGGCGGAGTGCGATCGCCCCGCATCAAAACCAAGAATCTGATCTCGGTCATCTTCTGCGAGGCGGTGGCCATCTACGGCCTCATCACGGCCATCCTGCTCTCCGGCTCCGTTCAGCGGTTCAGCAGCGAACGACTGATCACCGAC--CGGACGGTGA

droFic1 scf7180000454104:642367-
642595 +

ATCTTCCTGTCCTGTGCCCTTTCCGTTTTGGGAGCGGCCAGTGGAATCTACATGATTGGATGCAGTGTGTCGGGCGGCGGCGTTCGATCGCCTCGCATCAAGACGAAGAACCTGATCTCAGTCATCTTCTGTGAGGCGGTGGCCATCTACGGCCTGATTACAGCCATCCTGCTTTCTGGCTGTGTGACAAAGTTTACCGATTTGCGACTAATTACCGAC--AAGACGGTGA

droKik1 scf7180000302461:997438-
997666 +

ATCTTCCTCGCTTGCTCCTTGTCTGTGGTGGGCGCCGCCCTTGGAATTTATATGATTGGCACAAGCGTTGCTGGTGCCGGAGTCCGATCGCCCCGAATCAAGACAAAGAATCTCATTTCGGTTATTTTCTGTGAGGCAGTAGCCATATATGGTCTGATCACGGCTATCCTGCTCTCCGGAACTGTTCACGAGTTCCCAACGCTAAAAATGCTTACGGAG--AAAAACGTGT

droAna3 scaffold_13340:5804505-
5804733 -

ATCGTGATGGCGTGTTCCCTGTCTGTGGGTGGTGCCGCCGCCGGAATTTACATGACCGGAGCCAGTATTGCAGGTGGCGGAGTTCGATCGCCGCGCATCAAGACGAAGAACCTTATTTCAATCATCTTCTGTGAGGCGGTGGCTATCTATGGCCTGATCACTGCCATCCTGCTGTCAGGATGTGTTGTGAATTTCAACACTGTGCGGCTCATTACCGAC--AGGAGGGTGA

droBip1 scf7180000396708:3009667-
3009895 +

ATCGTGATGGCGTGCTCCTTGTCTGTGGGTGGTGCCGCTGCCGGAATTTACATGACCGGAGCCAGCATTGCAGGTGGAGGCGTTCGATCGCCGCGCATCAAGACGAAGAACCTTATTTCAATTATCTTCTGCGAGGCGGTGGCGATCTATGGCCTTATTACTGCCATCCTGCTGTCAGGATGTGTTGTGAATTTCAATACTGTGCGGCTCATTACGGAC--AGGCGGGTGA

dp5 2:20661096-20661324 - ATTGGACTGTCGGTGTCGTTATCCGTGGTGGGAGCCGCCGTTGGAATCTATACTACGGGGACCAGCATCGTCGGGGGCGGGGTCCGCTCGCCCCGCATCAAGACCAAGAACCTCATCTCGATTATATTCTGCGAGGCAGTGGCCATCTACGGGCTGATCATGGCCATAGTTTTGTCCGGGAGTATAAACAACTATCGCCTGGCAAAGATGCTGAGCGAC--AAGGGCCAAA
droPer2 scaffold_3:3416212-3416440 - dpe_2524 ATTGGACTCGCCGTCTCGCTGTCTGTGGTAGGCGCCGCCCTTGGCATCCACACGACGGGCACCAGCATTGTTGGCGGCGGTGTTAAGGCTCCCCGCATCAAGACCAAGAATTTGATTTCCGTCATCTTCTGCGAGGCCGTCGCCATCTACGGCCTGATCACTGCCATTGTGCTCTCCGGCCAGTTGGAGCAGTTCCAAATGGAGACGGCTCTGAACAAT--GTCGCCATCA
droWil2 scf2_1100000004902:8619580-

8619809 -
dwi_5434 ATTGGACTCTCCGTAGCACTGTCAGTGGTGGGCGCCGCCCTGGGCATCCATACAACTGGCACCAGCATTGTGGGCGGCGGTGTTAAGGCTCCCCGCATCAAGACCAAGAATTTGATCTCCGTCATTTTCTGCGAAGCTGTGGCCATTTACGGTTTGATCACTGCCATTGTATTGTCCGGACAACTGGAACAGTTCCAAATGGAGGTGGCCTTGAGCTCAACAGC-CATACA

droVir3 scaffold_13047:19131250-
19131478 +

dvi_24653 ATCGGTCTATCCGTCTCCCTGTCCGTTGTTGGCGCCGCCCTTGGCATACATACCACGGGCACCAGCATTGTGGGCGGCGGCGTTAAGGCGCCACGCATTAAGACCAAGAATCTGATTTCGGTCATCTTCTGTGAGGCCGTCGCCATCTACGGCCTGATCACGGCCATTGTGCTCTCCGGCCAGCTGGAGCAGTTCAAAATGGAATCGGCGCTAGCCAGC--GAGAGCGTCA

droMoj3 scaffold_6540:14556739-
14556967 -

GTCGGACTGTGCGTCTCACTATCTGTTGTGGGCGCGGCGATTGGCATTTACATGACGGGCGTCAGCATTGTCGGAGGAGGAGTGCATGCGCCTCGCATTAAAACTAAGAATCTTATATCTGTCATCTTTTGCGAAGCCGTTGCCATTTACGGTCTAATCAGCTCGATTGTATTCTCCGGCAATCTGCAGACCTATGTGATTCACAATGTGATAAACAAT--CGTAAGATCA

droGri2 scaffold_14906:12137612-
12137840 +

dgr_470 ATCGGATTGTCTGTGTCGCTATCGGTTGTGGGCGCTGCCCTTGGCATTCATACGACGGGCACCAGTATTGTGGGTGGCGGCGTTAAGGCGCCCCGCATCAAGACCAAGAATCTGATTTCGGTCATTTTCTGTGAGGCTGTCGCCATCTATGGCCTGATCACGGCCATTGTGCTCTCCGGCCAGCTGGAGCAGTTCCAAATGGAATCGGCGCTCGAATCC--AGCGGCATCA
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[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [CG4294-in]; CDS [CG4294-cds]; CDS [CG4294-cds]; CDS [CG4294-cds]; CDS [CG4294-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GGATGTGGAGCGCATGGACATGCTATCCGCCAATTTGGCACATCAATACAGTAAGCAATACGTTGGGTTCTACGCATTTAGATAAAGGGGGTTCACTAATGGGTCTGTTGAACTTATGCATATTGCCATTGCAGATTACCCGAAGCCTGTACCGCGGTTACCGCCTCAGCAGCAAAAGTCTCCC

**************************************************....(((......(((((((.(((.(((((.....((........))..))))).))).)))))))))).****************************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V126

CME
L1

GSM609222

ML-DmBG1-
C1

V008

S2-
DRSC

GSM609226

CMEW1
Cl.8+
cell

V073

mbn2

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V091

fGS/OSS
total
Â 

V132

ML-
DmD32

SRR029032

r2d2
knockdown

V037

Felix
sample
+mirtrons

GSM609229

embryo 2-
6hr

GSM609225

ML-DmBG3-
C2

GSM371638

S2-NP

GSM609227

CMEW1
Cl.8+
cell

SRR014273

Ovary_rep1_Har_P

SRR032094

ago2
knockdown

V129

ML-
DmBG1-
c1

SRR097867

Drosophila
S2-NP
cells

V144

OSC

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM609235

CMEL1

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM609250

ML-DmD32
cell

V125

ML-
DmD9

V147

1182-
4H
cell

GSM609223

male, one
day

GSM609234

CS Â male
total RNA
Â 

V135

CME
W2
(wing
disc
line)

GSM609217

MLDmD20c5

V085

CME
W2
wing
disc

GSM609219

GM2 cell

V148

mbn2

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR097866

Drosophila
S2-NP
cells

SRR029031

loqs-ORF
knockdown

GSM628272

ago2[414]
ovary
total RNA

V032

S1
cell

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V086

female
body,
aged

GSM286605

2-6h #1
(8)

GSM399107

male body
#2

GSM360256

1st
instar #1

GSM609242

s2+48 #2

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

GSM399101

kc167
cell
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S3

V0662

r2d2
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AGO1-
IP,
reseq

AGO1

V145

S2-
DRSC

SRR097865

Drosophila
S2-NP
cells

GSE24545
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total
RNA

V092

dcr-
2[G31R]
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total
RNA Â 

SRR032093
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knockdown

SRR029608

total small
RNAs from
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heterozygous
flies

V133

Sg4

V136
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aged
body

GSM609224

female,
one day

SRR298712
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bam(delta)86/bam(delta)86genotype/variation:
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GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609237

ago2[414]
ovary
total RNA

V137

Male
aged
head

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM280087
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(AGO2IP)

AGO2

SRR001664

homozygous_dcr-
2_untreated

GSM609251

aged
female
head

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR029029

dcr-1
knockdown

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

V074

S3

V127

G2

SRR029028

untreated
(mock)

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR010953

Aub
heterozygotes,
oxidized

GSM343832

S2R+ cell

GSM379056
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Heterozygote

GSM322543

male head
#1

GSM609243

KC+48 #1

V138

Male
cold
body

SRR031692

Total
small
RNAs from
Oregon R

SRR060645

yw67c23(2)_testes_total

SRR060646

yw67c23(2)_ovaries_total

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V077

cold,
female
head

GSM379051

Armi
Mutant

GSM609230

CS,ovary,AGO1IP

AGO1

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

..................................................GTAAGCAATACGTTGGGTTCTA................................................................................................................ 22 0 1 13.00 13 0 0 0 0 0 0 0 3 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGCAATACGTTGGGTTCT................................................................................................................. 21 0 1 6.00 6 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TAAGCAATACGTTGGGTTCTAC............................................................................................................... 22 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................TAATGGGTCTGTTGAACTTATGCA................................................................ 24 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................TAAAGGGGGTTCACTAATGGG................................................................................. 21 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................TTACCCGAAGCCTGTACCGC............................. 20 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....GTGGAGCGCATGGACATGCT................................................................................................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGCAATACGTTGGGTTCTT................................................................................................................ 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....GTGGAGCGCATGGACATG.................................................................................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................GCCTGTACCGCGGTTACCGCCTCA................ 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................AACTTATGCATATTGCCATTG..................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................TTACCCGAAGCCTGTACCGT............................. 20 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................CCTGTACCGCGGTTACCGCCTCAGCA............. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TGTTGAACTTATGCATATTGCCATTGC.................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................ATTGCAGATTACCCGAAGAAC.................................... 21 3 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.GATGTGGAGCGCATGGACA.................................................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGCAATACGTTGGGTTCTAAAA............................................................................................................. 25 3 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.GATGTGGAGCGCATGGACATG.................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CCTACACCTCGCGTACCTGTACGATAGGCGGTTAAACCGTGTAGTTATGTCATTCGTTATGCAACCCAAGATGCGTAAATCTATTTCCCCCAAGTGATTACCCAGACAACTTGAATACGTATAACGGTAACGTCTAATGGGCTTCGGACATGGCGCCAATGGCGGAGTCGTCGTTTTCAGAGGG

****************************************************************....(((......(((((((.(((.(((((.....((........))..))))).))).)))))))))).**************************************************
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total RNA
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Male
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body
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head
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head
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female
head
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total RNA

...................................................................................................................................................ACATGGCGCCAATGGCGGAGTC............... 22 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................TACGTATAACGGTAACGTCT................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................ACGTATAACGGTAACGTC.................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................CCAGACAACTTGAATACGTA............................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................CCAAGTGATTACCCAGACAA........................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:18492634-18492817 - CG4294_in1 GGATGTGGAGCGCATGGACATGC----T---AT-CCGCCAATTTGGCAC------ATCAATACAGTAAGCAATACGTTGGGTTCTACGCATTTA-----------------------GATAAAGGG----------------------------------------------------------------------------------------GGTTCACTA------ATGGGTCTGTTGAACTTA------------------------------------------------------------------------TGCATATTGCCATTGCAGATTACCCGAAGCC------TGTACCGCGGTTACCGCCTCAGCAGCAAAAGTCTCCC
droSim2 2r:19018930-19019113 - GGATGTGGAGCGCATGGACCTGC----T---AT-CCGCCAATTTGGCAC------ATCAATACAGTAAGTAACACGTTGGGCTCTACCCATTTA-----------------------TATAAAGGG----------------------------------------------------------------------------------------GGTTTACTT------ATAGGTCTGTTAAACTTT------------------------------------------------------------------------TGCATATTTCCATTGCAGATTACCCGAAGCC------TGGACCGCGTTTACCGCCTCAGCAGCAAAAGTCTTCC
droSec2 scaffold_9:1791296-1791479

-
GGATGTGGAGCGCATGGACCTGC----T---GT-CCGCCAATTTGGCAC------ATCAATACAGTAAGTAACACGTTGGGCTCTACCCATTTA-----------------------TATAAAGGG----------------------------------------------------------------------------------------GGTTTACTT------ATAGGTCTGTTAAACTTT------------------------------------------------------------------------TGCATATTGCCATTGCAGATTACGCGAAGCC------TGGACCGCGTTTACCGTCTCAGCAGCAAAAGTCTTCC

droYak3 2R:15955269-15955452 - GGATGTGGAGCGCATGGACATGC----T---AT-CCGCCAATTTGGCAC------ATCAATACAGTAAGCAACACGTTGGGTTCTACGCATTTA-----------------------GATAAAGTG----------------------------------------------------------------------------------------GGTTCCCTT------TTGGGTTGGTTGAACTTA------------------------------------------------------------------------TGCACATTGTCATTGCAGATTACCAAAAGCC------TGGACTGCGCTTGCCGTCGCAGCAACAAAAGTCGCCC
droEre2 scaffold_4845:7463754-

7463937 +
GGATGTGGAGCGCATGGACATGC----T---AT-CCGCCAATTTGGCAC------ATCAATACAGTAAGCAGCACGTTGGGTTCTGCGCATTTA-----------------------GATAAGGGG----------------------------------------------------------------------------------------GATTCACTA------TCGGGTTGGTTGAACTTA------------------------------------------------------------------------TTTATATTGCCGTTGCAGATTACCCAAAGCC------TGGATCGCGTTTGCAGTCTCAGCAACAAAAGTCGCCC

droEug1 scf7180000409672:6417721-
6417931 -

GGATGTGGAGCGAATGGACATGC----T---GT-CCGCCAATTTGGCCC------ATCAATATAGTAAGCGAAATACTGGATTCTACCTATGTA-----------------------GACTA------------------------------------------------------------------------------------------TGG-TT-----TCTAGG------GGGTTTAACTTGGG-GA-AGCGCGTTTTATTCACTCGT-T-CTGATCGGG----TCATGA-----------------------------CCTCTCATTACAGATTATCCAAAGCC------TATGCCGCGTTTGCCATCCTACCAGCAAAATTCACCT

droBia1 scf7180000302143:2174326-
2174486 +

GGATGTGGAGCGCATGGACATGC----T---AT-CTGCCAATCTG---C------ATCAATACAGTAAGCAACATGTTGTATTCTACGCACGTA-----------------------TACA-------------------------------------------------------------------------------------------------------------------------------------------------------T-T-ATGATCGGT----ACATGT-----------------------------CTTTCCATTGCAGATTACCCAAATCC------TGAGCCTCGCTTGCCGTCCTATCGACAAAAGTCTCCC

droTak1 scf7180000415739:385289-
385445 -

GGATGTGGAGCGCATGGACATGC----T---GT-CCGCCAATTTGGCGC------ATCAATACAGTAAGGGGC---------T---------------------------------------------------------------------------------------------------------------------------------------CCTCCTTTTGA------TTGTGGAACTTTAA-TA-ACTAT----------------------------------------------------------------TTGTTTCCCTTGCAGATTACCAAAATCC------TGGGCCGCGTCTGCCGTCCTACCAGCCCAAGTCGCCC

droEle1 scf7180000491022:70253-
70479 -

GGATGTGGAGCGCATGGACATGC----T---GT-CCGCCAATTTGGCAC------ACCAATACAGTAAGCAACATGTTGGGTTCTACGCATCTACATATGT---------------AGATAATA----------------------------------------------------------------------------------------TTGCTTTCCCACATTGG------GGGTTGAACTTGAA-TA-ACTGTGTGTTACTGAATCGT-T-TTGATCGAT----TCATGT-----------------------------CCTGTAATTGCAGATCTCCCAGAGCC------TGGGCCTCGCCTGCCATCCTACCAGCCAAAGTCATCC

droRho1 scf7180000780232:24563-
24782 -

GGATGTGGAGCGCATGGACATGC----T---GT-CCGCCAATTTGGCAC------ATCAATACAGTAAGCAACATGTTGGGTTCTACGCATTTA-----------------------GATAAAAAG----------------------------------------------------------------------------------------GGCTTGTCATTTTAT------GGGATGAACTTGAA-TA-TTTGTGAGTAATTGAATCGTTT-CTGATTGGT----TCATGT-----------------------------CTTGTGCTTACAGATTACCCTAAGCC------TGTGCCGCGCCTGCCGACTTACCAGCAAAAGCCCTCT

droFic1 scf7180000454066:2432046-
2432227 -

AGATGTGGAACGCATGGATATTC----T---GT-CCGCAAATTTGGCGC------ATCAATACAGTAAGCAACATGTTGGGTTT---------------------------------------------------------------------------------------------------------------------------------------CCCATTTTAG------GGGTTGATCTCAAG-TA-ATTGCGTTTTAAACAATGCT-A-ATGATCGGTG---ATAAAT----------------------------CTTTTTTATTCCAGATTACCCAAAGTC------TG---------------CTTATCTGCAAAAGTCGCCT

droKik1 scf7180000302476:1529273-
1529540 +

GGATGTGGAGCGCATGGATATGT----T---GT-CCGCCAATTTGGCGA------ATCAGTACAGTAAGCAACATGTAGTGACA--TGTATGCACATGTGTGCGTGTGTGTGTTCGAGTTGATA----------------------------------------------------------------------------------------GGG-CTTCTCCT----G------GGGTTGAACTTGAAATATATTGCGTGTTATTCAATCGT-ACTTGCTCGATCAGTCAATCATTTCTCCAGCCCTTGAAAATAAACTT---TGTGTCCTTTCAGATTACTCAAAGCC------CGTGGAGCGTGATTTTCGGTACCAGCACAAGCCGACC

droAna3 scaffold_13266:7265159-
7265223 +

GGATGTGGAACGGATGGACATGC----T---CT-CCGCCAATTTGGCGC------ATCATTACAGTAAGCAACATGTTG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBip1 scf7180000396384:82620-
82898 +

GGATGTGGAACGGATGGATATGC----T---TT-CCGCCAATTTGGCGC------ATCATTACAGTAAGCAACATGTTGTTGGTTGTGTGTGTA-------------------------TCCGGGGGATGGTCCCATTTTATCCCTCAAGGACTAGTTGATAAATATAAGAAAACAAATCAATTATTGCCTTTTATTATTGTTTCAGTGACAAGG-TTCCCCAT----GGTGGGTTATTTGACGTTA-------------------------------------------------------------TGAAACTATTCTGTATATTT---TCGCAGGTTATCCGAAACC------AGTGGGGCGTTTTCCACGACACACACCGAAATCGCCC

dp5 3:7101622-7101689 - GGATGTGGAGCGGATGGATATGC----T---GG-CCGCAAATTTGGCAA------ATCAATATAGTAAGCAACATGTAGAAT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droPer2 scaffold_2:7301218-7301286

-
GGATGTGGAGCGGATGGATATGC----T---GGCCCGCAAATTTGGCAA------ATCAATATAGTAAGCAACATGTAGAAT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droWil2 scf2_1100000004558:428317-
428395 -

AGACGTTGAACGAATGGAAATGA----TGTTAT-CAACAAATCTGGCCACTTCCACTCAATACAGTAAGCAACATGTGATGTCC---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_12875:12618078-
12618179 -

AAAGGGTAAACTCATTGGGCTGAATGCC---CT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TC------------------------------------------------------------------------TGC----ATTCGTTTCAGGTTATCAAAGGCCGCAGGGTATAGAGAGATTGGCGCCATATCAGTACTTCTCGCCA

droMoj3 scaffold_6496:19885026-
19885082 -

AGATATCGAAAAGATGGATATGC----T---CT-CCGCCAATCTAGCCA------ATCAATACAGTAAGCA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_15245:7743577-
7743639 +

GGACATCGAGAAAATGGATATGC----T---AG-CCGCCAATTTGGCCA------ATCAATACAGTAAGCAATTTGT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

Generated: 09/08/2015 at 07:06 PM
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CAAAAAGACAACGGCAGAGATAAAACCCAGAAATAAAACGAAAATAACGAAACGCTCGATTGTCATGAGTGGTCCGTCAGATTGTCTAAAGGCTAAAATTTCTTTGCGACTGACGAACGGCACATGAGACGGGTGGAAATAGTTAAGAAATTTGCATATAGCGCAACTGTTGCTCCGCTGGAATGTCC

******************************************..........((((((....(((((.((.((.((((((.((((..(((((........))))))))))))))).)).)).)))))..))))))....*************************************************
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GSM609243

KC+48 #1
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KC -48 #1

V078
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transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

V003

dsDcr-1
(katsutomo
RNA)

V144

OSC
......................................................................................................TTTGCGACTGACGAACGGCACA................................................................ 22 0 1 9.00 9 0 0 0 4 0 0 0 0 0 1 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................GCGACTGACGAACGGCACA................................................................ 19 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................TGAGTGGTCCGTCAGATTGTCT..................................................................................................... 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................AGTGGTCCGTCAGATTGTCTAAAGG................................................................................................ 25 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................................................AACTGTTGCTCCGCTGGAATG... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................ATTGTCATGAGTGGTCCGTCA............................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................AGTGGTCCGTCAGATTGTC...................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................GATTGTCATGAGTGGTCCG................................................................................................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................TGCGACTGACGAACGGCACATGATC........................................................... 25 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................................TGCATATAGCGCAACTGTTG................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................TTTGCGACTGACGAACGGCACAT............................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................GCACATGAGACGGGTGGA................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................TTTGCGACTGACGAACGGCA.................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................AGTGGTCCGTCAGATTGTCT..................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................CTCGATTGTCATGAGTGGTCCGTC.............................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................TGACGAACGGCACATGAGA........................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................TTTGCGACTGACGAACGGCACATC.............................................................. 24 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................CTCGATTGTCATGAGTGGTCC................................................................................................................. 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................................................................................ACTGTTGCTCCGCTGGAATG... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................CGAACGGCACATGAGACGGTA...................................................... 21 2 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GTTTTTCTGTTGCCGTCTCTATTTTGGGTCTTTATTTTGCTTTTATTGCTTTGCGAGCTAACAGTACTCACCAGGCAGTCTAACAGATTTCCGATTTTAAAGAAACGCTGACTGCTTGCCGTGTACTCTGCCCACCTTTATCAATTCTTTAAACGTATATCGCGTTGACAACGAGGCGACCTTACAGG

*************************************************..........((((((....(((((.((.((.((((((.((((..(((((........))))))))))))))).)).)).)))))..))))))....******************************************
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........................................................................................................................................................................CAACGAGGCGACCTTACA.. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................GAAACGCTGACTGCTTGCCGT.................................................................. 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................CGCGTTGACAACGAGGCGACC....... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................GTATATCGCGTTGACAACGA.............. 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................CTTTAAACGTATATCGCGTTG..................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................ACTGCTTGCCGTGTACTCTGC......................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................GCGTTGACAACGAGGCGACCT...... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................GGCACCTTTATCAATTCTTTA..................................... 21 2 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................CGTGTACTCTGCCCACCTTTA................................................ 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................CCCACCTTTATCAATTCTT....................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:20896354-20896541 - sblock53072 CAAAAAGACAAC--G------GCA-------------------------------------------------------------------------------GAGATAAAACCC----AGAAATAA-------A-ACG-AAAATA-------------------AC-----GAAACGC---------------------------------TCGATTGTCATGAGT-GGTCCGT----CAG----------------------------------------------------------------------------------ATTGTCTAAAGGCTAAAATTTCTT--------TGCGACTGACGAACGGCACATGAGACGGGTGGAAATAGTTA----AGAAATTTGCATATAG-CGC------A-ACTGTTGCTCCGCTGGAATGTCC----------------------
droSim2 2r:21359956-21360162 - CAAAAAGACAAC--G------GCA-------------------------------------------------------------------------------GAGATAAAACCC----AGAAATAA-------A-ACG-AAAATA-------------------AC-----GAAACGC---------------------------------TCGATTGTCATGAGT-GGTCCGT----CGGACGGT-----------------------------------------------GGCA-----------------------CAGACTGTCTAAAGGCTAAAAAGTCTTTGCGACTGAGCGACTGACGAACGGCACATGAGACGGGTGGGAATAGTTA-----AAAATTTGCATATAG-CGC------A-ACTGTTGCTCCGCTGGAATGTCC----------------------
droSec2 scaffold_23:753634-753818 - CAAAAAGACAAC--G------GCA-------------------------------------------------------------------------------GAGATAAAACCC----AGAAATAA-------A-ACG-AAAATA-------------------AC-----GAAACGC---------------------------------TCGATTGT--------------------------------------------------------------------------GGCC-----------------------CAGACTGTCTAAAGGCTAAAAAGTCTTTGCGACTGAGCGACTGACGAACGGCACATGAGACGGGTGGGAATAGTTA-----AAAATTTGCATATAG-CGC------A-ACTGTTGCTCCGCTGGAATGTCC----------------------
droYak3 2R:20861253-20861451 - AAG-AAGACAAC--G------GCA-------------------------------------------------------------------------------GAGATAAAACCC----AGAAATAA-------A-ACG-AAAATA-------------------AC-----GAAACGC---------------------------------TCGATTGTCATGAGC-GGTCCGT----CGGACGGT-----------------------------------------------GGGA-----------------------CAGACTGTCTAAAGGCTAAAAAGTCTT--------TGCGGCTGACGAACGGCACATGGGACGGGCGGGAATAGTTA----AGAAATTTGCATATAG-CGC------A-ACTGTTGCTCCGCTGGAATGTCC----------------------
droEre2 scaffold_4845:22271608-

22271819 -
AA--AAGACAAC--G------GCG-------------------------------------------------------------------------------GAGATAAAACCC----AGAAATAA-------A-ACG-AAAATA-------------------AC-----GAAACGC---------------------------------TCGATTGTCATGAGT-GGTCCGCCCGTCGGACGGC-----------------------------------------------GGGA-----------------------CAGACTGTCTAAAGGCTAAAAAGTCT----------GCGAATGACGAACGGCACATGAGACGGGCGGGAATAGTTA----GGAAATTTGCATATAG-CGC------A-ACTGTTGCTCCGCTGGAATGCCCG----------CAAATACAGAT

droEug1 scf7180000409464:1425177-
1425342 +

CAAAAAGGCAGC--G------ACA-------------------------------------------------------------------------------GAGATAAGGCCA----AGAAAAAA-------C-AAG-AAAATA-------------------AC-----GACACGAGCG----TAA-----------------GCG--CG---------------------------------C-----------------------------------------------GGGA-----------------------CAGACCGTC--------GAATAGTCTT--------AG--------GGCCGACTCATGAGACAAT--AGAAACTTTG----AGAGATTTGCATTTAG-CTC------AAACTTTTGCTTCTCTGAAATGTCCA---------------------

droBia1 scf7180000301754:5870457-
5870669 -

CAAA----CAGC--G------GCA-------------------------------------------------------------------------------GAGATAGGGCCA----AGAAACAA-------ACACG-AAAATA-------------------AC-----GAAACGAACG----CGA----------AC-GCGAACG--CTCGATTGTCATGAGT-TGTCCGT----CGGACGGT-----------------------------------------------GGGG-----------------------CGGACCGTCTGAAAGTCGGACAGTCTT--------AGGGACCGACGG-CGACACATGAGACGGGCGAGAGACGTAC----AGAAATTTGCATATAG-CAC------AAACTGTCGCCCTGCTGGAATGCCC----------------------

droTak1 scf7180000415805:314084-
314319 +

CAAAAAGGCAGCGCG------GCA-------------------------------------------------------------------------------GAGATAAAGCCA----AGAAATAA-------ACACG-AAAATA-------------------AC-----GAAACGAACG----CAA-----------------ACG--CTCGATTGTCATGAGTTTGTCCGT----CGAACGGC-----------------------------------------------GGGA--CGGACGGACAGACGGACAGAACAGACCGTCTTAAAGTCAGAGAGTCTT--------AGGGACTGACGGCCGACACATGAGACAGGCGAGAAACGTAA----AGAAATTTGCATATAG-CAG------AAACTGTTGCTCCGCTGGAATGTCC----------------------

droEle1 scf7180000491107:285809-
286015 +

AA--AAGGCAGC--G------GCA-------------------------------------------------------------------------------AAGATAAAGCCA----AGAAATAA-------ACACG-AAAATA-------------------AC-----GAAACGAACG----CAA-----------------ACG--CTCGATTGTCATGAGC-AGTCCGT----TGGACAGT-----------------------------------------------GGGA--CTAG-----------------CGAACAGCCTCAGAGACGAAAAGTCTG--------AGAGACTG-------ACACATAAGACAGGCGAGAAACGTAA----AGAAATTTGCATATAG-TAT------ACGTTGTTGCTCCGCTGGAATGTCC----------------------

droRho1 scf7180000778233:36294-
36511 -

AAA-AAGACAGC--G------ACA-------------------------------------------------------------------------------GAGATAAAGCCA----AGAAATAA-------ACACG-AAAATA-------------------AC-----GAAACGA---------------------------------ACGATTGTCATGAGC-TGTCCGT----CGGACAGT-----------------------------------------------GGGA--CTAA-----------------CGGACCGCCTTACAGACGGAAAGTCTG--------AGGGACTGACGACCGACACATGAGAGGGGCAAGAAACGTAA----AGATATTTGCATTTAG-CTC------AAACTGTTGCTCCACTGGAATGTCCCAC---------AGATACAGAT

droFic1 scf7180000453858:596723-
596895 +

CAAAAAGGCAGC--G------GCA-------------------------------------------------------------------------------AAGATAAAGCCA----AGAAATAA-------ACATG-AAAATA-------------------AC-----GAAACAAGCG----CAA-----------------ACG--CTCGATTGTCATGAGT-TGTTTGT----CTTACGCT-----------------------------------------------GGGA-----------------------CACA----------------------------------------------CCACATGAGACGGCCGAGAAGCGTAG----AG-AATTTGAATATAG-CAC------AAAGTGTTGCTTCGCTGAAACGTCC----------------------

droKik1 scf7180000302366:1044821-
1045065 -

CAGAAAGGCAGC--A------GCA------GCAGCAGC-------------------------------------------------------AGCGGCACCAGAGATAAAGTCA----AGAAATAA-------AAACA-CAAAAT-------------------ACGAAACGGCACG------------------GCTTC-GCAAACGCTCTCGATTGTCATGAGT-TGTCAGT----CGG----C---G------------------------GGTCGGTTGGTCGGTTGGTGGTA---------------------------CCGCCAGCCAGACGAAAAGGCTG--------AGGGACTG-------ACACATGAGACAGGC-AGAAATGTAA----AGAAATTTGCATATAG-CAC----ACAAACTGTTGCTCCACTGGAATGCCC----------------------

droAna3 scaffold_13266:12188744-
12188925 -

CAGAA-GCAAGC--G------GGC-A----G-GCCAAGAAG-------------------------------------------------------GCCGC--CAGATAAAGTCACGTCAGAAGCGA-------AGAGACAAAGTA-------------------AC-----GAAACGAGC---------------------------------GG-----------------------CGGACGGA-----------------------------------------------CGGA--CGAA-----------------CGGAC--------------------------------GGACTGACGG-CGACACATGAGACTGGCGAGAAATGTAA----AGAAATTTGCATACAG-CA----------GTG-TGCTGTGCTGGAATGCCCCGC------------------T

droBip1 scf7180000396547:292727-
292848 +

CAAAAAA--AAC--A------ACA---AAAA--------AAGG------------------------------------------------CCAGAAGCT-GAAAGATAAAGTCA----AGA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GACACATGAGACTGGCGAGAAATGTAA----AGAAATTTGCATACAAGCAC---TATATACTGTTGCTTCACTGGAATGCT-----------------------

droPer2 scaffold_2:2188635-2188855
-

AATGAAA-------A------ACA-------------------------------------------------------------------------------AAGATAAAGTCA----AGAAATAAAACACAAAAAAATAAAATA-------------------AA-----G-----AACGAGCCGAATGGCACGGCTTC-GCAAACG--GTCGATTGTCATGACT-TGTCTGT----CAGTCATT-----------------------------------------------CAGA--CGAA-----------------CGAAC------------------------------------AGA-------------CGACGGCAAAGAAATGTTA----AGAAATTTGCATATGG-CCCAGCCACAAGCTGTTGCTCCGCTGGAATGTCCAACGACAGATACAGATACAGAT

droWil2 scf2_1100000004510:1942455-
1942625 -

TAAAAAAATAAA--C------GTAAA----G-ATAAAGAAAGA------------------------------------------------GAA--------------------G----GAAAATAA-------A-AAA-CAAAAA-------------------AC-----GGCACGG---------------------------------TCGATTGTCAG-----------------------A-----------------------------------------------GAGA-----------------------CAGACTTT-----------------------------GGAGAGACAGCCACAGCAACAAACTGTCAAGATATGTAA----AGAAATTTGCATATAG-CAC------AAACTGTTGCTCAGCTGGAATGTCTAAC-------------------

droVir3 scaffold_12875:17133773-
17133996 +

CAAATAAAAAGT--GACAAAAACAAAAATAA--------AAGA------------------------------------------------GAAGAAGAA-GA---------------------------------AG-----GAG-------------------AAAAAACGGCACG------------------ACTTT-GCAA------ACGATTGTCATGAGT-TGTCAGG----CAGACAGACAGA-------------------------------------------GAGCGAGAGA-----------------GAGA--------GAGGGGGAGAGAGAG--------AGAGACGG-------ACA-----GTTGGACAGATAATGTAA----AGAAATTTGCATATGG-CAC------AAACTGTTGCGCCGCTGGAATGTCCAAC-----ACACACACACACAC

droMoj3 scaffold_6496:10865720-
10865981 -

AAAACAGACAGC--A------GCAAAAATAA--------AAGAAAATACAAGTAAGAGACAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAA--------------------A----GAGAGTAA-------A-GAG-TAGAA-CTGCGGGAGGGAGTGTGGAAGAAAACGGCACG------------------ACTTT-GCGA-CA--GACGATTGTCAGGCAG-AGTG--------------GCAGAGTGACAGAGACAGCGACAGACGGC-------------------G-------------------------------------------------------------------------------AGACAGTTGGACAGATAATGTA-----AGAAATTTGCATATGG-CAC------AAACTGTTGCGCTGCTGGAATGCCCAAC---------------ACAT

droGri2 scaffold_15245:16666060-
16666243 +

AAAAA-AATAAC--A------GAA------A------------------------------------------------------------------------AAGAAAAAAC------AGAAAG----------------AAAAA-------------------AC-----GGCACG------------------ACTTTTGCGA-CT--GACGATTGTCATGAGT-TGTCAGG----CAGGCAAA-----------------------------------------------CAGA--CAGA-----------------CAGACAGGC--------GAACAGAC----------------------------AGACAGACGGGCAGATAATGTAAAGAAAGAAATTTGCATATGG-CAC------AAACTGTTGCGCCGCTGGAATGTCC----------------------
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crit.star
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crit.total
crit.pairing

crit.top3
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rescue.total
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rescue.known
rescue.confident
rescue.candidate
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1
0
0
0
0
1
1
1
0
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1
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TCGGAATTTCGGCTCAGGAAGCGGGCGAGCGCGGACTCAAGTTGTTGGCCGTGAGTATAGAGATAATTTAAGTTATGATACAGAAATCCATTTGATTGCTTTATACTTGCAGATGCTTTCATACGTCTTTTCGGCTCATTTCTTCACCGATACTTCGCTGCG

**************************************************((((((((((((.(((((.((((...(((......))).))))))))))))))))))))).***************************************************
Read
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#
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Total
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SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR060646

yw67c23(2)_ovaries_total

SRR317114
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fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR341115

transfected
with dsRNA
targeting
nibblercell
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cellsoxidation

SRR341118
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targeting
luciferasecell
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Schneider 2
(S2)
cellsoxidation

V138
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cold
body

GSM628271

r2d2[1]
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Â¬â€ 

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V140

Dessication_female_body

GSM379056

Krimp
Heterozygote

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR014273

Ovary_rep1_Har_P

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR060648

A2_ovaries_FLAG-
Aub

SRR060651

A2_ovaries_Ago3

AGO3

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries
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flies
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embryo 2-
6hr

GSE24545
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RNA
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ML-
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ML-DmBG1-
C1

GSM609219

GM2 cell

V086

female
body,
aged

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V077

cold,
female
head

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609224

female,
one day

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

GSM609223

male, one
day

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM379061

Squ
Heterozygote

GSM379063

Vasa
Heterozygote

GSM385744

OSS_s2

GSM399105

disk #2

GSM360256

1st
instar #1

SRR001348

ago2_oxidized

SRR010955

Aub IP in
Ago3
heterozygotes

SRR014282

Ovary_rep1_wK_P

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR065152
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bound
piRNAs
from tj
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SRR065155
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bam(delta)86/bam(delta)86genotype/variation:
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SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM399101

kc167
cell

GSM609249

ML-DmD21
cell
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CME
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GSM399107

male body
#2

SRR014275

Ovary_rep1_LK_P

SRR031692

Total
small
RNAs from
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V008

S2-
DRSC

GSM609217

MLDmD20c5

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1
V073

mbn2

GSM286607

6-10h #1
(10)

SRR001664

homozygous_dcr-
2_untreated

V031

GM2
cell

V034

ML-
DmD16c3
cell

V132

ML-
DmD32

V144

OSC

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM371638

S2-NP

GSM385822

OSS_s8

SRR001349

heterozygous_dcr-
2_untreated

GSM343287

Drosophila
Toll 10b
mutant
embryos

SRR010953

Aub
heterozygotes,
oxidized

V036

ML-
DmD20c5
cell

GSM609234

CS Â male
total RNA
Â 

SRR010954

Aub trans-
heterozygotes,
oxidized

V074

S3

GSM286613

0-1hr #1
(A)

GSM322245

3rd
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SRR001347
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GSM609225
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SRR097865

Drosophila
S2-NP
cells
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whole fly?)

SRR001339

WT_females_non-
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SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR032092

mock
oxidized

SRR029608

total small
RNAs from
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heterozygous
flies

GSM609242

s2+48 #2

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

GSM609237

ago2[414]
ovary
total RNA

V137

Male
aged
head

GSM360262

0-2d
pupae

GSM286611

6-10h #2
(11)

GSM286604

0-1h #3
(7)

V015

DreRFHV148h

GSM609226

CMEW1
Cl.8+
cell

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM628272

ago2[414]
ovary
total RNA

TCGGAATTTCGGCTCAGGAAGCGGG......................................................................................................................................... 25 0 1 4.00 4 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............AGGAAGCGGGCGAGCGCGGACTC............................................................................................................................ 23 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........GGCTCAGGAAGCGGGCGAGCGCGGA............................................................................................................................... 25 0 1 3.00 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................GGCGAGCGCGGACTCAAGTTGTTGGC................................................................................................................. 26 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................TCATACGTCTTTTCGGCTCATTTCT................... 25 0 1 3.00 3 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTGAGTATAGAGATAATTTAAGT......................................................................................... 23 0 1 3.00 3 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................CGAGCGCGGACTCAAGTTGTTGGC................................................................................................................. 24 0 1 3.00 3 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................TGATACAGAAATCCATTTGATTGCTT............................................................. 26 0 1 2.00 2 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTGAGTATAGAGATAATTT............................................................................................. 19 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................TGATTGCTTTATACTTGCAGA................................................. 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........GGCTCAGGAAGCGGGCGAGCGCG................................................................................................................................. 23 0 1 2.00 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...GAATTTCGGCTCAGGAAGC............................................................................................................................................ 19 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................TTTGATTGCTTTATACTTGCAG.................................................. 22 0 1 2.00 2 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................TTGATTGCTTTATACTTGCA................................................... 20 0 1 2.00 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................GGCGAGCGCGGACTCAAGTTGTTGG.................................................................................................................. 25 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............AGGAAGCGGGCGAGCGCGGA............................................................................................................................... 20 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................TTGATTGCTTTATACTTGCAGA................................................. 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................................................GCTCATTTCTTCACCGATACTTCGC.... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TCGGAATTTCGGCTCAGGAAGC............................................................................................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...GAATTTCGGCTCAGGAAGCGGGCG....................................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................TTGATTGCTTTATACTTGCAG.................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...GAATTTCGGCTCAGGAAGCGGGC........................................................................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........TCGGCTCAGGAAGCGGGCGAGC.................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................CTTTATACTTGCAGATGCTTTC.......................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................................................GCTCATTTCTTCACCGATACTTCGCTG.. 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................TTTGATTGCTTTATACTTGCA................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................TTTCTTCACCGATACTTCGCTGCG 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................CGAGCGCGGACTCAAGTTGTTGGCC................................................................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................TAAGTTATGATACAGAAAA........................................................................... 19 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...GAATTTCGGCTCAGGAAGCGG.......................................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......TTTCGGCTCAGGAAGCGGG......................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............CAGGAAGCGGGCGAGCGC.................................................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.CGGAATTTCGGCTCAGGAAGCGGGCG....................................................................................................................................... 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............CAGGAAGCGGGCGAGCGCGGACTC............................................................................................................................ 24 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............CTCAGGAAGCGGGCGAGCGCGGA............................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................GCGAGCGCGGACTCAAGTTGTT.................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................CGAGCGCGGACTCAAGTTGTTGG.................................................................................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............CTCAGGAAGCGGGCGAGCGC.................................................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................CGCGGACTCAAGTTGTTGGC................................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........CGGCTCAGGAAGCGGGCGAGC.................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......TTTCGGCTCAGGAAGCGGGCGAGC.................................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............TCAGGAAGCGGGCGAGCGCGGACTCAAG......................................................................................................................... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............AGGAAGCGGGCGAGCGCGGACTA............................................................................................................................ 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................................CTTCACCGATACTTCGCTG.. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....AATTTCGGCTCAGGAAGCGGG......................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AGCCTTAAAGCCGAGTCCTTCGCCCGCTCGCGCCTGAGTTCAACAACCGGCACTCATATCTCTATTAAATTCAATACTATGTCTTTAGGTAAACTAACGAAATATGAACGTCTACGAAAGTATGCAGAAAAGCCGAGTAAAGAAGTGGCTATGAAGCGACGC
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Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:7918340-7918501 + pds5_in8 TCGGAATTTCGGCTCAGGAAGCGGGCGAGCGCGGACTCAAGTTGTTGGCCGTGAGTATAGAGATA------A----------TTTAAGT----TATGAT-ACAGAAATCCATTTGAT---------------T---GCTTTA-TACTTGCAGATGCTTTCATACGTCTTTTCGGCTCATTTCTTCACCGATACTTCGCTGCG
droSim2 2r:8622023-8622184 + TCGGAATTTCGGCTCAGGAAGCGGGCGAGCGCGGACTTAAGTTGTTAGCCGTAAGTATAGAGATA------A----------TTTAAGT----TATGAT-ACAGAAATCCACATGAT---------------T---GCTTTA-TACTTGCAGATGCTTTCATACGTCTTCTCTGCTCACTTCTTCACCGATACTTCGCTGCG
droSec2 scaffold_1:5468354-5468515 + TCGGAATTTCGGCTCAGGAAGCGGGGGAGCGCGGACTTAAGTTGTTAGCCGTAAGTATAGAGATA------A----------TTTAAGT----TATGAT-ACAGAAATCCACATGAG---------------T---GATTTA-TACTTGCAGATGCTTTCATACGTCTTCTCGGCTCACTTCTTCACCGATACCTCGCTGCG
droYak3 2R:9034595-9034756 - TCGGAATTTCGGCGCAGGAAGCGGGAGAGCGCGGACTCAAGTTGTTAGCCGTGAGTGTACATATG------A----------TTGAAGT----TATGAT-AAATAAATCCACATGAT---------------T---GCTTTA-TACTTGCAGATGCTTTCATACGTCTTCTCCGCCCACTTCTTCACCGATACCTCGCTGCG
droEre2 scaffold_4845:17877739-

17877900 -
TCGGAATTTCGCCGCAGGAAGCAGGCGAGCGTGGACTCAAGTTGTTGGCCGTGAGTTTACAGATA------A----------TTAAAGT----TATGAT-AAAGAAATCCACATTAT---------------T---GCCTTC-AACTTCCAGATGCTATCATACGTCTTCTCGGCTCACTTCTTCACCGATACTTCGCTGCG

droEug1 scf7180000409462:554790-
554959 -

TCGGCATCTCCCCACAGGAAGCGGGAGAACGTGGGCTCAAGTTGTTAAGCGTAAGTTTATA----------ATGCAGGA---GATAAGGAGTGAAAAATATAACAAATTCATATATT---------------T---GCTTTT-TATTTGTAGATGCTTTCCTATGTCTTCTCAGCTCACTTTTTCACGGATACCTCGCTACG

droBia1 scf7180000302292:724325-
724486 +

TTGGCATCTCGCCCCAGGAAGCGGGCGAGCGCGGACTCAAGTTGTTAAGCGTGAGTTTACAGATA------A----------GAAGAGG----AGTGAT-AAGAAAGTCCACATGTT---------------T---TCCTTC-TTTTTGCAGATGCTTTCCTACGTGTTCTCTGCTCACTTTTTCACCGATACCTCCCTGCG

droTak1 scf7180000415820:325527-
325691 +

TAGGCATCTCGCCACAGGAGGCGGGCGAACGCGGACTCAAGTTGTTAAGCGTGAGTTTACAGATG------A----------GGAAAAG----AAAGAT-AATGAAATTCAAATGTTT---------TCTTTA---TT---G-CCGTATCAGATGCTTTCCTACGTCTTCTCTGCTCACTTCTTCACCGACACCTCGCTACG

droEle1 scf7180000491214:3441544-
3441711 +

TTGGCATCTCGCCACAGGAAGCGGGCGAGCGCGGACTCAAGCTGTTGAGCGTGAGTTTTTTGATA------A----------GAAAATG----AAAGAT-AAGGAAATCCATATGCTT-----AAGT--T--G---GCCCCT-TACTTGCAGATGCTTTCCTACGTCTTCTCGGCTCACTTCTTCACCGACACTTCGCTGCG

droRho1 scf7180000779932:346976-
347143 +

TTGGCATCTCGCCACAGGAAGCGGGAGAGCGCGGTCTTAAGCTGTTAAGCGTGAGTTCTTAGATA------A----------AGAAAAG----AAAGAT-AACAAAATCCACATGTTT-----AAGT--T--C---GCCTCT-TACTTGCAGATGCTGTCCTACGTCTTCTCGGCTCACTTCTTCACCGACACCTCTCTGCG

droFic1 scf7180000453809:309366-
309529 +

TTGGCATCTCGCGTCATGAAGCGGGCGAGCGCGGACTTAAGCTGTTAAGCGTGAGTTTTTGGATA------A----------GCAAAAT----CATGAC-ATGAAC-----GATGTTT-----GAGT--T--T---TCCCATTCCCTTGCAGATGCTCTCCTACGTCTTTTCGGCTCACTTTTTCACCGACACGTCGCTGCG

droKik1 scf7180000302682:1152505-
1152666 -

TTGGGATATCGCGCCAGGAGGCGGGTGAGCGCGGTCTCAAGCTGTTAAGTGTGAGTTCTCTCATAAATATGG----------AGT----------AAGC-GAGAACATTACCAAAGT---------------T---TTTCCC-CACTTCCAGATGCTTTCCTATGTGTTCTCGGCACACTTCTTCACCGACACCTCGCTGCG

droAna3 scaffold_13266:2706792-
2706956 -

TTGGAATTTCCCGACAAGAGGCGGGAGAACGAGGTCTTAAGCTATTAAGTGTGAGTTTCTTTTTG------A----AGACCAATC---------------AAAACAGTTCACGTGATTCAAT---GT-----T---ATCCCC-TTTTTTCAGATGCTTTCCTATGTGTTCTCTGCTCACTTCTTCACTGATACCTCACTGCG

droBip1 scf7180000396427:1202146-
1202308 -

TAGGAATTTCTCGCCAGGAGGCAGGAGAGCGAGGTCTTAAGCTATTAAGCGTGAGTTGCTTCTTA------A----------GAGTT---------AAC-CAAACAGTTCTCATGATT-----CAAT--T--A---TACCCC-TTTCTGCAGATGCTTTCATACGTATTCTCAGCTCACTTTTTCACTGATTCCTCGCTGCG

dp5 3:6576348-6576507 - TTGGCATATCGTCCGAGGAGGCAGGCGAGCGCGGACTCAAACTTCTGAGTGTAAGCTAAAATATG------A----------CGCCAGG----CAGCAT-GCGCAACTTTAACCTCT---------------T---GTCT---GCTTTTCAGATGCTCTCATATGTTTTCTCCGCTCACTTTTTCACCGATACCTCTTTGCG
droPer2 scaffold_2:6797207-6797366 - TTGGCATATCGTCCGAGGAGGCAGGCGAGCGTGGACTCAAACTTCTGAGTGTAAGCTAAAATATG------A----------CGCCAGG----CAGCAT-GCGCAACTGTAACCTCT---------------T---GTCT---GCTTTTCAGATGCTCTCATATGTTTTCTCGGCTCACTTTTTCACCGATACCTCTTTGCG
droWil2 scf2_1100000004513:5768911-

5769075 -
TTGGCATCAATCGTCATGAGGCTGGCGAACGTGGCCTTAAGCTTCTCAGTGTAAGTTGGACTAAA------G----------GAGTATA----AAAAAC-CATTTGGCTCACCTGCAT---------CACTTT---T---TG-TTCTTATAGATGCTCTCCTATGTGTTCTCCGCCCACTTTTTTACGGACACCTCATTGCG

droVir3 scaffold_12875:8587211-
8587378 -

dvi_5746 TTGGAATATCATCAGACGAAGCAGGCGAACGCGGCTTGAAGTTGTTAAGCGTAAGTGGAATGCGA------A----------TTGTGGC----AATGTA-CGACGTACTCACAACAT----------TTTTTTTCGGT--AT-TTTATGCAGATGCTATCGTATGTCTTTTCGGCCCATTTCTTTACGGATACCTCACTGCG

droMoj3 scaffold_6496:18619579-
18619740 +

TTGGAATATCATCGCACGAAGCAGGCGAACGCGGCCTTAAATTGTTATGCGTAGGTGAAATTAGA------T----------TTTAACT----G--GTT-CAATGTTTCTACAGTGT----------TGTTTT---GT---G-TCTTTTCAGATGCTATCGTATGTTTTTTCGGCTCATTTCTTTACGGATACCTCGTTGCG

droGri2 scaffold_15245:1996753-
1996922 -

TCGGAATTTCACGACACGAGGCTGGCGAACGCGGCCTCAAGCTATTAAGCGTAAGTGGAAATGAA------T----------CGAAAAA----AAACAT-GCCTAG----ATATGCGTTAATTGTATTCCCTT---GT---G-CATTTACAGATGTTATCTTATGTGTTTTCGGCCCATTTCTTTACCGATACGTCGCTGCG
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1
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TAGTTGGATTTTAGGGGGCCCAATTCATCGAGCGTGTCGAGTTAACTTCTACTTTTCCGCTCTTCCGCTCTACACCTCGCTTCTTCACTCTTCGTCTTCACCTCGCCGCGCGTTGCAAGTGCGGTACTGTTAATTGCACCGCGAGCAGTGGATGAAGACGAAGAAGAAGCAGCACCACCACCATCGGCGGCGTCATTAATTAAGCGCCACTAGAGCGTGCAACACGCGGCCAAAGAGCTCGAGCTCCA

*********************************************************************************.((((..((((((((((((((..((((((.((.((((..(((....)))...)))))))))).))...)).)))))))))))).)))).....**************************************************************************
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reseq
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ovary
total RNA
Â¬â€ 
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bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

V091

fGS/OSS
total
Â 

GSM609220

ML-DmD21
cell

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant
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SpnE
Mutant

V079

Oxidation,
female
head

................................................................................................TTCACCTCGCCGCGCGTTGC.................................................................................................................................... 20 0 1 4.00 4 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................TTCACCTCGCCGCGCGTTGCA................................................................................................................................... 21 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................ACCGCGAGCAGTGGATGAAGAC......................................................................................... 22 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................ACCGCGAGCAGTGGATGAAGA.......................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................TCTTCACCTCGCCGCGCGTTGC.................................................................................................................................... 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................TCGAGCGTGTCGAGTTAACTTCTACT................................................................................................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................CTCGCTTCTTCACTCTTCGTCTTCACCT................................................................................................................................................. 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................AGTGGATGAAGACGAAGAAGAAGCA............................................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................TTCACCTCGCCGCGCGTTG..................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................TTCACCTCGCCGCGCGTTGCAA.................................................................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................AGCGTGTCGAGTTAACTTCTA..................................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................AAGTGCGGTACTGTTAATTGCACCGC.......................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................ACCGCGAGCAGTGGATGAAGACG........................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................TAATTGCACCGCGAGCAGTGGATG.............................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................TCTTCACCTCGCCGCGCGTTG..................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................AGCAGCACCACCACCATC............................................................... 18 0 6 0.17 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ATCAACCTAAAATCCCCCGGGTTAAGTAGCTCGCACAGCTCAATTGAAGATGAAAAGGCGAGAAGGCGAGATGTGGAGCGAAGAAGTGAGAAGCAGAAGTGGAGCGGCGCGCAACGTTCACGCCATGACAATTAACGTGGCGCTCGTCACCTACTTCTGCTTCTTCTTCGTCGTGGTGGTGGTAGCCGCCGCAGTAATTAATTCGCGGTGATCTCGCACGTTGTGCGCCGGTTTCTCGAGCTCGAGGT

**************************************************************************.((((..((((((((((((((..((((((.((.((((..(((....)))...)))))))))).))...)).)))))))))))).)))).....*********************************************************************************
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wt,
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Male
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cold
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..........................................................CGAGAAGGCGAGATGTGGAG.......................................................................................................................................................................... 20 0 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................CGTCACCTACTTCTGCTTCTT................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................GAGAAGGCGAGATGTGGAG.......................................................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................ACGTGGCGCTCGTCACCTA............................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chrX:11653946-11654193 + dme_389 TAGTTG----GATTTTAG-------G---------GG-GCC----------CAATT-------CATCGAGCGTGTCG---AGTTAACTTCTACTTTTCCGCTCTTCCGCTCTACACCTCGCTTCTTCACTCTTC---------------GTCT-TCACCTCGCCGCGCGTTGC---AA--GTGCGGTACTGTTAATTGCACC--GCGAGCAGTGGATGA---AGACGAAGAAGAAGCA---------------G-----------------------CACCA----------CCA---CCATCGGCGGCGTC--ATTAATTAAGCGCCACTAGAGCGTGCAACACGCGGC------CAA------------------------------------------AG-------------AGCTCGAGCTC---------------------------------------CA
droSim2 x:11035804-11036061 + TAGTTG----GATTTTAG-------G---------GG-GCC----------CAATT-------CACCGAGCGTGTCG---AGTTAACTTCTACTTTTCCGCTCTTCCGCTCTACTCCGCTCTTCTTCACTCTTCTTCTCGC--------TTCT-TCTCCTCGCTGCTCGTTGC---AA--GTGCGGTACTGTTAATTGCACC--GCGAGCAGTGGAAGA---AGACGAAGAAGAA------------GAAGAAG-----------------------AAGCA----------CCAC---CATCGGCGGCGTC--ATTAATTAAGCGCCACTAGAGCGTGCAACACGCGGC------CAA------------------------------------------AG-------------AGCTCTAGCTC---------------------------------------CA
droSec2 scaffold_36:329744-329998

+
TAGTTG----GATTTTAG-------G---------GG-GCC----------CAATT-------CACCGAGCGTGTCG---AGTTAACTTCTACTTTTCCGCTCTTCCGCTCTACTCCGCTCTTCTTCACTCTTCTTCTCGC--------TTCT-TCTCCTCGCCGCGCGTTGC---AA--GTGCGATACTGTTAATTGCACC--GCGAGCAGTGGAAGA---AGACGAAGAAGAAGAA---------------G-----------------------AAGCA----------CCAC---CATCGGCGGCGTC--ATTAATTAAGCGCCACTAGAGCGTGCAACACGCGGC------CAA------------------------------------------AG-------------AGCTCTAGCTC---------------------------------------CA

droYak3 X:15044291-15044528 - TAGTTT----ATTTTAAG-------G---------GG-GCC----------CAATT-------CACAGAGCGTGTCG---AGTTAACTTCTACTTTTCCGCTCTGCCCCCTG--------CTTC-------T-------GCTCTCCTTCTGT-TTCTGCCCCCCGCGTGTTGC---AA--GTGCGGTACTGTTAATTGCAAC--GCCAGCAGCAGCAGCAGAAGAAGAAGAA---------------GTAGAAG-----------------------AAGCA----------CCAC---TATCGGCGGCGTC--ATTAATTAAGCGCCACTAGAGCGTGCAACACGCGGC------CAA------------------------------------------AG-------------A------GCTC---------------------------------------CA
droEre2 scaffold_4690:3545517-

3545749 -
der_105 TAAATAGGTGGCTTTTAG-------G---------GG-GCC----------CAATT-------CACAGAGCGTGTCG---AGTTAACTTCTACTTTTCCGCTCTTCCGCTCTG-------CCTC-------TGCCTCT-GC--------TTCT-GCCCCT--CCGCGCGTTGC---AA--GTGCGGTACTGTTAATTGCAAC--GCGAGCAGTGGAAGA---AGACGAAGAA---------------------G-----------------------AGGCA----------CCACCATCAGCGGCGGCGTC--ATTAATTAAGCGCCACTAGAGCGTGCAACACGCGGC------CAA------------------------------------------AG-------------A------GCTC---------------------------------------CA

droEug1 scf7180000409528:2741-2945
-

TTGTGG----GGCATGTG-------G--------AGG-GCC----------CAGCT-------CATGGAGCGTGTCG---AGTTAACTTCTACTTTTCCGCTCTTCCGCTCG--------CTT-----------------------------TT----CCCGCCG----CTGCAGCAA--GTGCTGTGCTGTTAATTGCAGC--GCCAGTAGAAGAAGA------------A---GTA---------------G-----------------------CAGCA----------GCA---GCTTCGGCGGCGTC--ATTAATTAAGCGCCACTAGAGCGTGCAACACGCGGC------CAA------------------------------------------AG-------------A------GCTC---------------------------------------TA

droBia1 scf7180000298389:1445990-
1446182 +

CGGGGA------TG---GGCACAGTGGGGCACAGTGG-GCCCGGTGGGGCACA-----------GTGGAGCGTGTCG---AGTTAACTTCTACTTTTCCGCTCTTCCGCTCC----------TC-------T-------------------------GCCCGCCG----CTGC---AA--GTGCGGTACTGTTAATTGCAGC--GCCAGAAGAA------------------------------------------------------------------------------------------GCGGCGTC--ATTAATTAAGCGCCACTAGAGCGTGCAACACGCGGC------CAA------------------------------------------AG-------------A------GCCC---------------------------------------CG

droTak1 scf7180000414375:233270-
233474 -

AGGAGG----GA----AG-------G--------AGG-GCC----------TGTCT-------TGCGGAGCGTGTCG---AGTTAACTTCTACTTTTCCGCTCTTCCGCTCT----------TC-------T-------GCTCTTC---TTTTT----CCCGCCG----CTGC---AA--GTGCGGTACTGTTAATTGCAGC--GCCAGAAGGAGAAGA------------A---------------------G-----------------------AAGCA----------GCAG---CATCGGCGGCGTC--ATTAATTAAGCGCCACTAGAGCGTGCAACACGCGGC------CAA------------------------------------------AG-------------A------GCTC---------------------------------------CG

droEle1 scf7180000491023:521332-
521526 -

GAGATG----GAGATAGA-------G---------AGGGCC----------AATCC-------CGCAGAGCGTGTCG---AGTTAACTTCTACTTTTCCGCTCTTCCGCTCG----------TC---------------GC--------TT-CT----CCCGCCG----CTGC---AA--GTGCGGTACTGTTAATTGCAGC--GTCAGAAGTGGAAGA---AG---------------------------------------------------------------------CG---GCAGCGGCGGCGTC--ATTAATTAAGCGCCACTAGAGCGTGCAACACGCGGC------CGA------------------------------------------A--------------A------GCAC---------------------------------------CG

droRho1 scf7180000777256:11251-
11456 -

GAGATG----GAGGT--G-------G--------AGG-GCC----------AATCC-------CGCAGAGCGTGTCG---AGTTAACTTCTACTTTTCCGCTCTTCCGCTCT----------T-----------------------------TT----CCCGCCG----CTGC---AA--GTGCGGTACTGTTAATTGCAGC--GGCAGAAGTGGCAGA---AGAAGAAGCA---------------------T-----------------------CAGCAG-------AAGCA---GCAGCGGCGGCGTC--ATTAATTAAGCGCCACTAGAGCGTGCAACACGCGGC------CGA------------------------------------------A--------------A------GCTC---------------------------------------CG

droFic1 scf7180000453277:112045-
112277 +

TGAT------------AG-------A---------GT-GCC----------CAACT-------TGCGGAGCGTGTCG---AGTTAACTTCTACTTTTCCGCTCTTCCGCTCG--------C----------------------------GTTTT----CCCGCCG----CTGC---AA--GTGCGGTACTGTTAATTGCAGC--GCCACAAGAAGAAGA------------AG---CATATGATGATGAAGAAGAAGAAGAAGAAGTTGAAAAAG--AAGCAG-------AAGTA---GAAGCGGCGGCGTC--ATTAATTAAGCGCCACTAGAGCGTGCAACACGCGGC------TCC------------------------------------------AC-------------A------GCTC---------------------------------------CG

droKik1 scf7180000302544:479331-
479568 +

TGATAC----GATCTGAG-------G---------GA-TAG----------CAGTC-------CGCGGAGCGTGTCGGCGGGGCAACTTCTACTTTTCCGCTCTTTCG-------------------------------------------------------------CTGC---AAGTGTGCGGTACTGTTAATTGCAG--------------------------------------------------------------------------------------------------------CGGCGTC--ATTAATTAAGCGCCACCAGAGCGTGCAACACGCGGC------CAGCTGTAGCTCTTGCTGTAGCTCTACCTCTATCTCCAGGCTGCAAGCCCCCAAACTCCCAGCTCCAGCTCCAGCTCCGTCGCCGGCCTGG----------------CTGCG

droAna3 scaffold_13417:1400259-
1400445 +

-------------------------------------------------------------------GAGCGTGTCG---TGGTAACTTCTACTCTTCCGCTCTTCCG----------------------------------------------------------------C---AG--GTGAGGCACTGTTAATTGCGGC--GGCACAAGCTGAAGC------------AC---CAGCTGGGGCAGAAGCAGAA-----------------GCACGAGCAGAGCAGCGAAAAG---GCAGAGAAGGCTTC--ATTAATTAAGCGGCAGTAGAGCGTGTTGCACGCGGTTAGTG---G------------------------------------------CG-------------C------GGTG---------------------------------------TG

droBip1 scf7180000395647:15866-
16064 +

-------------------------------------------------------------------GAGCGTGTCG---TGGTAACTTCTACTTTTCCGCTCTTCCG----------------------------------------------------------------C---AG--GTGAGGTACTGTTAATTGTGGC--GGCACAAGAAGAAGA------------AG---AA------------GCACAAGCAGAAGCACGGGAAAAGCACGAGCAGTGCA----AG--------AAGAAGGCTTC--ATTAATTAAGCGGCAGTAGAGCGTGTTGCACGCGGTTTGTGCCAC------------------------------------------AG-------------AGT-----GTG-----------CATGTGTGTG----------------TGTG

dp5 XL_group1a:2270587-2270794
-

CAGCTA----A---------------------------GCC----------CATCTCTTGGGGCGTGGAGCGTGTCC---AACTAACTTCTACTTTTCCTCTCTTCCGTTCT----------TC-------C-------AC------------T----TCTGCAG----CTGCAGCAAGCGTGCGGTACTGTTAATTGCAGC--GGCAGAGGTA------------------------------------------------------------------------------------------GCAGCATC--ATTAATTAAGCTCCATCAGAGCGTGCAGCACGCGGC------GGC------------------------------------------AG-------------ACGCCGGGCTC------------TTCAATGCGTCGCTT-----CTCGTCGCA

droPer2 scaffold_28:706430-706642
-

CAGCTA----A---------------------------GCC----------CATCTCTTGGGGCGTGGAGCGTGTCC---AACTAACTTCTACTTTTCCTCTCTTCCGTTCT----------TC-------C-------AC------------T----TCTGCAG----CTGCAGCAAGCGTGCGGTACTGTTAATTGCAGC--GGCAGAGGTA------------------------------------------------------------------------------------------GCAGCATC--ATTAATTAAGCGCCATCAGAGCGTGCAGCACGCGGC------GGC------------------------------------------AG-------------ACGCCGGGCTC------------TTCAATGCGTCGCGTCGCGTCGCGTCGCA

droWil2 scf2_1100000004590:372748-
372803 +

---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GGCGGCATCGACTTAATTAAGCGTCATTAGACCGTGCAACACACACG------C----------------------------------------------------------------TTGCCC---------------------------------------CA

droVir3 scaffold_12932:644239-
644416 -

CCATGC----------------------------------C---------------------------------CTG---CG---------------------TTGCA----------------------------------------------------------------CAGCCAAAATGCGACGCTGTTAATTGCAACTTG---GCTGTGGCAGC---AACTGCTGCAGCTGCAGCTGCGGCTGCGGCTGCC-----------------G----------GCTGC---CGGC---TGCCAGCATTAAC--ATTAATTAAGCGCTAGCGGAGCGTGCAACATGCGCC------GCC------------------------------------------AA-------------CG-----GCGC------------TGCCACACGTT----------------GA
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CTCCAATATCGACGTTTCATACGGCGACTCTGATATTGAACCGATTCCAGGTGAGATACGAGGCATTTAAATGGTAGATGTATGCTTATGAGTGCCCTTGACATCTTAGTAGTAGAAAATAGGCAATCTTTGGATATTATAAGGGACCTACTGCGGACT
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Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V096

loqsKO/f00791
ovary

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

GSM385744

OSS_s2

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

V015

DreRFHV148h

GSM609225

ML-DmBG3-
C2

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR010960

wt,
oxidized

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

GSM609238

embryo
14-24hr

GSE24545

CS ovary
total
RNA

GSM609222

ML-DmBG1-
C1

SRR029633

total
small RNAs
from hen1
homozygous
flies

V008

S2-
DRSC

V137

Male
aged
head

GSM609237

ago2[414]
ovary
total RNA

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609223

male, one
day

V073

mbn2

GSM609227

CMEW1
Cl.8+
cell

GSM609234

CS Â male
total RNA
Â 

V036

ML-
DmD20c5
cell

GSM385748

OSS_s6

GSM609239

IR- 2-
18hr

GSM379059

Piwi
Mutant

GSM385821

OSS_s7

GSM385822

OSS_s8

GSM360256

1st
instar #1

GSM399110

KC-48 #2

SRR010953

Aub
heterozygotes,
oxidized

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR014273

Ovary_rep1_Har_P

SRR023402

total RNA
extracted
from NLS-
P19 cells

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

SRR060648

A2_ovaries_FLAG-
Aub

SRR060649

A2_ovaries_FLAG-
Piwi

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

V006

r2d2 female:
possibly
heterozygous

GSM399100

Kc167
cell

GSM399101

kc167
cell

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609229

embryo 2-
6hr

GSM628272

ago2[414]
ovary
total RNA

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V134

ML-
DmD8

V142

Oxidation_female_body

V146

S1
cell

V148

mbn2

SRR031692

Total
small
RNAs from
Oregon R

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V086

female
body,
aged

V077

cold,
female
head

GSM609219

GM2 cell

SRR001348

ago2_oxidized

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V092

dcr-
2[G31R]
male
total
RNA Â 

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR065802

Piwi-
IP_zuc_mut_ovaries

V074

S3

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V079

Oxidation,
female
head

GSM609224

female,
one day

SRR014277

Ovary_rep1_NA_P

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V078

Desiccation,
female head

V140

Dessication_female_body

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

SRR001338

IR_non-
beta-
eliminated

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

V126

CME
L1

GSM371638

S2-NP

SRR060645

yw67c23(2)_testes_total

SRR001664

homozygous_dcr-
2_untreated

SRR032093

ago1
knockdown

GSM609217

MLDmD20c5

GSM379062

Squ
Mutant

GSM272652

S2 -48
Biological
Replicate
#1

GSM399105

disk #2

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR032092

mock
oxidized

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V131

ML-
DmD16-
c3

..................................................GTGAGATACGAGGCATTTAAATGG..................................................................................... 24 0 1 15.00 15 4 0 2 0 0 1 0 0 3 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGATACGAGGCATTTAAATGGTA................................................................................... 26 0 1 4.00 4 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................TATGAGTGCCCTTGACATCTT.................................................... 21 0 1 2.00 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................CGACTCTGATATTGAACCG.................................................................................................................... 19 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................AAGGGACCTACTGCGGAC. 18 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................TTTGGATATTATAAGGGACCT.......... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................TTTAAATGGTAGATGTATGCT......................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................TTATAAGGGACCTACTGCGG... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................GATATTATAAGGGACCTACTGCGGA.. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................TGGTAGATGTATGCTTATGAG................................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............TTCATACGGCGACTCTGATAT........................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................TTAAATGGTAGATGTATGCT......................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................TATGAGTGCCCTTGACATCTTAGT................................................. 24 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TTATGAGTGCCCTTGACATCTTAG.................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................TTTAAATGGTAGATGTATGCTTA....................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................ATAAGGGACCTACTGCGG... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGATACGAGGCATTTA.......................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................ATCTTTGGATATTATAAG................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................AGTAGAAAATAGGCAATCTTTGGATAT...................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................TACGGCGACTCTGATATTGAA....................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................AATCTTTGGATATTATAAGGGAC............ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................AAATAGGCAATCTTTGGATAT...................... 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................GGTAGATGTATGCTTATGAGTGC................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................TCTTTGGATATTATAAGGGAC............ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................TGGTAGATGTATGCTTATGAGTGCCC.............................................................. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CTCCAATATCGACGTTTCATACGGC...................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................TAAATGGTAGATGTATGCT......................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................TGAGTGCCCTTGACATCTTAG.................................................. 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................AGAAAATAGGCAATCTTTGGA......................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................CATACGGCGACTCTGATATTGAACCGAT.................................................................................................................. 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................ATGGTAGATGTATGCTTATGAGTGC................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................TCTTTGGATATTATAAGGGACCT.......... 23 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................CTTATGAGTGCCCTTGACATC...................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................TGGATATTATAAGGGACCTACTGCGG... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................CATACGGCGACTCTGATATTGAACCGA................................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................GTAGTAGAAAATAGGCAAAG............................... 20 2 4 0.25 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GAGGTTATAGCTGCAAAGTATGCCGCTGAGACTATAACTTGGCTAAGGTCCACTCTATGCTCCGTAAATTTACCATCTACATACGAATACTCACGGGAACTGTAGAATCATCATCTTTTATCCGTTAGAAACCTATAATATTCCCTGGATGACGCCTGA

****************************************************..(((((.(((((((((((...((((......))))..)))))).)))))..)))))**************************************************
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.................GTATGCCGCTGAGACTATAAC......................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................TAATATTCCCTGGATGACGC.... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........AGCTGCAAAGTATGCCGCTGAGACTAT............................................................................................................................ 27 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TCACGGGAACTGTAGAATCATCATCT........................................... 26 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................CGGGAACTGTAGAATCATCAT............................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................CATACGAATACTCACGGGAAC........................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................ATACTCACGGGAACTGTAG...................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................CCGCTGAGACTATAACTTGGCTAAGGTCC............................................................................................................ 29 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.AGGTTATAGCTGCAAAGTA........................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................ATCTACATACGAATACTCACGGGAACT.......................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................AGACTATAACTTGGCTAAGGTCCACT......................................................................................................... 26 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:4012929-4013087 - coilin_in2 CTCCAATATCGACGTTTCATACGGCGACTCTGATATTGAACCGATTCCAGGTGAGATA--C----------------------------GAGGCA-----TTT-----AAATGGTAGA-----------T----G--TATGCTTATGAGTG-CC-CTTGACA-------TCTT--------AGTAGTAGAAAATAGGCAATCTTTGGATATTATAAG---------------------------GGACCTACTGCGGACT
droSim2 2r:4829673-4829831 - dsi_24009 CTCGAATATCGACGTTACATGCGACGACTCTGATATTGAGCCGATTCCAGGTGAGATC--C----------------------------GAGACA-----TTA-----AAATGGTAGT-----------T----C--TATGCTTATGAGTG-CC-CTTCACA-------TCTT--------AGTAGTACAAGATAGGCAATCTTTGGGCATTATAAG---------------------------GAACCTACTGCGGACT
droSec2 scaffold_1:1650903-1651061 - CTCCAATATCGACGTTACATGCGACGACTCTGATATTGAGCCGATTCCAGGTGAGATC--C----------------------------GAGACA-----TTA-----AAATGGTAGT-----------T----C--TATGCTTATGAGTG-CC-CTTCACA-------TCTT--------AGTAGTACAAGATAGGCAATCTTTGGGCATTATAAG---------------------------GAACCTACTGCGAACT
droYak3 2L:16662284-16662444 - CTCCAATATGGACGTTTCAGACTCTGATTCGGAAATAGAGCCGGTTCCAGGTGAAGTC--A----------------------------CATGCA-----TTA-----TATTGGAAGT----------------CGATATACTTATAAGCATTA-CTTAAAT-------TTTT--------AGTCGTAGAAGATAGGCGGTCTATAGACATTATTAA---------------------------GGACCTAATGCGAAGT
droEre2 scaffold_4929:18621709-

18621869 +
CTCCAATATGGACGTTTCAGACTCTGATTCGGATATAGAGCCAGTGCCAGGTGAGATC--A----------------------------CAAGCA-----TTA-----TATTGGTAGT-----------T----CGATATACTTATTAGCG-CA-CTTCAAT-------TCTT--------AGTCGTAGAAGATAGGCGGTACTTAGACATGATAAA---------------------------GGACCTAATGCGAAAT

droEug1 scf7180000409474:2838567-
2838724 -

CTCAAATATGGATACTTCCGGATCAGATTCTGATGTGGAGTCTGTTCCACGTGAGATGACT----------------------------AAAG----AAAACT-----ATTTTGGAAT-----------T----A--TAT----TTTAATA-AA-ATTCTTT-------TTAC--------AGCCCCGAATAATAAGGAGTCTTCAGATATTATTTC---------------------------GGATCTTCTGCGGAAT

droBia1 scf7180000302291:1865571-
1865727 -

CTCTAATATGGATATTTCAGACTCAGATTCAGAAGTGGAGTCAGTTCCGAGTAAGACAACT----------------------------AAATTA-----TTT-----AATCAGTAAT-----------T----A--TAT----ATACAAA-TA-ATTCACT-------TTGT--------AGTCCCGAAAGATAAAGACACCTTAGACATCATTAA---------------------------GGACCTGCTGCAGAGT

droTak1 scf7180000415088:92906-93060
+

CTCGAATATGGATGAATCAGACTCGGATTCTGATGTGGAGGCTGTTCCAGGTAATATT--A----------------------------AAGCAA-----TAA-----TATTCG-AAT-----------T----A------CATATAATTA-ACCTTTTACT-------TTTT--------AGTCCCAAAGGATAGAAACACCTTAGATATTATTAG---------------------------GGACCTGCTGCGGAGT

droEle1 scf7180000491240:810594-
810735 -

CACTAATATAGAC---TC------AGACTCAGATGTGGAGGCCATACCAGGTGCGATGCTT----------------------------TAA---------AG-----TCTTC--AAT-----------T----A------CATTTAAGTA-GC-CATCTTT-------TCGT--------AGACCCAAAGGAGGAGGAAACATCAGATATTATCAA---------------------------GGACCTTATGCAGAGT

droRho1 scf7180000770177:98523-98665
-

CACTAATTTAGAC---TC------AGACTCGGATGTAGAGTCAATTCCAGGTGCGATC--A----------------------------CTTAAA-----AAG-----TAATCGAAAT-----------T----A--AAT----TTAAGTG-AA-C---ATA-------TTTT--------AGACCCGAAGGATAATGGGGCTTTAGATATTATTAA---------------------------GGACCTGCTGCAGAGT

droFic1 scf7180000453215:194202-
194347 +

CACCAACATAGATGATTC------GGACTCTGATGTGGAGGCCGTTCCAGGTGCGATATCA----------------------------GAAT-AAGA--AAA-----TAATCAGTAT-----------T----A--AAT--ATATGA-----------AAT-------TTTT--------AGACTCCAAGGAAAAAGGAACCTCAGATATTATTGA---------------------------GGATCTATTGCAGACT

droKik1 scf7180000302476:1454307-
1454463 +

CACCAATGCGGACGACTC------CGACTCCGATGTGCAGGCAGTGGCTCCC---ACT---GAAGGTA-AG-----------------------------------------------TCCCAGTC--------TCAGCTGCACATGAGCG-AAATACGAAT-------TGTTGTTCTTACAGAACAGAAAAAGTCACGCTCGTCGAACATTATTCG---------------------------CGACATGATGCAGAGC

droAna3 scaffold_13266:16325572-
16325727 -

TACTATT---GATGATTC------CGATTCCGATGTGGAGGCAGTTCCCATT---------ACCGGTT-AGATCTTTACAAACATT-----TAAA-----ATG-----TTTTCAAAAA-----------T-----------------AATA-AT-C---TT--------CT--CTTATTGCAGAAGACGAACCTGCCCCGGAGTCTGAAATTATTTC---------------------------AGACTTGTTGTCTTCC

droBip1 scf7180000395838:137977-
138142 +

TACGATT---GATGAGTC------GGACTCCGATGTGGAGGCAGTTCCCATT---------ATCGGTC-AGATCTTAATAGACATT---------------TA-----AAATTATCGT-----------TCAAACTATAC--TCTTACTTA-TA-CTATACT-------TTTT------ACAGAAGTCGAATCCGCCCCAGAGTCTGAAATCATTTC---------------------------GGACTTGTTGTCTACA

dp5 3:7793950-7794113 + CACCAGTGTAGATG---T------GGACTCTGACGTGGAAGTGTCCCCCCAAGATGTC--C----------------------------CAAG----TAA-TGGTAAG----------AAGTAATCTATG----A--TA-----------------TTCAATTCAGACTCC--TCCAAATT-------------AAGGA----ACAAATATGTTTTTAGATTCTCAGGCAAATGATTCTTCGATGGTCATGTTTAAAAAC
droPer2 scaffold_4:1704296-1704459 + CACCAGTGTAGATG---T------AGACTCTGACGTGGAAGTGTCCCCCCAAGATGTC--C----------------------------CAAG----TAA-TGGTAAG----------AAGTAAACTATG----A--TA-----------------TTCAATTCAGACTCC--TCCAAATT-------------AAGGA----ACAAATATGTTTTTAGATTCTCAGGCAAATGATTCTTCGATGGTCATGTTTAAAAAC
droWil2 scf2_1100000004954:4203510-

4203653 -
TTCA---------------------GATTCTGATGTACAACCCGTTGCCTCA----------GTGGGTAAG-TTTTCTTAAACTTCAAAAAGA----CGA-TGGAAAG----------AACTAATCTGTC---------------------------TGTTT-------TTCT--------AGGTTCCAGAAAAACTGAAACTACAGATGTAATCTC---------------------------AGATCTTTTGCAGTAT

droVir3 scaffold_12875:14904669-
14904759 -

TACGAATGTAGACGACTC------AGACTCGGATGTACAGCCAGTGCCTGT----------------------------------------------------------------------------------------------------------------------------------------GAAAAAGGATGATACATTGGACATTATTGC---------------------------AGACATGCTGAAGAAT

droMoj3 scaffold_6496:8942986-
8943073 +

CACAAATGTGGATGACTC------TGATTCGGATGTTCAAGCGGTGCCATT----------GAAG---------------------------------------------------------------------------------------------------------------------------------GATACGTCATTGGACGTTATTAA---------------------------AGATATGCTACAAAAT

droGri2 scaffold_15245:14926964-
14927057 -

CACGAATTTGGATGATTCCA---ATGATGCGGATGTCCAACCAGTACCAGT----------------------------------------------------------------------------------------------------------------------------------------GCAGAAAGATGAGTCATTGGATATAATTGC---------------------------AGATATGTTGCAGAAT
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:8942986-8943073
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:14926964-14927057
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CAGCTGAGGAGCCTTGTCGAGAGCCTCATGCAGGTGGACACCTCAAAGCGGTGAGTGGAGTGGGAGTGGGTCAAGGTGCTTCCAATGCAGTGCTCATGCCACCCCTTCTCAGTTTAGGAAACTCGAACGACGGCTCCAGCGACGTGAAGAGTCATCCGTGGT
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GSM609233

r2d2[1],
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from tj
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from tj
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wt
ovary
AGO1-
IP,
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V096
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S2-NP

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1
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SRR065152

Piwi
bound
piRNAs
from tj
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GSM609239
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GSM399110

KC-48 #2

GSM379067

SpnE
Mutant

GSM322533

female
head #1
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SRR065153
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bound
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from tj
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flies
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zuc_cd761/Cyostage:
from 5-6 days old
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V0642
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AGO1-
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reseq
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GSM609224
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Â 

GSM609234
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Â 
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Drosophila
S2-NP
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ML-
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c3
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DmD16c3
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AGO2 IP
dcr2
knockdown
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total small
RNAs from
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flies
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CME
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GSM609219

GM2 cell
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female head

GSM609229
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6hr

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

GSM379064
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Mutant

V015

DreRFHV148h

SRR029031

loqs-ORF
knockdown

V135

CME
W2
(wing
disc
line)

GSM399105

disk #2

SRR097866

Drosophila
S2-NP
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GSM286607

6-10h #1
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SRR010953

Aub
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oxidized
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S2-
DRSC

GSM609225

ML-DmBG3-
C2

GSM180337
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cells (S2
only)

GSM286601

male head

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

V080

Starvation,
female head

SRR032093

ago1
knockdown

SRR031692

Total
small
RNAs from
Oregon R

SRR060650

A1_testes_total

GSM379051

Armi
Mutant

V142

Oxidation_female_body

V079

Oxidation,
female
head

GSM361908

s2-48
Biological
Replicate
#2

GSM286604

0-1h #3
(7)

GSM280082

WT
ovaries
(18-29nt)

GSM379052

Aub
Heterozygote

GSM379054

Flam
Heterozygote

GSM379059

Piwi
Mutant

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

GSM609226

CMEW1
Cl.8+
cell

GSM609238

embryo
14-24hr

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V128

S3
......................................................................................................................................TCCAGCGACGTGAAGAGTCATCCGT... 25 0 1 16.00 16 0 0 0 0 5 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............TTGTCGAGAGCCTCATGCAGGTGGAA........................................................................................................................... 26 1 1 9.00 9 0 0 0 0 0 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................TAGGAAACTCGAACGACGGCTCCAGC...................... 26 0 1 8.00 8 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........GCCTTGTCGAGAGCCTCATGCAGGTGGA............................................................................................................................ 28 0 1 7.00 7 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....TGAGGAGCCTTGTCGAGAGCCTCATG.................................................................................................................................... 26 0 1 6.00 6 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................TTTAGGAAACTCGAACGACGG............................. 21 0 1 4.00 4 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................AACTCGAACGACGGCTCCAGCGACGT................. 26 0 1 3.00 3 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................TCCAGCGACGTGAAGAGTCATCCGTGG. 27 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTGAGTGGAGTGGGAGTG.............................................................................................. 18 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................TCGAGAGCCTCATGCAGGTGGACACCTC...................................................................................................................... 28 0 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................CTCATGCAGGTGGACACCTCAAAG.................................................................................................................. 24 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTGAGTGGAGTGGGAGTGGGTCAAG....................................................................................... 25 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................AACGACGGCTCCAGCGACGTGAAGAGT.......... 27 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTGAGTGGAGTGGGAGTGGG............................................................................................ 20 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................GAGAGCCTCATGCAGGTGGACACCTC...................................................................................................................... 26 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................TAGGAAACTCGAACGACGG............................. 19 0 1 2.00 2 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTGAGTGGAGTGGGAGTGG............................................................................................. 19 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................TAGGAAACTCGAACGACGGCTC.......................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................AACTCGAACGACGGCTCCAGCGACG.................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............CTTGTCGAGAGCCTCATGCAGGTG.............................................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................AGCCTCATGCAGGTGGACACCTCAAAGCG................................................................................................................ 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................TGCAGGTGGACACCTCAAAGC................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................AACGACGGCTCCAGCGACGTGAAGAG........... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....GAGGAGCCTTGTCGAGAGCC......................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................TAGGAAACTCGAACGACGGCTCC......................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................CAGCGACGTGAAGAGTCATCCGTGG. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........GCCTTGTCGAGAGCCTCATGCAGGT............................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................CGAGAGCCTCATGCAGGTGGACACCTCA..................................................................................................................... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................................AGCGACGTGAAGAGTCATCCG.... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................AGGTGGACACCTCAAAGCG................................................................................................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................TGCAGGTGGACACCTCAAAGCG................................................................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................TAGGAAACTCGAACGACGGC............................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................TCATGCAGGTGGACACCTCAAAGCGT............................................................................................................... 26 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................................AGCGACGTGAAGAGTCATCCGTGG. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTGAGTGGAGTGGGAGTGGGT........................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................GAACGACGGCTCCAGCGA.................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................CTCATGCAGGTGGACACCTCAAAGCG................................................................................................................ 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............GTCGAGAGCCTCATGCAGGTGGACACCT....................................................................................................................... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................TTTAGGAAACTCGAACGACGGCTCCAGC...................... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................TTAGGAAACTCGAACGACGGCTCCAGC...................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................GCTCCAGCGACGTGAAGAGTCATCCG.... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................TCAAGGTGCTTCCAATGCAGTGCT.................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTGAGTGGAGTGGGAGTGGGTCAAAAA..................................................................................... 27 3 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................CCTCATGCAGGTGGACACCTCAAA................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................CGAGAGCCTCATGCAGGTGGACAC......................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................GAGAGCCTCATGCAGGTGGACACCT....................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................TAGGAAACTCGAACGACGGCTCCAG....................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GTCGACTCCTCGGAACAGCTCTCGGAGTACGTCCACCTGTGGAGTTTCGCCACTCACCTCACCCTCACCCAGTTCCACGAAGGTTACGTCACGAGTACGGTGGGGAAGAGTCAAATCCTTTGAGCTTGCTGCCGAGGTCGCTGCACTTCTCAGTAGGCACCA

**************************************************.((((.((.((((..((((((.....(((.......)))..)))))).)))).))..)))).**************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM609222

ML-DmBG1-
C1

V073

mbn2

V074

S3

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V144

OSC

V085

CME
W2
wing
disc

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V077

cold,
female
head

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V006

r2d2 female:
possibly
heterozygous

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609225

ML-DmBG3-
C2

V086

female
body,
aged

V034

ML-
DmD16c3
cell

GSM371638

S2-NP

V036

ML-
DmD20c5
cell

GSM609234

CS Â male
total RNA
Â 

V008

S2-
DRSC

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V131

ML-
DmD16-
c3

GSM467729

Dmel_wt_sRNAseq

SRR029030

dcr-2
knockdown

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V037

Felix
sample
+mirtrons

V142

Oxidation_female_body
V128

S3

GSM609235

CMEL1

V079

Oxidation,
female
head

SRR097865

Drosophila
S2-NP
cells

GSM280087

S2cell
(AGO2IP)

AGO2

GSM286606

2-6h #2
(9)

V136

Male
aged
body

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR031692

Total
small
RNAs from
Oregon R

GSM609219

GM2 cell

GSM609237

ago2[414]
ovary
total RNA

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM609229

embryo 2-
6hr

V130

ML-
DmBG3-
c2

SRR097866

Drosophila
S2-NP
cells

V146

S1
cell

V148

mbn2

V091

fGS/OSS
total
Â 

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609223

male, one
day

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

V031

GM2
cell

V133

Sg4

V139

Cold_female_body

V032

S1
cell

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

GSM609224

female,
one day

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

GSM609227

CMEW1
Cl.8+
cell

GSM609248

ML-DmD9
cell

GSM609238

embryo
14-24hr

SRR010953

Aub
heterozygotes,
oxidized

V022

ML-
DmD32
cell

V140

Dessication_female_body

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR001347

ago2_untreated

SRR097867

Drosophila
S2-NP
cells

V003

dsDcr-1
(katsutomo
RNA)

GSM399101

kc167
cell

GSM609221

1182-4H
cell

V038

Felix
sample
S2
only

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR001339

WT_females_non-
beta-eliminated

GSM609230

CS,ovary,AGO1IP

AGO1

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

V138

Male
cold
body

V141

Heat_female_body

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

GSM628272

ago2[414]
ovary
total RNA

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR029029

dcr-1
knockdown

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

GSM286602

male body

SRR029028

untreated
(mock)

SRR060652

hs-
Penelope_testes_total

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

V078

Desiccation,
female head

V080

Starvation,
female head

V126

CME
L1

V127

G2
.............................................................................................................................................TGCACTTCTCAGTAGGCACCA 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:26521537-26521698 - Pka-

C2_in4
CAGCTGAGGAGCCTTGTCGAGAGCCTCATGCAGGTGGACACCTCAAAGCGGTGAGTGGAG-TGGG-------A------GTGGG--TCAAGGTGC-TT--------------------CCAA-------------TG--C------------A-------GTGCTCATGCC-ACCCCT-TCTCAGTTTAGGAAACTCGAACGACGGCTCCAGCGACGTGAAGAGTCATCCGTGGT

droSim2 3r:25833849-25834011 - CAGCTGAGGAGCCTCGTCGAGAGCCTCATGCAGGTGGACACATCAAAGCGGTGAGTGGAG-TGGG-------A------GTGAGAGTCAAGGTGC-TT--------------------CCGT--------------G--C------------A-------GTGCTCATGCC-ACCCCT-TCTCAGTTTAGGAAACTCGAACGACGGCTCCAGCGACGTGAAGGGTCATCCGTGGT
droSec2 scaffold_4:5340482-5340645 - CAGCTGAGGAGCCTCGTCGAGAGCCTCATGCAGGTGGACACCTCAAAGCGGTGAGTGGAG-TGGG-------A------GTGGG--TCAAGGTGC-TC--------------------C--TGTCGT---------G--C------------A-------GTGCTCATGCT-ACCCCT-TCTCAGTTTAGGAAACTCGAACGACGGCTCTAGCGACGTGAAGGGTCATCCGTGGT
droYak3 3R:27440090-27440263 - CAGCTGAGGAGTCTCATCGAGAGTCTCATGCAGGTGGACACCACCAAGCGGTGAGTGGAG-TGGGGAGTGGGAGTGGGTGTGGG--TAAAGGTGG-TT--------------------CCAG--------------G--A------------G-------GTGCTCATGCC-ACCACT-TCTCAGTTTAGGAAACTCGAACGAGGGCGCCAGTGACGTGAAGGGTCATCCGTGGT
droEre2 scaffold_4820:1482928-1483096

+
CAGCTGAGGAGTCTCGTCGAGAGCCTCATGCAGGTGGACACCACAAAGCGGTGAGTGGGATTGGG-------A------TTGGG--TGAAGGTGG-TT--------------------CCAGGTGGT---------TCAT------------G-------GTGCTCATGCC-ACCCCT-TCTCAGTTTAGGAAACTCGAACGAGGGCGCCACCGACGTGAAGGGTCATCCGTGGT

droEug1 scf7180000409557:34155-34320
+

CAGCTGAAAAGCCTTGTGGAGAGCCTCATGCAGGTGGACACCTCAAAGCGGTGAGTGCAG-TGGG-------AGTGGGTGTGGG--TCA-GGAAT-TT--------------------CCAG--------------G--A------------G-------GCGCTTATGCC-ACTCCT-TCTCAGTTTAGGAAACTCGAACGAGGGCTCCGCCGACGTGAAGAGTCATCCGTGGT

droBia1 scf7180000302113:835125-
835286 +

CAGCTGAGGAACCTCATCGAGAGCCTCATGCAGGTGGACACCTCAAAGCGGTGAGTGGAT-TGGG-------C------GGGGA--CC--TGCTCTTC--------------------CCAG------------GGG--A------------G-------CCGCTCATGCC-AACCCT-TCTCAGTTTAGGAAACTCGAACGAGGGCGCCGTCGATGTGAAGAGCCACCCGTGGT

droTak1 scf7180000415367:251116-
251267 +

CAGCTGAAGGACATGGTCGAAAGCCTGATGCAGGTGGATACCTCGAAGCGGTAAGTAGAG-TT-------------------------------C-T-------------TATATACGTAAG--------------G--T------------A-------ATGCTCATTCC-AACCCT-TCTCAGTTTAGGAAACTCGAACGAGGGCGCCGTCGATGTAAAGGGACATCCGTGGT

droEle1 scf7180000491280:2858495-
2858655 -

CAGCTTAAGAATCTTATCGAGAGCTTGATGCAGGTAGACACCTCAAAGCGGTGAGTGAAGGTGGG-------A------ATGGG--TCA-GGGAC-AT--------------------CCAG--------------G--A------------G-------GAGCTCATGCC-ACCACT-ATTCAGTTTAGGAAACTCGCAAGAGGGCGCCATCGATGTGAAGGGTCATCCATGGT

droRho1 scf7180000779434:24491-24651
-

CAACTGAAGCACCTTGTCGAGAGCTTGATGCAGGTGGACACCTCAAAGCGGTGAGTGTCGGTGGG-------C------GGGGGG-ATA-AGAAT-TT--------------------CCAG--------------G--A------------G-------GTGCTCATGCC--CCCCT-TCTCAGTTTAGGAAACTCGAACGAGGGCGCCATGGACGTGAAGGGACATCCGTGGT

droFic1 scf7180000453782:775715-
775872 +

CAGCTGAGGGGCCTTGTTGAGAGCCTCATGCAGGTGGACACCTCGAAGCGGTGAGTGGGG-TGC---------------TTGGG--GTT-GGGGC-TT--------------------CCAG--------------G--A------------G-------GTGCTCATGCC-ACCCCT-TCTCAGTTTAGGAAACTCGAACGAGGGCGCCACCGAAGTGAAGAGTCACCCGTGGT

droKik1 scf7180000302390:493558-
493707 -

CACCTAAAGAACCTTGTGGAAAGCTTTTTGCAGGTGGATACTTCGAAGCGGTGAGTATGGGTTAC-------G------G-----------GCGG-TG--------------------CC-------------------A------------G-------TTGCTCATGTC-GTCCCT-TCTTAGTTTAGGAAACTCTAACGAAGGTGCCATTGATGTGAAGAGTCATCCCTGGT

droAna3 scaffold_12911:4468302-
4468451 +

AATCTGAAGAACCTGGTGGAAAGCTTAATGCAGGTGGAGACAACGAAACGGTGAGTGGGAGCGAC-------A------ATTGT--CAAAAATA---T--------------------GTAG--------------G-------------------------------TTG-ACTTCT-TATTAGTTTAGGAAATGCATCCGATGGCTCGACGGATGTGAAGAACCATGCGTGGT

droBip1 scf7180000396640:1307597-
1307753 +

AATCTGAAGACCCTGGTGGAAAGTCTAATGCAGGTGGAGACCACGAAACGGTGAGTGGGTGCGAC-------A-----------------CTTAT-TT--------------------TCAA----------AAATA--T------------G-------CAGGTTGTGTG-GTTTCT-TATTAGTTTAGGAAATGCGTCCGACGGCGCTGCCGATGTGAAGAACCATCCCTGGT

dp5 2:687073-687238 + CACCTGAAGACCCTTGTGGAGGCACTCATGCAGGTGGACACGTCCAAGCGGTAAGTGCGA-GGAG-------C------CT----------------GCCACAGCGTCAGCA---------TCTCATTCGACAGCT----------------------------GTGAAAG-GTGTCC-TTTCAGCCTAGGCAACTCGCCGGACGGGCCCGCGGACATCAAGACCCACCCGTGGT
droPer2 scaffold_7:3471781-3471946 + CACCTGAAGACACTTGTGGAGGCACTCATGCAGGTGGACACGTCCAAGCGGTAAGTGCGA-GGAG-------C------CT----------------GCCACAGCGTCGGCA---------TCTCATTCGACAGCT----------------------------GTGAAAG-GTGTTC-TTTCAGCCTAGGCAACTCCCCGGACGGGCCCGCGGACATCAAGACCCACCCGTGGT
droWil2 scf2_1100000004943:10035258-

10035418 -
CCAATGAAGAATTTAGTGGAGAGTCTTATGCAGGTTGATACCTCAAAGCGGTAAATAATGATA-G-------A--------TTT--TC----------------------TATTTTTGTTCT------------AAG--C------------C-------CTCTTCCCCCCAATTCGT-CTTCAGTTTAGGCAACTCAAACGAAGGTGCAATTGAAATTAAGAATCATCCTTGGT

droVir3 scaffold_13047:11309764-
11309914 -

CAACTAAAGAATCTGATTGACAATCTACTGCAGGTGGATCCCTCCAAGCGGTAAGCACTC-TGGA-------T------ATGA---TTAAGG--------------------------------------------A--C------------C-------GCATTTCAAGC-ACGCTT-CTTCAGTTTAGGTAACTCAACCGAAGGTTCTGCGGATATCAAAACTCACCCATGGT

droMoj3 scaffold_6540:30441573-
30441724 +

CAGCTGAAAAACTTGATTGAGAACTTGTTGCAGAGTGAGCCCTCAAAGCGGTAAGCACTC-CGGA-------A------CC------------------------------A---------TTTAACGG-------G--C------------C-------GCATTTCAAGC-ATACTT-CTTCAGTTTAGGTAACTCAACCGAGGGCTCCACGGAAATCAAGAGCCATGCATGGT

droGri2 scaffold_14624:1321252-
1321436 -

AATCTGAAGCATCTGGTTGACTCTCTGTTACAGGTGGACTCCTCAAAGCGGTAAGCAGCCCTCAC-------T------CTGA------------------TTGTTGTTGCA---------TTTAATTT---------ACAAAGAGGAAAAAAATGATCATAATTTGAAGC-ACGCTTCTTTTAGTTTAGGTAACTCACCGGAGGGCTCCGCAGATATAAAGAGTCATCCCTGGT
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Flybase annnotation

Antisense to transposable_element_insertion_site [P{wHy}DG10607]; Antisense to pre_miRNA [mir-312-RM]; Antisense to miRNA [mir-312-RA]; Antisense to transposable_element_insertion_site [PBac{SAstopDsRed}LL04114]
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AAACACAACAAAACTAATTACTTTGCTCATAAAATGATTCGTTTTAAAGTAATCAGGCCGTCTCAAGTGCAATACTAGTTAAAAAATGCAGAATTGCCCTTGTGACGAACCAAATCGCTTCAAACTTAATTCACATTTCTAATAATTTAAAAATGCTAATTGTTAG

***************************************.((((..((((.((..((.((((.((((.(((((.((.((........)))).))))).)))).))))..))..)).)))).))))..***************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1
V073

mbn2

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR029633

total
small RNAs
from hen1
homozygous
flies

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609222

ML-DmBG1-
C1

V145

S2-
DRSC

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V086

female
body,
aged

GSM379063

Vasa
Heterozygote

GSM467729

Dmel_wt_sRNAseq
GSM385748

OSS_s6

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

V006

r2d2 female:
possibly
heterozygous

GSM609230

CS,ovary,AGO1IP

AGO1

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V080

Starvation,
female head

V008

S2-
DRSC

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609225

ML-DmBG3-
C2

SRR010953

Aub
heterozygotes,
oxidized

V036

ML-
DmD20c5
cell

V091

fGS/OSS
total
Â 

V092

dcr-
2[G31R]
male
total
RNA Â 

V074

S3

GSM609229

embryo 2-
6hr

SRR031692

Total
small
RNAs from
Oregon R

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR001349

heterozygous_dcr-
2_untreated

V085

CME
W2
wing
disc

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

GSM399110

KC-48 #2
GSM609217

MLDmD20c5

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V077

cold,
female
head

GSM286605

2-6h #1
(8)

GSM609218

Sg4

GSE24545

CS ovary
total
RNA

SRR001337

WT_females_beta-
eliminated

GSM272653

KC -48 #1

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR097867

Drosophila
S2-NP
cells

GSM371638

S2-NP

V078

Desiccation,
female head

............................................................................................ATTGCCCTTGTGACGAACCAAAT................................................... 23 0 1 3.00 3 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................AATTGCCCTTGTGACGAACCAAA.................................................... 23 0 1 3.00 3 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................AATTGCCCTTGTGACGAACCAA..................................................... 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................ATTGCCCTTGTGACGAACCAA..................................................... 21 0 1 2.00 2 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................AATTGCCCTTGTGACGAACCA...................................................... 21 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................TACTAGTTAAAAAATGCAGAATTGCCCT.................................................................. 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................ATTGCCCTTGTGACGAACCAAA.................................................... 22 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................AAGTGCAATACTAGTTAAAAAATGCAGAA......................................................................... 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................AGGCCGTCTCAAGTGCAATAC........................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................AGGCCGTCTCAAGTGCAATACT.......................................................................................... 22 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................TAAAATGATTCGTTTTAAAGT.................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................ATCAGGCCGTCTCAAGTGCA............................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................TTGCTCATAAAATGATTCGTT........................................................................................................................... 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TTTGTGTTGTTTTGATTAATGAAACGAGTATTTTACTAAGCAAAATTTCATTAGTCCGGCAGAGTTCACGTTATGATCAATTTTTTACGTCTTAACGGGAACACTGCTTGGTTTAGCGAAGTTTGAATTAAGTGTAAAGATTATTAAATTTTTACGATTAACAATC

***************************************.((((..((((.((..((.((((.((((.(((((.((.((........)))).))))).)))).))))..))..)).)))).))))..***************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V096

loqsKO/f00791
ovary

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM628272

ago2[414]
ovary
total RNA

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

GSE24545

CS ovary
total
RNA

GSM609229

embryo 2-
6hr

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM609237

ago2[414]
ovary
total RNA

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

GSM609230

CS,ovary,AGO1IP

AGO1

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

V140

Dessication_female_body

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

V141

Heat_female_body

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

GSM379066

Zuc
Mutant

V131

ML-
DmD16-
c3

GSM379063

Vasa
Heterozygote

V142

Oxidation_female_body

GSM286613

0-1hr #1
(A)

SRR014275

Ovary_rep1_LK_P

GSM343287

Drosophila
Toll 10b
mutant
embryos

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

GSM379065

Zuc
Heterozygote

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR060645

yw67c23(2)_testes_total

SRR060644

A2_ovaries_total

GSM286605

2-6h #1
(8)

SRR065801

zuc_het(H-
Y)_ovaries

SRR014280

Ovary_rep1_w1118_P

GSM379062

Squ
Mutant

V139

Cold_female_body

GSM379060

SpnE
Heterozygote

GSM379050

Armi
Heterozygote

GSM379054

Flam
Heterozygote

GSM379064

Vasa
Mutant

SRR060643

A2_testes_total

GSM379052

Aub
Heterozygote

GSM379056

Krimp
Heterozygote

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR060653

hs-Penelope_
ovaries_total

SRR065800

zuc_H-
Y_ovaries

SRR060652

hs-
Penelope_testes_total

GSM286607

6-10h #1
(10)

GSM379058

Piwi
Heterozygote

GSM379051

Armi
Mutant

SRR014273

Ovary_rep1_Har_P
V128

S3

SRR014282

Ovary_rep1_wK_P

GSM379057

Krimp
Mutant

GSM286611

6-10h #2
(11)

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

SRR060646

yw67c23(2)_ovaries_total

SRR014277

Ovary_rep1_NA_P

GSM280083

dcr-2-/-
ovaries
(18-29nt)

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

GSM379053

Aub
Mutant

GSM286604

0-1h #3
(7)

SRR060650

A1_testes_total

S6

0-1,2-
6,6-
10h
embryo

GSM399106

female
body #2

V091

fGS/OSS
total
Â 

GSM379067

SpnE
Mutant

GSM286606

2-6h #2
(9)

GSM280084

loqs-/-
ovaries
(18-29nt)

V074

S3

GSM280085

WT testes
(18-24nt)

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

V034

ML-
DmD16c3
cell

GSM280082

WT
ovaries
(18-29nt)

V006

r2d2 female:
possibly
heterozygous

GSM609240

IR+ 2-
18hr

GSM609239

IR- 2-
18hr

GSM379061

Squ
Heterozygote

GSM379059

Piwi
Mutant

GSM609243

KC+48 #1

GSM399105

disk #2

V132

ML-
DmD32

GSM467730

Dmel_r2d2_sRNAseq

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

GSM275691

imaginal
disc

GSM609238

embryo
14-24hr

SRR010959

Ago3 IP in
heterozygotes

AGO3

GSM467729

Dmel_wt_sRNAseq

GSM379055

Flam
Mutant

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM286603

female
body

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

V086

female
body,
aged

SRR060651

A2_ovaries_Ago3

AGO3

V138

Male
cold
body

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR010956

Piwi IP in
Ago3
heterozygotes

GSM399110

KC-48 #2

GSM609234

CS Â male
total RNA
Â 

GSM180331

early
embryo
(2-6)

V015

DreRFHV148h

GSM467731

Dmel_loq_sRNAseq

GSM609250

ML-DmD32
cell

SRR010955

Aub IP in
Ago3
heterozygotes

GSM399107

male body
#2

GSM609224

female,
one day

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

GSM609219

GM2 cell

GSM180330

very
early
embryo
(0-1)

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

GSM609223

male, one
day

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

GSM180332

mid
embryo
(6-10)

V126

CME
L1

V031

GM2
cell

V136

Male
aged
body

SRR065802

Piwi-
IP_zuc_mut_ovaries

GSM322543

male head
#1

GSM364902

12-24hr
embryo

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V144

OSC

V133

Sg4

GSM360262

0-2d
pupae

SRR065807

Piwi-
IP_squ_het_ovaries

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR065806

Piwi-
IP_squ_mut_ovaries

GSM322533

female
head #1

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V022

ML-
DmD32
cell

GSM180335

imaginal
discs

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM1528798

follicle
cells

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

GSM360260

0-1d
Pupae (w)

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

SRR010953

Aub
heterozygotes,
oxidized

SRR060649

A2_ovaries_FLAG-
Piwi

GSM180329

adult
bodies
(female
bodies,
male
bodies)

V147

1182-
4H
cell

GSM322219

2-4day
pupae #1

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V023

Dcr2
female
head

GSM240749

female
head

V127

G2

GSM609244

KC+48 #2

GSM180333

late
embryo
(12-24)

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR032092

mock
oxidized

GSM286602

male body

GSM609242

s2+48 #2

SRR031692

Total
small
RNAs from
Oregon R

V146

S1
cell

V125

ML-
DmD9

GSM272651

S2-
48,+48,
KC-48,
+48 mix

GSM609218

Sg4

SRR060648

A2_ovaries_FLAG-
Aub

V085

CME
W2
wing
disc

V137

Male
aged
head

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V129

ML-
DmBG1-
c1

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR010960

wt,
oxidized

SRR001349

heterozygous_dcr-
2_untreated

GSM609235

CMEL1

GSM313163

dcr-2
heterozygous,
untreated

SRR001664

homozygous_dcr-
2_untreated

GSM609225

ML-DmBG3-
C2

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

V036

ML-
DmD20c5
cell

GSM280087

S2cell
(AGO2IP)

AGO2

SRR010951

Ago3
heterozygotes,
oxidized

SRR001347

ago2_untreated

V032

S1
cell

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

V135

CME
W2
(wing
disc
line)

SRR010952

Ago3 trans-
heterozygotes,
oxidized

V148

mbn2

GSM322245

3rd
instar #1

SRR001339

WT_females_non-
beta-eliminated

V145

S2-
DRSC

GSM360256

1st
instar #1

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

GSM361908

s2-48
Biological
Replicate
#2

GSM322208

3rd
instar #2

SRR029030

dcr-2
knockdown

SRR029032

r2d2
knockdown

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

GSM609222

ML-DmBG1-
C1

GSM360257

1st
instar #2

GSM180328

adult
heads
(female
heads,
male
heads)

GSM313161

dcr-2
heterozygous,
oxidized

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR032094

ago2
knockdown

GSM609241

s2+48 #1

SRR029033

lacZ
knockdown

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

V134

ML-
DmD8

GSM154618

23-29
nucleotide
RNAs from
Drosophila
melanogaster
ovaries

GSM154621

piRNAs
associated
with Ago3
from
Drosophila
melanogaster
ovaries

GSM280086

WT
ovaries
(AGO2IP)

AGO2

GSM322338

2-4day
pupae#2

SRR029029

dcr-1
knockdown

V077

cold,
female
head

GSM280088

S2cell
(AGO1IP)

AGO1

GSM272653

KC -48 #1

GSM609248

ML-DmD9
cell

GSM371638

S2-NP

GSM313162

dcr-2
homozygous,
untreated

GSM385748

OSS_s6

SRR001348

ago2_oxidized

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR097865

Drosophila
S2-NP
cells

GSM609227

CMEW1
Cl.8+
cell

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM313160

dcr-2
homozygous,
oxidized

GSM385744

OSS_s2

GSM272652

S2 -48
Biological
Replicate
#1

SRR001338

IR_non-
beta-
eliminated

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V008

S2-
DRSC

GSM609251

aged
female
head

GSM609249

ML-DmD21
cell

V130

ML-
DmBG3-
c2

GSM154622

piRNAs
associated
with
Aubergine
from
Drosophila
melanogaster
ovaries

GSM286601

male head
GSM609217

MLDmD20c5

V014

DTT
8h

GSM399101

kc167
cell

V037

Felix
sample
+mirtrons

V080

Starvation,
female head

GSM180334

larvae:
1st
instar
and 3rd
instars

GSM180336

pupae: 0-
1 day, 0-
2 day, 2-
4 day

GSM239052

S2 cells,
non beta-
eliminated

GSM313165

ago2
homozygous,
oxidized
(technical
replicate
#2)

SRR001344

dcr-
2_beta-
eliminated

SRR001345

ago2_non-
beta-
eliminated

SRR029028

untreated
(mock)

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

V003

dsDcr-1
(katsutomo
RNA)

GSM399100

Kc167
cell

GSM343832

S2R+ cell

V038

Felix
sample
S2
only

V078

Desiccation,
female head

GSM313164

ago2
homozygous,
oxidized
(technical
replicate
#1)

GSM385821

OSS_s7

GSM385822

OSS_s8

SRR001337

WT_females_beta-
eliminated

SRR001343

dcr-2_non-
beta-
eliminated

SRR029031

loqs-ORF
knockdown

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR032093

ago1
knockdown

SRR097867

Drosophila
S2-NP
cells

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM609247

heat
female
head

GSM609220

ML-DmD21
cell

GSM609221

1182-4H
cell

V030

ML-
DmD8
cell

V073

mbn2

V079

Oxidation,
female
head

....................................................AGTCCGGCAGAGTTCACGTTAT............................................................................................ 22 0 1 823125.00 823125 100412 63215 54570 42606 39027 30295 23131 24491 16405 28567 16723 18710 12553 17841 18789 18032 15483 14926 15562 13465 13029 9360 8076 9220 11 5006 8848 4929 5411 6451 4962 3422 5366 4250 5391 5975 3968 4302 2756 3903 3371 453 4558 4031 3286 1935 3834 3234 2356 3840 4063 1756 4045 3853 4113 3426 1820 3351 2614 3271 2012 2295 1183 2450 3061 2955 1944 2487 2706 2008 2143 4 1980 1731 2215 1248 1551 1245 924 1256 1419 223 1292 750 571 966 600 626 1025 1096 810 717 622 726 500 546 388 547 453 99 408 252 462 374 395 161 455 372 44 424 136 147 380 325 156 251 264 203 323 234 131 187 97 166 158 145 54 120 131 124 81 37 38 64 87 130 87 91 54 23 85 51 50 0 82 62 38 20 37 23 30 9 1 19 30 47 27 19 24 21 28 15 16 19 42 5 14 13 16 19 14 23 8 4 5 12 12 22 2 8 20 14 10 8 4 12 13 1 6 7 12 6 4 8 5 10 15 6 1 5 4 13 5 4 6 4 4 1 4 10 3 3 4 5 2 7 7 7 0 4 7 2 4 3 2 5 3 3 2 3 2 0 5 4 3 3 2 3 1 1 3 1 2 0 1 1 1 2 3 0 2 0 0 2 1 1 2 2 0 1 1 1 2 1 0 1 1 0 0 0 1 0 1 0 0 0 1 1 1 0

.....................................................GTCCGGCAGAGTTCACGTTAT............................................................................................ 21 0 1 229467.00 229467 11793 10222 10831 15108 8071 16783 13952 13785 12747 3586 1666 3891 6758 6071 3209 1381 3321 1216 1001 1140 832 6387 862 3057 0 4187 1403 2620 1114 2073 2236 3234 2029 888 1249 831 1518 916 2633 917 1813 2270 1467 1174 1446 1287 1063 568 1062 1041 636 2463 669 863 652 834 850 861 933 1029 1351 465 585 215 440 489 1014 794 623 630 254 0 869 815 407 872 503 368 473 189 149 1191 236 159 692 316 605 628 257 178 199 319 310 119 244 105 168 241 30 52 108 251 23 24 109 215 44 100 284 50 242 217 28 112 152 57 65 8 59 15 37 97 95 79 39 11 86 11 15 50 54 47 69 36 19 11 33 18 32 42 5 35 18 4 4 13 11 25 2 27 11 10 0 2 4 6 3 5 14 3 12 8 5 4 0 6 5 2 9 5 4 2 0 14 3 2 6 1 1 2 2 0 2 9 0 4 2 1 1 3 3 6 0 4 3 0 0 1 0 2 1 0 6 0 2 2 3 0 0 0 0 0 0 0 0 0 0 0 0 1 0 3 2 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 1 1 1 1 0 0 1 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TCTTAACGGGAACACTGCTTGGT...................................................... 23 0 1 72068.00 72068 3499 1833 2264 4046 1510 5862 7500 6612 1767 428 965 365 1696 1047 227 1620 213 1148 909 1434 1044 1168 709 290 0 506 1104 446 2080 668 541 278 911 477 556 186 1415 228 663 351 479 5 478 495 723 368 110 424 343 517 115 513 119 84 102 261 121 163 249 351 454 297 375 355 110 107 207 456 240 243 239 0 283 206 40 134 71 108 49 139 160 165 71 173 45 117 33 17 74 55 39 44 88 94 35 78 111 73 2 246 93 129 119 1 21 66 38 50 52 41 100 63 37 34 40 43 23 0 7 41 33 24 12 8 19 46 17 21 16 14 5 40 16 34 19 3 19 19 13 2 0 10 3 5 1 5 13 5 4 5 7 20 4 19 5 1 7 4 5 1 8 13 7 2 0 0 6 2 1 1 3 1 15 6 6 1 6 0 1 0 0 4 0 0 4 0 0 1 1 0 0 0 2 0 0 0 1 3 9 0 3 0 0 6 0 2 0 8 2 0 4 0 0 1 0 0 0 0 0 0 0 0 0 0 2 0 2 1 0 0 0 1 0 0 0 0 1 0 0 0 0 1 0 2 1 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1

...................................................AAGTCCGGCAGAGTTCACGTTAT............................................................................................ 23 1 1 70905.00 70905 4646 4183 3829 2554 3321 1631 1511 1200 2006 1323 4338 1282 698 814 1252 2660 1258 3331 3089 2632 2943 762 2329 438 57 674 198 803 232 306 561 74 314 962 269 303 74 190 282 696 239 79 161 188 388 317 301 637 300 172 265 152 302 177 243 172 525 296 202 150 75 306 238 522 184 114 147 60 121 77 465 14 121 103 155 64 78 287 169 264 196 6 60 187 62 41 38 82 33 74 42 56 72 19 44 79 28 4 0 9 39 27 58 0 16 15 40 25 17 40 8 21 80 50 8 51 19 0 2 26 32 7 8 3 28 18 7 23 31 2 2 2 7 8 11 20 2 2 11 13 11 0 9 0 5 0 6 4 9 2 4 5 0 2 5 1 5 6 3 5 1 3 2 3 0 3 9 6 3 0 5 2 0 0 0 2 0 1 0 0 0 0 0 0 0 1 2 0 1 0 0 0 2 0 0 0 0 2 0 0 0 0 0 1 0 0 2 0 1 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................AAAGTCCGGCAGAGTTCACGTTAT............................................................................................ 24 2 1 59402.00 59402 1588 3921 2949 3281 3552 1416 1990 1194 1018 444 3535 936 536 616 1140 1661 1400 1891 1432 2724 1366 918 3202 333 10 1058 33 1209 132 168 468 7 174 732 179 171 10 178 559 659 542 111 98 71 254 92 499 712 1002 101 229 289 361 245 214 101 268 388 402 139 93 583 61 352 131 84 273 4 70 73 222 2 154 196 163 49 90 178 79 192 166 0 51 244 100 2 1 68 2 56 20 39 33 7 29 53 16 0 0 3 15 22 25 0 14 1 47 29 40 27 2 4 35 36 1 30 15 0 1 30 9 0 3 1 24 7 0 7 6 0 0 0 5 12 15 4 1 0 0 8 7 0 12 0 0 0 1 2 0 3 2 2 0 1 3 1 2 3 4 1 0 0 4 4 0 0 0 3 0 0 3 0 3 0 1 4 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 1 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 1 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................TCCGGCAGAGTTCACGTTAT............................................................................................ 20 0 1 30804.00 30804 1521 2147 2732 1211 1885 814 580 485 824 463 173 918 362 451 655 124 794 44 45 67 22 336 125 255 0 553 274 502 113 179 445 1027 88 254 116 96 150 83 126 165 262 2703 83 146 269 547 188 128 71 87 72 90 82 134 85 96 356 122 143 81 83 42 146 92 50 54 154 58 77 145 95 0 58 100 73 163 164 117 216 70 26 44 36 25 212 42 194 215 95 19 24 31 28 7 101 36 59 12 2 5 27 27 2 4 33 41 6 27 45 2 45 48 0 8 43 17 16 1 10 0 30 2 47 16 7 0 15 0 3 1 16 3 3 2 4 4 1 2 8 5 0 4 2 2 2 4 5 20 0 6 7 1 3 0 0 0 3 5 1 3 0 1 3 0 0 6 1 0 7 1 1 0 0 0 0 0 0 0 1 1 0 4 1 1 1 0 0 0 0 4 2 1 0 1 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................CTTAACGGGAACACTGCTTGGT...................................................... 22 0 1 28166.00 28166 2153 1328 1647 1540 1048 1912 1811 1743 554 305 165 274 553 330 170 218 129 178 136 200 134 330 122 92 0 247 396 191 935 199 210 454 152 74 197 90 544 87 204 173 241 3 169 124 277 554 145 205 243 143 80 196 75 78 52 105 234 61 90 87 301 174 361 40 42 36 132 107 104 66 35 0 165 84 39 173 35 70 182 30 31 64 24 28 16 38 34 34 67 33 9 19 16 14 13 38 75 13 1 371 48 28 6 5 19 27 13 15 24 25 26 41 7 22 29 18 9 6 1 7 20 8 11 4 6 8 9 3 3 4 2 18 9 8 10 0 5 3 2 18 0 7 0 11 2 1 3 1 4 3 5 9 7 2 2 1 1 1 2 0 0 5 1 0 0 2 0 0 0 0 0 0 0 3 4 1 2 0 7 0 0 1 0 0 6 0 0 10 0 1 0 0 6 1 0 0 0 1 2 5 1 0 0 1 0 2 0 2 0 0 1 0 0 0 0 0 0 0 3 0 0 2 0 1 0 0 0 1 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

....................................................TGTCCGGCAGAGTTCACGTTAT............................................................................................ 22 1 1 25331.00 25331 1562 1669 2127 3469 1048 893 870 513 461 411 129 671 386 309 528 154 445 66 49 124 59 236 125 170 0 379 141 292 45 99 202 400 207 86 101 104 260 173 145 53 125 11 99 116 96 865 105 52 94 65 76 100 54 49 42 58 584 48 60 77 264 67 733 67 60 66 81 124 44 76 44 0 80 76 50 79 51 27 247 15 19 166 65 7 89 38 52 57 38 8 16 15 33 15 20 1 7 17 0 6 10 9 2 0 20 61 3 23 15 22 41 35 0 2 36 5 6 0 6 0 9 3 12 27 1 0 16 0 0 1 10 16 2 2 4 3 12 2 4 0 1 0 2 0 1 2 0 1 0 1 1 1 0 5 0 1 0 0 0 6 3 0 0 0 0 1 0 1 1 0 0 1 0 2 3 1 0 0 0 1 1 0 0 0 0 2 0 0 0 0 0 2 0 1 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 1 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0

...................................................TAGTCCGGCAGAGTTCACGTTAT............................................................................................ 23 0 1 9478.00 9478 1016 711 774 421 371 226 168 91 119 267 231 286 97 133 220 238 129 202 152 188 152 56 155 67 6 88 203 109 49 29 58 57 33 92 46 33 50 26 25 45 38 3 43 39 19 124 47 47 22 43 32 15 35 27 41 21 247 13 27 43 10 24 107 51 27 21 26 23 26 35 30 0 11 12 24 19 17 17 70 19 11 2 12 13 10 17 23 15 16 11 6 9 6 11 7 8 36 2 77 0 16 5 5 64 8 13 5 12 2 5 10 8 4 3 1 2 3 24 0 0 11 2 2 1 5 1 1 2 3 1 0 3 0 0 0 1 3 1 4 0 4 0 0 0 0 2 4 1 2 0 7 0 0 0 2 1 0 4 0 0 0 0 1 0 0 2 1 0 0 1 0 0 0 1 4 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TCTTAACGGGAACACTGCTTGG....................................................... 22 0 1 8085.00 8085 22 10 14 4 22 3 1 10 2 8 1358 2 0 0 1 314 3 1649 1304 267 1591 0 839 0 0 0 0 0 0 0 0 0 0 614 3 0 0 0 1 1 1 0 1 1 0 0 0 2 0 0 0 1 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 1 0 0 6 0 1 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 4 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 8 0 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................CGTCCGGCAGAGTTCACGTTAT............................................................................................ 22 1 1 5031.00 5031 515 392 208 84 256 119 25 16 115 73 17 36 448 32 48 13 36 7 6 10 5 10 7 284 0 36 9 46 6 54 46 11 7 7 19 10 8 527 8 13 20 3 9 209 49 4 6 9 12 32 8 12 16 12 18 219 10 16 117 27 7 9 3 5 12 50 12 7 43 215 25 0 2 8 14 4 23 1 0 2 4 3 45 0 13 5 4 4 8 15 3 1 6 15 13 2 3 0 0 0 0 2 8 0 15 1 0 0 0 1 0 2 6 0 2 2 1 0 1 1 0 0 0 2 0 3 1 3 0 0 2 1 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 1 0 0 0 0 0 0 0 2 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0

...........................................................................................TTAACGGGAACACTGCTTGGT...................................................... 21 0 1 4034.00 4034 120 106 119 127 79 176 206 167 65 14 43 25 63 43 2 111 12 34 19 55 27 37 35 5 0 53 63 46 61 26 30 164 26 42 24 6 40 9 22 47 26 167 25 7 98 190 27 41 29 28 12 14 5 1 5 15 45 2 16 10 22 11 111 3 3 3 20 14 22 8 9 0 27 11 10 48 5 53 35 17 9 10 2 7 4 6 82 4 9 8 2 11 7 3 1 5 66 2 0 35 31 3 4 1 2 16 1 5 1 3 11 8 5 3 11 3 0 0 0 3 16 1 5 3 1 1 3 1 2 1 1 2 16 0 1 1 1 1 2 0 0 0 2 5 0 0 3 3 0 3 1 0 8 0 1 0 2 0 1 0 0 2 0 1 0 2 1 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................AGTCCGGCAGAGTTCACGTTA............................................................................................. 21 0 1 3611.00 3611 581 444 589 42 665 73 50 35 22 63 38 95 17 64 58 19 88 35 27 46 33 8 24 12 0 12 22 9 20 3 14 18 10 6 17 6 35 6 3 12 2 0 11 4 11 3 1 9 4 7 3 2 5 4 7 5 1 5 2 6 1 4 2 4 2 1 4 17 0 3 12 0 1 5 1 1 3 3 4 1 4 2 1 5 1 5 7 1 16 2 1 0 0 2 1 0 4 2 11 0 1 1 6 13 0 0 1 1 0 2 0 0 1 2 0 0 1 6 0 4 0 1 0 0 0 1 0 1 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 1 0 1 15 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................ATCTTAACGGGAACACTGCTTGGT...................................................... 24 1 1 3494.00 3494 108 125 15 170 150 311 539 308 84 15 62 5 97 54 12 29 19 33 22 40 43 60 30 12 0 56 13 46 14 26 64 0 25 12 28 11 2 9 40 70 43 3 21 5 39 18 23 50 77 14 15 21 11 2 8 8 9 9 11 10 27 36 3 25 3 4 12 1 6 4 5 0 23 7 11 6 4 12 6 5 18 0 0 20 2 0 0 2 0 3 1 2 0 1 2 8 1 0 0 1 2 1 5 0 0 1 5 0 5 4 0 2 5 10 3 6 0 0 0 1 1 0 3 0 1 0 1 0 1 0 0 0 2 8 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 1 0 2 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................CCGGCAGAGTTCACGTTAT............................................................................................ 19 0 1 2382.00 2382 123 77 104 81 56 59 46 39 44 45 1 43 30 37 26 2 34 0 1 1 0 21 1 31 0 43 52 36 14 14 10 168 4 1 18 10 16 11 13 2 17 58 19 11 7 73 27 2 7 4 13 10 6 11 7 8 65 5 1 6 22 4 31 3 5 6 50 3 3 18 0 0 3 22 27 73 27 0 49 1 0 26 7 1 47 3 30 15 17 7 2 7 4 0 33 0 0 0 0 0 1 6 2 0 6 11 1 6 10 0 8 7 0 0 3 0 3 0 0 0 5 0 31 5 0 0 5 0 0 0 3 3 3 0 0 0 1 0 0 8 1 0 1 12 0 1 0 2 3 4 0 0 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................CGGCAGAGTTCACGTTAT............................................................................................ 18 0 1 2029.00 2029 116 62 49 74 59 50 43 54 56 43 0 20 35 31 21 0 30 0 0 0 0 39 0 17 0 33 77 17 59 40 28 64 24 0 15 19 7 47 14 3 16 0 14 22 11 63 34 1 9 7 11 9 9 12 16 27 23 10 5 9 31 7 25 3 8 9 25 6 3 12 0 0 42 9 43 33 10 1 5 1 2 5 5 0 2 3 12 9 14 13 2 6 9 4 16 1 0 0 4 0 1 7 0 2 3 4 0 2 22 0 5 3 0 0 1 0 0 1 0 0 2 1 2 2 0 0 2 0 0 0 2 1 8 1 0 0 2 0 0 0 0 0 0 8 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 1 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................GGTCCGGCAGAGTTCACGTTAT............................................................................................ 22 1 1 1691.00 1691 223 175 81 40 65 61 23 28 49 50 7 41 11 40 35 10 39 4 1 0 2 8 1 14 0 11 10 8 2 5 6 10 2 0 3 7 9 230 2 10 4 0 4 14 6 2 11 4 3 8 10 2 1 2 1 29 8 1 1 1 1 3 1 3 3 15 4 4 5 59 16 0 0 4 1 0 12 7 2 12 4 0 16 0 1 2 1 0 4 0 16 2 3 7 0 5 0 2 0 0 3 0 5 0 5 1 7 0 0 0 0 1 2 1 0 1 2 0 1 0 0 2 0 0 1 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................CAGTCCGGCAGAGTTCACGTTAT............................................................................................ 23 1 1 1449.00 1449 129 125 119 44 77 29 29 14 32 38 35 41 40 19 37 42 22 31 30 28 21 4 26 18 10 20 22 21 10 4 1 2 4 13 8 11 5 20 4 8 3 1 5 7 7 6 7 12 3 5 4 3 7 3 10 9 11 3 9 3 0 6 4 7 6 10 3 0 5 12 6 4 3 2 5 4 4 3 0 1 2 0 4 0 1 7 2 1 3 1 2 2 0 0 2 2 1 0 0 0 1 2 1 0 1 0 0 1 0 1 1 2 2 1 2 0 0 0 0 2 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................TAACGGGAACACTGCTTGGT...................................................... 20 0 1 1405.00 1405 19 16 19 16 13 9 22 25 11 5 6 1 4 0 0 14 0 0 3 5 6 5 5 0 0 6 23 3 9 5 12 76 3 9 3 1 6 0 1 8 6 491 3 5 15 86 3 6 4 0 0 4 2 0 0 2 50 2 2 0 9 3 42 10 0 0 2 3 5 2 12 0 3 6 1 19 2 12 25 2 2 3 1 0 2 1 46 1 0 0 0 1 2 0 2 0 13 0 0 6 10 2 0 0 0 11 0 1 1 0 7 9 0 0 8 2 1 0 0 0 15 0 0 1 0 0 1 0 0 0 0 3 0 0 2 0 0 0 1 0 0 4 0 10 0 0 3 0 0 0 2 0 4 0 0 0 3 1 0 0 0 0 0 0 0 4 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................CTTAACGGGAACACTGCTTGG....................................................... 21 0 1 1273.00 1273 5 7 3 2 7 3 0 4 0 1 233 1 1 0 1 45 3 230 154 39 205 1 215 0 0 1 0 0 2 0 0 0 0 98 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TTCCGGCAGAGTTCACGTTAT............................................................................................ 21 1 1 1123.00 1123 13 13 9 16 9 16 3 4 47 9 12 12 208 3 1 4 11 3 1 2 0 25 4 105 0 34 3 11 2 2 6 13 1 35 11 0 0 2 5 1 16 0 23 12 2 33 2 8 8 2 2 12 1 1 2 4 15 4 39 3 1 4 12 0 0 5 8 1 2 4 0 0 1 6 6 3 14 7 11 2 1 24 8 11 10 1 37 3 3 3 27 0 2 2 10 0 3 0 0 0 2 0 0 0 2 7 0 2 8 0 2 10 0 0 2 0 0 0 1 0 4 0 1 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................AAGTCCGGCAGAGTTCACGTTA............................................................................................. 22 1 1 979.00 979 149 112 151 12 120 20 9 14 7 11 20 26 3 16 12 24 13 25 24 32 28 3 19 5 0 3 6 3 3 0 5 2 2 10 0 0 11 1 2 1 3 0 2 0 4 3 2 5 0 0 2 0 2 0 2 0 1 0 5 2 0 0 2 0 1 0 0 5 0 2 3 0 0 0 1 1 0 1 0 2 1 0 0 0 0 6 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 2 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................ACTTAACGGGAACACTGCTTGGT...................................................... 23 1 1 929.00 929 21 17 32 44 14 69 115 57 38 0 10 7 13 9 6 2 4 2 2 2 5 10 5 4 0 14 4 16 7 9 13 1 5 1 2 2 0 4 8 26 10 0 4 3 25 3 6 28 11 0 3 4 2 2 0 3 5 4 2 3 2 9 5 16 0 0 8 1 3 2 22 0 7 2 4 3 0 28 0 7 6 0 1 17 1 0 2 1 0 3 0 0 3 1 0 4 2 1 0 7 3 6 0 0 0 0 1 1 1 1 1 0 4 1 0 4 0 0 0 1 1 0 2 0 3 0 1 0 1 0 0 0 0 0 2 0 0 0 0 0 0 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................GAGTCCGGCAGAGTTCACGTTAT............................................................................................ 23 1 1 914.00 914 49 29 38 61 24 43 60 44 39 13 19 10 25 23 10 20 8 10 10 11 11 21 9 11 0 8 7 5 4 5 3 3 15 7 5 8 14 10 14 2 10 3 0 8 16 8 5 0 7 2 3 5 3 6 4 4 4 6 4 2 0 9 7 5 3 5 4 7 1 3 4 0 7 3 0 1 4 4 3 1 1 1 1 2 0 2 0 1 1 0 1 0 3 1 1 1 1 0 0 0 2 3 1 0 0 2 1 0 1 0 0 0 1 0 1 0 1 0 0 0 0 2 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ATAGTCCGGCAGAGTTCACGTTAT............................................................................................ 24 1 1 842.00 842 45 59 36 67 34 33 37 23 20 15 20 15 6 19 18 11 10 10 14 17 13 8 12 5 1 20 3 29 4 1 15 0 3 9 5 6 1 10 3 15 5 1 1 0 1 10 4 5 8 0 7 6 5 5 6 1 22 6 5 2 0 4 2 2 2 3 4 1 1 1 2 1 4 3 1 2 2 1 2 1 4 0 2 0 0 0 0 1 0 2 0 0 1 0 0 3 2 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 7 1 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................CTAGTCCGGCAGAGTTCACGTTAT............................................................................................ 24 1 1 755.00 755 4 4 0 1 1 0 1 0 2 0 2 0 1 0 0 1 0 2 1 1 0 0 1 1 615 0 1 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 107 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................ATCCGGCAGAGTTCACGTTAT............................................................................................ 21 1 1 721.00 721 14 51 41 53 57 18 21 13 20 3 9 17 24 7 11 6 17 2 2 4 3 13 3 12 0 26 0 16 2 5 25 5 1 6 5 0 1 1 3 10 11 2 6 6 3 5 10 13 4 3 3 6 3 1 6 4 6 6 8 2 0 0 3 0 0 3 5 0 1 2 2 1 1 3 1 2 4 1 2 1 1 5 1 6 4 0 8 1 0 0 1 1 1 0 0 1 0 2 0 0 1 0 0 0 0 2 1 1 3 0 0 0 0 0 1 4 2 0 0 0 1 0 0 1 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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..........................................................................................ATTAACGGGAACACTGCTTGGT...................................................... 22 1 1 156.00 156 4 7 3 1 1 4 6 5 1 2 2 0 2 1 0 0 0 0 0 0 0 1 0 1 0 1 0 3 1 0 0 1 1 0 1 0 0 6 0 3 0 2 1 3 0 17 0 1 0 0 0 1 1 0 2 2 9 0 0 0 0 0 2 3 0 0 0 0 1 4 0 0 0 1 1 0 1 1 10 0 0 0 0 0 0 0 12 0 0 1 0 0 0 0 0 3 2 0 0 1 1 0 0 0 0 0 0 0 0 0 1 1 0 0 3 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................AGGTCCGGCAGAGTTCACGTTAT............................................................................................ 23 2 1 150.00 150 8 11 7 3 11 2 2 0 6 7 1 1 3 2 3 0 2 1 0 1 1 1 1 2 0 1 0 1 0 0 0 0 0 2 0 0 0 26 0 0 2 0 1 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 0 1 1 0 0 1 5 0 0 0 0 1 0 3 0 3 1 0 1 1 0 0 0 0 0 0 1 0 0 2 0 1 0 0 0 0 1 1 1 0 1 0 3 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................CGTCTTAACGGGAACACTGCTTGGT...................................................... 25 0 1 149.00 149 0 2 1 86 0 9 4 5 2 0 0 0 1 1 0 0 0 0 0 0 0 3 0 0 0 0 1 0 0 4 0 1 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 1 0 0 2 0 0 0 1 0 1 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TTTAACGGGAACACTGCTTGGT...................................................... 22 1 1 146.00 146 0 2 3 1 1 2 2 4 0 0 4 0 0 0 0 2 1 0 0 0 0 0 2 0 0 1 1 1 2 0 0 5 1 0 1 0 1 1 0 1 1 0 0 0 7 25 0 0 1 0 1 0 0 1 0 0 9 0 0 0 0 0 24 1 0 0 0 0 0 2 0 0 0 1 0 0 0 2 5 0 1 0 0 0 0 1 7 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 2 2 0 0 3 0 0 0 0 0 3 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................CAAAGTCCGGCAGAGTTCACGTTAT............................................................................................ 25 3 1 141.00 141 1 1 4 6 9 4 1 2 6 0 9 2 9 1 1 0 1 4 2 7 1 2 10 5 11 3 0 5 0 0 0 0 0 1 0 1 0 3 0 0 2 2 0 0 0 0 0 0 1 0 1 0 0 0 0 1 0 2 4 0 0 3 0 0 1 0 1 0 0 0 2 2 0 0 0 0 0 0 0 2 1 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................GTCCGGCAGAGTTCACGTT.............................................................................................. 19 0 1 130.00 130 13 6 10 2 38 4 1 7 2 2 1 1 0 3 0 3 6 1 0 2 1 0 3 1 0 1 1 0 1 0 0 1 0 1 1 0 0 0 0 5 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 1 0 0 1 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................ACCGGCAGAGTTCACGTTAT............................................................................................ 20 1 1 127.00 127 0 17 13 12 3 4 3 4 2 0 2 3 3 1 5 0 1 0 0 0 0 4 0 3 0 4 0 2 0 0 0 0 0 1 1 0 0 0 1 2 2 4 1 0 0 2 0 0 0 0 0 0 0 0 0 0 1 1 3 1 0 0 2 0 1 1 1 0 0 0 0 0 0 0 0 1 1 0 1 1 0 0 1 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................AAGGTCCGGCAGAGTTCACGTTAT............................................................................................ 24 3 1 124.00 124 9 15 5 0 14 0 1 1 4 2 0 4 0 2 2 1 2 1 1 0 0 1 1 1 0 2 0 3 0 0 1 0 0 0 0 0 0 15 1 1 1 0 0 1 0 0 0 0 2 0 0 1 0 0 0 0 0 1 0 0 0 1 0 0 0 1 0 0 0 4 2 0 1 0 0 0 0 2 1 1 0 0 1 1 1 0 0 0 0 1 3 0 2 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TCTTAACGGGAACACTGCTT......................................................... 20 0 1 116.00 116 20 10 32 3 5 2 1 1 0 2 0 6 1 0 3 0 1 0 0 0 0 2 0 0 0 2 1 0 1 0 3 0 0 0 1 1 2 1 1 0 0 0 0 0 0 1 0 2 1 0 0 0 0 0 0 0 0 2 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................AGAGTCCGGCAGAGTTCACGTTAT............................................................................................ 24 2 1 100.00 100 2 11 8 2 5 2 5 3 1 0 2 4 1 5 2 0 2 1 0 4 1 3 3 0 0 5 1 0 0 0 0 0 0 3 0 0 0 7 2 1 0 0 0 0 0 0 0 0 0 0 2 0 1 1 0 0 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 2 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................AAAGTCCGGCAGAGTTCACGTT.............................................................................................. 22 2 1 90.00 90 2 1 6 0 28 1 0 0 0 0 6 1 0 0 0 2 6 5 3 3 1 0 6 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 4 0 0 1 0 0 0 0 4 3 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................GTCTTAACGGGAACACTGCTTGGT...................................................... 24 0 1 83.00 83 1 2 0 8 2 8 11 5 3 0 0 0 3 1 0 0 0 0 0 0 3 1 1 1 0 0 1 2 1 1 4 0 0 0 0 0 3 1 0 0 1 3 1 0 0 0 0 0 1 0 0 1 0 0 0 0 0 1 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................CTTCCGGCAGAGTTCACGTTAT............................................................................................ 22 2 1 82.00 82 6 0 1 0 2 3 0 0 2 0 0 2 16 2 0 0 0 0 0 0 0 0 0 7 1 1 0 0 0 0 0 1 0 0 1 0 0 1 0 0 0 0 1 6 2 0 1 0 0 1 0 1 0 0 0 3 0 0 10 1 0 0 0 0 0 1 0 0 0 3 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:16471511-16471676 + dme-

mir-
312-
as

AAACACAACAAAACTAATTA--C---------------------------------------------------------------------TT--------------TGCTCAT-----------------------AAAATGATTCG-TTTTAAAGTAATCAGGCCGTCTCAAGTGCAATACTAGTTAA----AAAATGCAGAATTGCC-CTTGTGACGAACCAAATCGCTTCA----------------------AACTTAAT--------------TCA-CA-------TTTCTAATA--ATTTAAAAATGCTAATTG-TTAG

droSim2 2r:17040984-17041145 + AAAAAA------ACTAATTA--C---------------------------------------------------------------------TT--------------TGCTC-A-----------------------ATGATGATTCT-TTTTAAAGTAATTCGGCCGTCTCAAGTGCAATACAAGTTTA----AAAATGCAGAATTGCC-CTTGTGACGAACCAAAACGCTTTA----------------------AACTTAAT--------------TCA-CA----TTATTTATAATA--ATTTAAAAATTTAAATTG-TTAG
droSec2 scaffold_1:14025720-

14025881 +
AAAAAA------ACTAATTA--C---------------------------------------------------------------------TT--------------TGCTC-A-----------------------ATGATGATTCT-TTTTAAAGTAATTCGGCCGTCTCAAGTGCAATACAAGTTTA----AAAATGCAGAATTGCC-CTTGTGACGAACCAAAACGCTTTA----------------------AACTTAAT--------------TCC-CA----TTATTTATAATA--ATTTAAAAATTTAAATTG-TTAG

droYak3 2R:12724644-12724799 - TTAA-------------------TGC------------------------------------------------------------------GT--------------TG---TT-----------------------TAAATGATTCG-TTTAAAAGTAATCCGGCCGTCTCAAGTGCAATACTAGCTTT---AATAGTGCAGAATTGCT-CCTGGGACGAACCGAAGCGCTTCA----------------------AACGCAAT--------------TTG-TA-ACTTTATTTATAATA--ATATAAATATGGTAATTG-TTAT
droEre2 scaffold_4845:10616662-

10616820 +
AACAGT------ATTAGT---------------------------------------------------------------------------------------TTTTA-T-TT-----------------------AAAATGTTTTG-TTTAAAAGTAATCCGGCCGTCTCAAGTGCAATACTAGCTTA-AAAAAAATGCAGAATTGCT-CCTGGTACGAACCGAAGCGCTTCA----------------------AACTTAAT--------------TCA-CA----TAAT---CAATT--ATATAAATATGGTAATTT-TTAA

droEug1 scf7180000409474:1490016-
1490184 -

AACTACAAC-------------------------TAT---TAACA-AAAAATTAACAC----------------------------------TTAGTTTT-----CTAGATT-TT-----------------------AAGATGTTTTGTATTTCAAGTCATCCGGCCGTCTGAAGTGCAATTTTCTAT------TGACTCTAAAATTGCA-CAAAAGGCGAACCGAAATACTAGA----------------------AA------TTTTA---------TTTTAA-AT------T----TCAC--TT--------AAGCCG-TCTG

droBia1 scf7180000302291:2816197-
2816388 -

AAGCAT-----------------CGCATTGCCACCCACCTCGGCCTGCAAAATAAAGCTGGTC---GACT----GCT-----------------A--GTT-------------TTAAGTTAGTTTCTATGCACTTT--------CCTTG-TTTTCAAGCACTCCGGCCGTCTCAAGTGCAATTCTAGTCGG-----AAATACAGGATTGCT-CCTGGGACGGACCGAAACGCCAAA----------------------AA------TATGCCTATA----TC------------------------------ACCTCCG-CTG-CAG

droTak1 scf7180000415401:99891-
100095 +

ATACGTAATAAAC---ATAACT-CGCATTGTCACCGCCCGCGACATGTAAATTACAGCAAAGTTT-CACT----ATT-----------------AT---------TTTCA--------------------------TTTTTATGTTTCGTATTTAAAGTATTCCGGCCGTCTCAAGTGCAATACTAGGTGA-----AAATTCAGAATTGCG-CCTGAGACGGACCGGAACACCAGA----------------------AA------TATGT---------TTA-CACAC------A----CAAT--TTTTACACTG----TCA-CTG

droEle1 scf7180000491201:736161-
736356 +

ATGCT------------------CGTATTGTCACCGCCAGCGACATATAAATTAATGCCGAATT--AAAT------------------------ATTTTC-------------TT--------------AAACTGTCTTAAATGTTTTTATTCCAAAGTGTTGCGGCCGTCTCAAGTGCAATGCTAACCAG----AAAACGCAGAATTGCC-CCATAGACGTACCGAAACACCAGA----------------------AA------TTAGT---------ACA-CAGAT------A----AAAT--TTAAATGTTT----TCA-CTG

droRho1 scf7180000780104:82234-
82448 +

ATACGAAAAAAAACCAACAACT-TGTATTGTCACCGCCAGCGACATATAAATTAATGCAAAAAT--AACT------------------------TTTTCA-------------AT--------------AAACTTGCTTAAATGTTTTAAATCCAAAGTATTGCGGCCGTCTCAAGTGCAATGCTAGCCAA--GAAAAACGAAGAATTGCT-TTTGAGACGAGCCGAAACACCAGA----------------------AA------TTTGT---------TCG-CAGAT------T----ATAT--TTAAATATTT----GCA-CTG

droFic1 scf7180000454039:1776217-
1776397 +

AATCG--------------------CATTATCACTGTCCACGGCTCAGAATTTTGGG------------------------------------------------TCTTG--------------------------CTTAGATGTTATAAATTTAAAGCATTTCGGCCGTCTCAAGTGCAATGCTAGCCATAAAGTTAATTTAGTATTGCCACCCAAGACG-ACCGAAACACTCGA----------------------AA------TTGGT---------TTTCCCGAT------T----TAA---TTAAAACTTGCAAACT-TTAG

droKik1 scf7180000302471:941770-
941938 +

AGGCAAATTC----CAAGTA------------------CCCGAACAATT------------------------------------------------GTCTAAATTTTTG---TT-----------------------GCGATGTTTTG-GGCCGCCTTGATCTGGCCGTTTCAAGTGCAATTCTGGCTAT----TAACCACAGATTTGCA-CCTCAAACAGCACAGACCTTTACG----------------------GCCGGAGC--------------TTT-TG-------TTTATCTTC--TTTCAAGAAGA---------C-T

droAna3 scaffold_13266:4132627-
4132852 -

AAATA------------------CGCATTGCAACCTTCCGCGACCTACAAATAAAATCGAAGTTCTAAACACTTTTTAGCTCCTGAAAACTTTT--------------CGGTT-A-----------------------TAGCCGCTTAG-ATCCACTATATTTCGGCCGTCTCAAGTGCAATACTTGTATA---AAAAACCAAGAGTTGCA-CTAGAGACGCACCGGAAAATTGTAGATGTTTTTTTTAAAAAGCACA-----------------AACACTAT-TA-------TTT--------------ATTTTTTATTAAA-TTG

droBip1 scf7180000396427:2575345-
2575569 -

AAATA------------------CGCTTTGCAACCTTCCACAACCTACAAATAAAATCGAAATCATAATCACTTGCTAACTTCTAAACACTTTC--------------GGCTT-G-----------------------TAGCTGCATAG-ATCCACAATATTCTGGCCGTCTCGAGTGCAATTCTTGTTGG---AAAAACCAAGATTTGCA-CTGGAGATGACCCCGAAAATTGTAGACATAAATCCAAACACACACA-----------------C---------------------TTGCA--ATTATTATTTTTTTTTTAA-TTG
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crit.star
crit.loop
crit.mor
crit.half

crit.total
crit.pairing

crit.top3
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crit.uri
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rescue.total
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rescue.known
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rescue.candidate

PASS/FAIL
1
0
0
0
0
1
1
1
0
1
1
1
0
0
1
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302471:941770-941938
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:4132627-4132852
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396427:2575345-2575569


ID:

dme_404

Coordinate:

chr3L:4213597-4213727 +

Confidence:

candidate

Class:

Canonical miRNA

Genomic Locale:

intron
[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [CG43367-in]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TATGTAAACACTCATTTGGCGAACATACTTCAATCAATATTTGAATATGTAATTGAAATGCCTGCTGTTAAGTTATGCCGATTATCACTCACACGCCATGTTGTCCAAACGCAAGCAAATTTCGCTTGGTTTGCGTGACGTGCGAGTAATCTTCATAGTAACATACATGTCCAATGTGCCCACCCAAAGTGCAGGGTATAAAAACAAGATCAATCGTTCGCAGCCACTCGT
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Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V134

ML-
DmD8

V036

ML-
DmD20c5
cell

GSM361908

s2-48
Biological
Replicate
#2

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

GSM609222

ML-DmBG1-
C1

GSM609217

MLDmD20c5

V078

Desiccation,
female head

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

V132

ML-
DmD32

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM609224

female,
one day

GSM628272

ago2[414]
ovary
total RNA

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM609242

s2+48 #2

V145

S2-
DRSC

V008

S2-
DRSC

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM609223

male, one
day

GSM379055

Flam
Mutant

GSM379066

Zuc
Mutant

GSM467729

Dmel_wt_sRNAseq

GSM467730

Dmel_r2d2_sRNAseq

SRR031692

Total
small
RNAs from
Oregon R

SRR060646

yw67c23(2)_ovaries_total

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM609249

ML-DmD21
cell

V031

GM2
cell

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V125

ML-
DmD9

V136

Male
aged
body

V137

Male
aged
head

V142

Oxidation_female_body
V144

OSC

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V139

Cold_female_body

GSM399100

Kc167
cell

V085

CME
W2
wing
disc

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609225

ML-DmBG3-
C2

SRR001347

ago2_untreated

SRR010953

Aub
heterozygotes,
oxidized

SRR029033

lacZ
knockdown

V080

Starvation,
female head

V022

ML-
DmD32
cell

V074

S3

GSE24545

CS ovary
total
RNA

V073

mbn2

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

GSM399107

male body
#2

SRR065802

Piwi-
IP_zuc_mut_ovaries

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

V006

r2d2 female:
possibly
heterozygous

V077

cold,
female
head

GSM609229

embryo 2-
6hr

GSM379057

Krimp
Mutant

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR060644

A2_ovaries_total

V015

DreRFHV148h

GSM286606

2-6h #2
(9)

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR014273

Ovary_rep1_Har_P

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609234

CS Â male
total RNA
Â 

GSM609237

ago2[414]
ovary
total RNA

GSM286613

0-1hr #1
(A)

GSM272652

S2 -48
Biological
Replicate
#1

SRR010960

wt,
oxidized

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

GSM343832

S2R+ cell

GSM609230

CS,ovary,AGO1IP

AGO1

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM609238

embryo
14-24hr

V086

female
body,
aged

V146

S1
cell

.........................................................................................................................TCGCTTGGTTTGCGTGACGTG......................................................................................... 21 0 1 3.00 3 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................CATACTTCAATCAATATTTGAA.......................................................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................CAAAGTGCAGGGTATAAA............................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................TGGTTTGCGTGACGTGCGAGTAA.................................................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................ATGTTGTCCAAACGCAAGC................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TAATTGAAATGCCTGCTGTT.................................................................................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................TTTGCGTGACGTGCGAGTAATCTTCA............................................................................ 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................TTGGTTTGCGTGACGTGCGAG..................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................TTGCGTGACGTGCGAGTAATCT............................................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ATACATTTGTGAGTAAACCGCTTGTATGAAGTTAGTTATAAACTTATACATTAACTTTACGGACGACAATTCAATACGGCTAATAGTGAGTGTGCGGTACAACAGGTTTGCGTTCGTTTAAAGCGAACCAAACGCACTGCACGCTCATTAGAAGTATCATTGTATGTACAGGTTACACGGGTGGGTTTCACGTCCCATATTTTTGTTCTAGTTAGCAAGCGTCGGTGAGCA

**************************************************************************....((((.((((.((((.....(((((.(((((.......)))))))))))))).)))).))))..........**********************************************************************************
Read
size

#
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Hit
Count

Total
Norm Total

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

SRR010959

Ago3 IP in
heterozygotes

AGO3

GSM609234

CS Â male
total RNA
Â 

V138

Male
cold
body

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM467729

Dmel_wt_sRNAseq

V136

Male
aged
body

GSM609222

ML-DmBG1-
C1

V139

Cold_female_body

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

V137

Male
aged
head

SRR001349

heterozygous_dcr-
2_untreated

SRR031692

Total
small
RNAs from
Oregon R

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM467730

Dmel_r2d2_sRNAseq

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

GSM371638

S2-NP

V073

mbn2

V086

female
body,
aged

V091

fGS/OSS
total
Â 

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM609225

ML-DmBG3-
C2

V079

Oxidation,
female
head

GSM609223

male, one
day

SRR001339

WT_females_non-
beta-eliminated

SRR014280

Ovary_rep1_w1118_P

V077

cold,
female
head

V085

CME
W2
wing
disc

GSM609224

female,
one day

SRR010953

Aub
heterozygotes,
oxidized

V074

S3

V036

ML-
DmD20c5
cell

SRR060650

A1_testes_total

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

GSM609240

IR+ 2-
18hr

V141

Heat_female_body

V142

Oxidation_female_body

GSM609229

embryo 2-
6hr

GSM379061

Squ
Heterozygote

GSM399106

female
body #2

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR065802

Piwi-
IP_zuc_mut_ovaries

GSM609239

IR- 2-
18hr

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609251

aged
female
head

GSM609219

GM2 cell

V034

ML-
DmD16c3
cell

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM609238

embryo
14-24hr

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM385744

OSS_s2

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

V008

S2-
DRSC

GSM609226

CMEW1
Cl.8+
cell

V145

S2-
DRSC

V080

Starvation,
female head

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM609217

MLDmD20c5

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM240749

female
head

V127

G2

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

GSM272653

KC -48 #1

GSM399101

kc167
cell

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609237

ago2[414]
ovary
total RNA

SRR010954

Aub trans-
heterozygotes,
oxidized

V022

ML-
DmD32
cell

SRR065800

zuc_H-
Y_ovaries

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR060643

A2_testes_total

SRR060644

A2_ovaries_total

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM609241

s2+48 #1

GSM286613

0-1hr #1
(A)

V148

mbn2

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM360256

1st
instar #1

GSM280087

S2cell
(AGO2IP)

AGO2

GSM379059

Piwi
Mutant

GSM286607

6-10h #1
(10)

GSM360260

0-1d
Pupae (w)

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

V006

r2d2 female:
possibly
heterozygous

V032

S1
cell

V092

dcr-
2[G31R]
male
total
RNA Â 

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

............................................................................................................................................................................CTACACGGGTGGGTTT........................................... 16 1 3 254.67 764 758 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................CTACACGGGTGGGTT............................................ 15 1 10 162.00 1620 1592 0 0 0 28 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................ACGCTCATTAGAAGTATCA........................................................................ 19 0 1 6.00 6 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................TACACGGGTGGGTTT........................................... 15 0 1 5.00 5 4 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................TCATTGTATGTACAGGTTACAC..................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................AGGTTTGCGTTCGTTTAAAGC........................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................CTACACGGGTGGGTTTC.......................................... 17 1 3 0.33 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................CACACGGGTGGGTTT........................................... 15 1 11 0.18 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................ATACACGGGTGGGTT............................................ 15 1 13 0.08 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................................................................CGCAAGCGTCGGTGAGCA 18 1 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:4213547-4213777 + dme_404 TATGTAAA-CACTCAT-----------------TTGGCGAACATACTTCAATCAATATTTGAATATGTAATTGAAATGCCTGCTGTTAAGTTATGCCGATTATCACTCACACGCCATGTTGTC------CAAACGCAAGCAAATTTCGCTTGGTTTGCGTGACGTGCGAGTAATCTT----CATAGTAACATACATG---------TCCAATGT-----GCCCACCCAAAGTGCAGGGTATAAAAACAAGATCAATCG------TT-CG----CAGCCACTCGT
droSim2 3l:4173684-4173888 + dsi_32451 TATGTAAA-CAC-------------------------------------------TCAATGAATGAGTAATTTATATGCCTCCTGTTTAGTTATGCCAATTATTACTCACACGCCATGTTGTC------CAAACGCAAGCAAATTTCGTTTGGTTTACGTGACGTGCGTGTAATCTT----CATGGTAACATTCATG---------TCTAAAGT-----GCCCACCCAAAGTGCAGGGTATCAAAACAAGATCAATCG------TT-CG----CTGCCACTCGT
droSec2 scaffold_2:4210404-

4210609 +
dse_149 TATGTAAACCAC-------------------------------------------TCAATGAATGAGTAATTTATATGCCTCCTGTTTAGTTATGCCAATTATTACTCACACGCCATGTTGTC------CAAACGCAAGCAAATTTCGTTTGGTTTACGTGACGTGCGGGTAATCTT----CATGGTAACATTCATG---------TCTAAAGT-----GCCCACCCAAAGTGCAGGGTATCAAAACAAGATCAATCG------TT-CG----CTGCCACTCGT

droYak3 3L:4787841-4788036 + TATTTAAA-TTACAAT-----------------TGGATGTAC-CACATAACGCAATAATTAAATAAGTAAGTTTATTGCCTACTGTTTAGTTATGCCGCTTATTACTCATACGCCATGTT-----------------------------------TACGTGACTAACAGACAATCCT----CGTAGTAACAGCCATG---------TCCAAAGT-----GCCCACT-----TGCAGGGTATCAAAACAAGATCAATCG------TT-TG----CTGCCACTCGT
droEre2 scaffold_4784:6926023-

6926191 +
TGTGTAAA-C--------------------------------------------ATAATTGAATAAGTAAATTGAATGCCTTCTGTTTAGTTATGCCGATTATTACTCACCCGCGATGCT-----------------------------------TACGTGACTAACG-ATAATCTG----CAAAGTAACATCCAAG---------TCCAAAGT-----GCCCACT-----TGCAGGGTATCAAAACAAGATCAATCG------TT-TG----CTGCCACTCGT

droEug1 scf7180000409466:1979107-
1979355 +

ATAAGCAA-CTTTCATAAATTTTATGAAAGAGTTTTGCAAAAATGC----CATAATAATTGGGTAACTAATTTGAATACCTTCCATTTAGTTATGCAGCTTATTACCAACACGCCATGTGGCC------AAAACGCAAGCAACTTTTGTTAGGTTACCATGGCGTATGTGTAATTTTT---CCAGGAAATTTAAATG---------CTTAAAATTATATACCCACTGATA-GATAGAGTATTAAGACAAGATCAATCG------TT-TG----CTGCCACTAGT

droBia1 scf7180000302428:923508-
923760 +

TATAAAAA-CTTTCATTCACTTTATGAAAGAGTTTAACCAAAATAC----CATAATAATTGAATAACCAATTTGAATGCCTTCGATGTAGTTATGCAGCTGATTACTCACACGCCATGTTGCT------TAAACGCTAGTGAATTTCTTTGGGCTTACGTGGCGTATGTATAATGTTTT--CTAGGTAACTTAAACATATTAGAAATCCAAAGT----TACCCACT-----CATAGAGTATCTGAACAAGATCAATCG------TTTTGCTC---GCCTCTCGT

droTak1 scf7180000415707:7715-
7932 -

AT-------------------------------TTAGCAAAAATAC----CATAATAATTGAATAACAAATTTGAATGCCTTCGCATCAGTTATGCAGTTTATTACTCACACGCCATGTTGCC------CAAACGTTAGCCAACTTTGTTAGGTTTACATGGCGTATGGGTAATTCTTT--AAAGAAACCTTAAATA---------TAAAAAGTAAAGTACCCACC-----GTTAGGGTATCTGAACAAGATCAATCG------TTTTGCTG---GCCACTCGT

droEle1 scf7180000491249:5083036-
5083213 +

TG--------------------------------------------------------------------------------CAGCTGAGTTATGCAGCTTATTACTCACACGCCATGTTGCC------TAAACGAAAGCAAATTTAGGCTGGTTCACGTGTCGTATGAGTAATTTTGTTGTTAGGTAACTTCCATG---------TGTAAAAAGAAACACCCACT-----GTTAGAGTATCAAAACGAGATCAATCG------TTTTGCTGGCCAGCACTCGT

droRho1 scf7180000779786:5242-
5471 +

TTTATAAA-A-------------------GCGCTTAATAAAAATCC----CAGAAAAATTAAATAACTAATTTGAATGCCTTCAATTTAGTTATGCAGCTTATTACTCACACGCCATGTTGCC------TAAACGAAAGCAAATTTGAGCTGGCTTACGTGTCGTATGTGTGATTTTATGGCTAAGTAACTTGCAAG---------TATAAAGTGAGGTACCCACT-----TTTAGAGTATCAAAACAAGATCAATCG------TT-CGCTG---GCCACTCGT

droFic1 scf7180000454113:1447831-
1447918 +

GTTATTAT-C---------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCAGTAAACTTGCATG---------TCCAATTTGTAACAAACTTT-----GGTAGAGTATCAAAACAAGATCAATCG------TT-TGCTG---GCCACTCGT

droKik1 scf7180000302383:602029-
602068 +

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGAGTATCGAAACAAGATCAATCG------TT-TGCTG---GCCACTCGT

droAna3 scaffold_13337:14637506-
14637639 +

G-------------------------------------------------------------------------------------------------AATATCACGCATACGCCGTGTGTTCTTGGCTTGAAGGCATGAAAA------CTAGCCAACGTGTCGTATGAGTGTTTTTTT--GAAGC---------------------------------AAACTCTAGAA-GCTAGAGCATCAAAACAAGATCAATCG------CT-GG----TCGCCACTCGT

droBip1 scf7180000396641:673906-
673944 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGAGCATCAAAACAAGATCAATCG------CT-GA----TCGCCACTCGT

dp5 XR_group8:8380530-8380571
+

A-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TAAAAAAAAGATCATTCACAGTGGTGCGGCAG---GCCACTCGT

droPer2 scaffold_40:572649-572688
+

AA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAAAAAGATCATTCACAGTGGTGCGGCAG---GCCACTCGT

droVir3 scaffold_13049:2094210-

2094215 +

A--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTCGT

droMoj3 scaffold_6654:1759694-
1759707 -

A--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCG------TT----------CGACTCGT

droGri2 scaffold_15110:3145440-
3145445 +

--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACTCGT
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:923508-923760
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415707:7715-7932
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491249:5083036-5083213
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779786:5242-5471
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454113:1447831-1447918
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302383:602029-602068
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:14637506-14637639
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396641:673906-673944
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:8380530-8380571
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_40:572649-572688
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:2094210-2094215
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6654:1759694-1759707
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:3145440-3145445
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [CG45083-in]; intron [Fatp-in]; CDS [Fatp-cds]; CDS [Fatp-cds]; CDS [Fatp-cds]; CDS [Fatp-cds]; CDS [Fatp-cds]; three_prime_UTR [CG45083-u3]; three_prime_UTR [CG45083-u3]; CDS [Fatp-cds]
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ACCTCCGGCACCACAGGATTGCCAAAGGCTGCGGTTATCTCTCACTCCCGGTGAGTGCAATAGCTTTTCTGAACTAAGTTTAAATGGAAAGGTTCTAAACAAATTTGTACTTTAGTTATCTGTTTATCGCTGCTGGCATCCACTACACCATGGGTTTCCAGGAGG

**************************************************...........(((((((((((((...))))....))))))))).**********************************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM286604

0-1h #3
(7)

GSM399107

male body
#2

V140

Dessication_female_body

GSM399106

female
body #2

V079

Oxidation,
female
head

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM609238

embryo
14-24hr

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM286611

6-10h #2
(11)

SRR031692

Total
small
RNAs from
Oregon R

SRR065801

zuc_het(H-
Y)_ovaries

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

GSM609222

ML-DmBG1-
C1

GSM609229

embryo 2-
6hr

V022

ML-
DmD32
cell

SRR001349

heterozygous_dcr-
2_untreated

GSM609223

male, one
day

V074

S3

SRR010953

Aub
heterozygotes,
oxidized

V003

dsDcr-1
(katsutomo
RNA)

SRR060645

yw67c23(2)_testes_total

V006

r2d2 female:
possibly
heterozygous

GSM286605

2-6h #1
(8)

GSM322219

2-4day
pupae #1

GSM399105

disk #2

GSM609242

s2+48 #2

SRR001345

ago2_non-
beta-
eliminated

SRR010955

Aub IP in
Ago3
heterozygotes

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR014273

Ovary_rep1_Har_P

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR060646

yw67c23(2)_ovaries_total

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR097865

Drosophila
S2-NP
cells

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM609249

ML-DmD21
cell

V078

Desiccation,
female head

GSM628272

ago2[414]
ovary
total RNA

GSM609234

CS Â male
total RNA
Â 

V125

ML-
DmD9

V128

S3

V137

Male
aged
head

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1
GSM609217

MLDmD20c5

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

V146

S1
cell

V073

mbn2

SRR029028

untreated
(mock)

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V015

DreRFHV148h

V086

female
body,
aged

GSM609237

ago2[414]
ovary
total RNA

V032

S1
cell

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609230

CS,ovary,AGO1IP

AGO1

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM609225

ML-DmBG3-
C2

GSM609224

female,
one day

V012

Dcr2 male
(Katsutomo,
whole fly?)

V077

cold,
female
head

GSM609244

KC+48 #2

SRR001348

ago2_oxidized

GSM286606

2-6h #2
(9)

GSM385744

OSS_s2

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V136

Male
aged
body

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR060644

A2_ovaries_total

SRR001347

ago2_untreated

GSM609251

aged
female
head

V080

Starvation,
female head

SRR001338

IR_non-
beta-
eliminated

SRR065802

Piwi-
IP_zuc_mut_ovaries

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V008

S2-
DRSC

GSM343832

S2R+ cell

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM385821

OSS_s7

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR029633

total
small RNAs
from hen1
homozygous
flies

...................................................................................................................................GCTGGCATCCACTACACCATGGGT.......... 24 0 1 7.00 7 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........ACCACAGGATTGCCAAAGGCTGCG.................................................................................................................................... 24 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................AGGCTGCGGTTATCTCTCACTCC..................................................................................................................... 23 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................TATCTGTTTATCGCTGCTGGCAT.......................... 23 0 1 2.00 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................AGTTTAAATGGAAAGGTTC...................................................................... 19 0 1 2.00 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............ACAGGATTGCCAAAGGCTGCG.................................................................................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........CACCACAGGATTGCCAAAGGCT....................................................................................................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................CAAAGGCTGCGGTTATCTCT........................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TCTGTTTATCGCTGCTGGCAT.......................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................GTTTATCGCTGCTGGCAT.......................... 18 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTGCAATAGCTTTTCTGAACT.......................................................................................... 25 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........CACCACAGGATTGCCAAAGGCTGC..................................................................................................................................... 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....CGGCACCACAGGATTGCCA............................................................................................................................................. 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............CAGGATTGCCAAAGGCTGC..................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................CCAAAGGCTGCGGTTATCTCT........................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................TGTTTATCGCTGCTGGCA........................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................GTTCTAAACAAATTTGTACTTTAG.................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........CACAGGATTGCCAAAGGCTGCGGT.................................................................................................................................. 24 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................CTGTTTATCGCTGCTGGCATC......................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............AGGATTGCCAAAGGCTGCGGTT................................................................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................CCGGTGAGTGCAATAGCTTTT................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................ATTGCCAAAGGCTGCGGTT................................................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................AAAGGCTGCGGTTATCTCTCACTCC..................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................TTATCTGTTTATCGCTGCTGGCATC......................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................CTGCGGTTATCTCTCACTCCC.................................................................................................................... 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................AAAGGTTCTAAACAAATTTGT......................................................... 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................ATCTGTTTATCGCTGCTGGCATC......................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................ATCTGTTTATCGCTGCTGG............................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............AGGATTGCCAAAGGCTGCGGT.................................................................................................................................. 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TCTGTTTATCGCTGCTGG............................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............ACAGGATTGCCAAAGGCT....................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................ATCTGTTTATCGCTGCTGGCAT.......................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................CTGTTTATCGCTGCTGGCA........................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................CGGTTATCTCTCACTCCCG................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........CACAGGATTGCCAAAGGCTGC..................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......GGCACCACAGGATTGCCAAAG.......................................................................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................TAAACAAATTTGTACTTTAG.................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........ACCACAGGATTGCCAAAGGCTG...................................................................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................GCGGTTATCTCTCACTCCC.................................................................................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...TCCGGCACCACAGGATTGCCAAAGGCTGC..................................................................................................................................... 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............ACAGGATTGCCAAAGGCTG...................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................CAAAGGCTGCGGTTATCTCCAC......................................................................................................................... 22 3 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........CACAGGATTGCCAAAGGCTGCGGG.................................................................................................................................. 24 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................TGTTTATCGCTGCTGGCATCCA....................... 22 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................TGCCAAAGGCTGCGGTTATCT............................................................................................................................. 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......GGCACCACAGGATTGCCAAAGG......................................................................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................CAAAGGCTGCGGTTATCTCTCACT....................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............GGATTGCCAAAGGCTGCGGTTAT............................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......GGCACCACAGGATTGCCAA............................................................................................................................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................CCAAAGGCTGCGGTTATCTCTCACT....................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................TTATCGCTGCTGGCATCCACTACACCA............... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTGCAATAGCTTTTCTGAAC........................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TGGAGGCCGTGGTGTCCTAACGGTTTCCGACGCCAATAGAGAGTGAGGGCCACTCACGTTATCGAAAAGACTTGATTCAAATTTACCTTTCCAAGATTTGTTTAAACATGAAATCAATAGACAAATAGCGACGACCGTAGGTGATGTGGTACCCAAAGGTCCTCC

**********************************************************************...........(((((((((((((...))))....))))))))).**************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V073

mbn2

V091

fGS/OSS
total
Â 

SRR097865

Drosophila
S2-NP
cells

GSM609238

embryo
14-24hr

GSM609234

CS Â male
total RNA
Â 

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM399101

kc167
cell

GSM467729

Dmel_wt_sRNAseq

GSM322219

2-4day
pupae #1

GSM609242

s2+48 #2

V078

Desiccation,
female head

V015

DreRFHV148h

V036

ML-
DmD20c5
cell

V079

Oxidation,
female
head

V086

female
body,
aged

SRR001347

ago2_untreated

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

V031

GM2
cell

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR060651

A2_ovaries_Ago3

AGO3

GSM609222

ML-DmBG1-
C1

V077

cold,
female
head

V138

Male
cold
body

GSM609218

Sg4

GSM385822

OSS_s8

SRR010953

Aub
heterozygotes,
oxidized

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609223

male, one
day

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

GSM609235

CMEL1

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR029633

total
small RNAs
from hen1
homozygous
flies

V032

S1
cell

SRR031692

Total
small
RNAs from
Oregon R

GSM609248

ML-DmD9
cell

GSM609219

GM2 cell

GSM385744

OSS_s2

V014

DTT
8h

GSM609229

embryo 2-
6hr

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

GSM399106

female
body #2

SRR014277

Ovary_rep1_NA_P

V080

Starvation,
female head

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM628272

ago2[414]
ovary
total RNA

V136

Male
aged
body

V006

r2d2 female:
possibly
heterozygous

GSM609225

ML-DmBG3-
C2

V085

CME
W2
wing
disc

GSM379063

Vasa
Heterozygote

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609237

ago2[414]
ovary
total RNA

.............................................................TCGAAAAGACTTGATTCAAAT................................................................................... 21 0 1 3.00 3 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................CGACCGTAGGTGATGTGGTAC............. 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................GATTCAAATTTACCTTTCCA........................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:10512820-10512984 - Fatp_in4 ACCTCCGGCACCACAGGATTGCCAAAGGCTGCGGTTATCTCTCACTCCCGGTGAGTGCAAT---------------------------AGCTTTTC-----------TGAACTAAGTTTAA--ATGGA-AA-----------GGTTCTAAACAAATTT-------------------------------------------------------------------------------GTACTTTAGTTATCTGTTTATCGCTGCTGGCATCCACTACACCATGGGTTTCCAGGAGG
droSim2 2l:10196493-10196657 - ACCTCCGGCACCACAGGATTGCCAAAGGCTGCGGTTATCTCTCACTCCCGGTAAGTGCAAT---------------------------AGCTTTTC-----------TGAATTAAGTCTTA--ATGGA-AA-----------GGTTCTAAACAAATTT-------------------------------------------------------------------------------GTACTTTAGGTATCTGTTTATCGCTGCTGGCATCCACTACACCATGGGTTTCCAGGAGG
droSec2 scaffold_3:5939673-5939833 - ACCTCCGGCACCACAGGATTGCCAAAGGCTGCGGTTATCTCTCACTCCCGGTGAGTGCAAT---------------------------AGATTTTC-----------TGAACTAAGTTAAA--ATGGA-AT-----------GGTTCTAA----ATTT-------------------------------------------------------------------------------GTTCTTTAGGTATCTGTTTATCGCTGCTGGCATCCACTACACCATGGGTTTCCAGGAGG
droYak3 2L:6920538-6920701 - ACCTCCGGCACCACAGGATTGCCGAAGGCAGCGGTTATCTCTCACTCCCGGTGCGTCTATC---------------------------ATCTTTTC-----------TGAACTAAGTTCAA--ATGAA--A-----------ACTTATAAACTAATTT-------------------------------------------------------------------------------TTGCTTTAGCTATCTGTTTATCGCCGCTGGCATCCACTACACCATGGGCTTCCAGGAGG
droEre2 scaffold_4929:14914595-

14914771 +
ACCTCCGGCACCACGGGATTGCCGAAGGCAGCGGTTATCTCTCACTCCCGGTGAGTTTATT---------------------------AGCTTTTC-----------TGAACTAAGTGTAA--ATGTACAATGTACTGCGCAACTTCTAAACGAATTT-------------------------------------------------------------------------------GTATTTTAGTTATCTGTTTATCGCTGCTGGCATTCACTACACCATGGGATTCCAGGATG

droEug1 scf7180000409672:6942978-
6943133 +

ACTTCAGGTACTACAGGATTGCCCAAGGCAGCCGTCATCACACATTCTCGGTAAGTTTTCGTAT----------------------------------------------------TTTAAATACGAA-AT-----------GCCTGTAACCC---------------------------------------------------------------------GATTCCT-------TGTCTTTTAGATACTTCTTTATAGCTGCCGGCATCCACTACACACTTGGTTTTGAGGAGC

droBia1 scf7180000302422:8443700-
8443859 -

ACCTCTGGCACCACGGGCTTGCCCAAGGCGGCCGTCATATCTCACTCCCGGTGGGTTTCATC-TT-----------TAAATATTA------TTTTT-----------TCAT---------T---------AT-----------T-----------------------------------------------------TA-------------TCAATA-----ACTTAA-------TTATTCTCAGGTATCTGTTTATCGCTGCTGGAATCCACTACACCATGGGTTTCCAGGAGG

droTak1 scf7180000415160:148920-
149090 -

ACCTCTGGCACTACGGGATTGCCCAAGGCGGCCGTCATCTCCCACTCCCGGTGAGTATTACC---------------------------TTGTC--TTACCTTTTCA--------------------------------------------------------------------------ATTATTTT-CTTTGGA------TTATCATGATCAATA-------A-AA-------TTTTCATCAGGTATCTGTTTATCGCTGCTGGCATCCACTACACCATGGGCTTCCGGGAGG

droEle1 scf7180000490976:59702-59864
+

ACTTCGGGCACCACGGGTTTGCCTAAGGCAGCCGTCATCACGCACTCTCGGTGGGGTCTTCTATT-----------TA-----------------------------TGA------TTTATATATGTATTAT-----------C-----------------------------------------------------CCATAA---------------TAC-GATCTCT-------TCCCTTTCAGATACTTCTTCATAGCTGCCGGCATTCACTATACGCTTGGTTTTAAGGATC

droRho1 scf7180000772108:6043-6200 - ACCTCGGGAACCACGGGATTGCCCAAGGCAGCCGTCATCACCCATTCTCGGTGAGATCTTCGATTTAGTATCCTTTAA-----------TGT---------------------------------------------------C-----------------------------------------------------CCTTGA---------------AAC-GACTTCT-------TCCCTTTTAGATACTTCTTCATAGCTGCCGGCATCCACTACACGCTTGGTTTTAAGGATC
droFic1 scf7180000453838:771641-

771810 -
ACCTCTGGAACCACAGGATTGCCCAAGGCGGCCGTCATCTCTCACTCTCGGTGAGTACATTAA------------------------------------------------------------ATGTA-AT-----------GCT---------------ACTTTGTAATCCTTTTTTAAT----------------GCTTAA---------------TAT-TATATTT-------TTCTCCTTAGGTATTTGTTCATCGCTGCTGGCATCCACTACACCATGGGCTTCCAGGAGG

droKik1 scf7180000302472:2813950-
2814105 +

ACCTCGGGCACCACGGGTCTGCCCAAGGCGGCTGTCATCTCGCACTCCCGGTGGGTATCGGAA---------------AC---GA------TT--------------TCAT---------A--ATGAT--T-----------ACACAC----------------------------------------------------------------TCAATA-------ATAT-------TCTCCTTTAGTTATCTGTTCATTGCTGCTGGCATCCATTACACCATGGGTTTCCAGGAGG

droAna3 scaffold_12916:14358874-
14359040 -

ACCTCCGGCACCACTGGTCTGCCCAAGGCGGCTGTCATCTCCCATTCCCGGTGAGTACTCCTA--------------------------ACTATTC-----------CTACTTCCCCTCAA--ATAAG-AT-----------ACTTATTGGTT----------------------------------------------------------------A-------CTCT-------TCACCCCCAGCTATCTTTTCATCGCTGCTGGCATTCACTACACAATGGGTTTCCAAGATG

droBip1 scf7180000396572:2610095-
2610261 +

ACCTCCGGCACAACTGGTCTGCCCAAGGCGGCTGTCATCTCGCACTCGCGGTTAGTACCCCTT-------------AC---TGGATGCACTTCCTC-----------GGAAATAA----------------------------------------------------------------------GATAC-------------T-TAT----TGATGA-------ATCT-------TCCCCCCCAGCTATCTTTTTATCGCTGCTGGCATTCACTACACCATGGGCTTCCAAGACG

dp5 4_group4:2718207-2718367 - ACATCCGGCACCACAGGACTGCCCAAGGCGGCTGTCATCTCCCATTCGCGGTGGGTAGCCC---------------------------AGCTTT--CTGTCTTTTCA--------------------------------------------------------------------------ATTATATTT-------------T-CAT----CTATCT-------ATCT-------GTCTATGTAGGTATCTCTTCATCGCCGCCGGTATCCACTACACCATGGGTTTCCAGGACG
droPer2 scaffold_10:1726439-1726599 - ACATCCGGCACCACAGGACTGCCCAAGGCGGCTGTCATCTCCCATTCGCGGTGGGTAGCCC---------------------------AGCTTT--CTGTCTTTTCA--------------------------------------------------------------------------ATTATATTT-------------T-CAT----CTATCT-------ATCT-------GTCTATGTAGGTATCTCTTCATCGCCGCCGGTATCCACTACACCATGGGTTTCCAGGACG
droWil2 scf2_1100000004521:11951958-

11952125 +
ACATCGGGCACAACGGGTTTACCCAAAGCTGCTGTTATCTCTCATTCACGGTAAGTGGACGAAA----------------ATTGA------TTTTG-----------TCAT---------T----GTA--AT-----------T-----------------------------------------------------------T-CAG----AAAT----T-GATGTCCTTTCTTTCTTGCTGCAGTTATCTCTTCATAGCCGCTGGCATTCATTATACCATGGGATTCCAAGATG

droVir3 scaffold_12963:10515514-
10515690 +

ACATCGGGCACCACGGGTCTGCCCAAGGCGGCTGTCATCTCCCACTCACGGTAAGTCACACAATAATGTTTCTTTTCA-----------------------------------CACTTTATACAG--A-TA-----------GAAACTAGACTAA-------------------------------------------------------------A-AACCCA-TTTT-------CTGCTGCCAGTTATTTGTTCATTGCCGCCGGCATCCACTACACAATGGGCTTCAAGAACG

droMoj3 scaffold_6496:25842509-
25842672 +

ACATCGGGCACGACCGGACTGCCTAAGGCGGCCGTCATTACGCACTCGCGGTAAGTTCGAGT------------------------------------------------------------------------------------CCAGAAGACTCT-------GCAGGAC---------AGATTATGT-------------A-GCT----TTAATA-------CTCT-------GTGGCCACAGCTATTTCTTCATAGCCGCTGGGATACACTACACCCTGGGCTTCCGGGACA

droGri2 scaffold_15245:673469-673584
+

ACGTCGGGCACCACAGGTCTGCCCAAGGCAGCTGTCATTACCCATGCACGGTAAGTGCAATTATCATGCATACATTAA-----------------------------------TTTATATTACAG--A-----------------TGTAA----AAGGGTTCTTAGTAA-------------------------------------------------------------------------------ACC-------------------------------------------TG

Generated: 09/08/2015 at 07:07 PM

crit.star
crit.loop
crit.mor
crit.half

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
1
0
0
0
0
1
1
1
0
0
0
1
0
0
1

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:10512820-10512984
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:10512820-10512984
http://compgen.cshl.edu/~jmohamme/static/dm3/html/Fatp_in4.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:10196493-10196657
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:5939673-5939833
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:6920538-6920701
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:14914595-14914771
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409672:6942978-6943133
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302422:8443700-8443859
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415160:148920-149090
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490976:59702-59864
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000772108:6043-6200
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453838:771641-771810
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302472:2813950-2814105
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:14358874-14359040
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396572:2610095-2610261
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group4:2718207-2718367
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:1726439-1726599
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:11951958-11952125
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:10515514-10515690
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:25842509-25842672
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:673469-673584
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Flybase annnotation

Antisense to intron [Cyp4e2-in]; Antisense to intron [Cyp4e2-in]; Antisense to pre_miRNA [mir-986-RM]; Antisense to miRNA [mir-986-RA]
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GCCCCATTATCTGATAGTTAACACCCTTGTTTTCCGGTCGTAAAGTCGCTGGCCCAAAATAACCTTACTTGAATAGCCTCGCCGCTGAGTAGATTCGATGCGCAGTTACCTCAGTCACAACGCTATTCGAGATGGGTAATTTCAGGTGTGTCCTCTGCGTGGCTAACGCTACGACTTTTCCGGCTCCTATGAAAAACCCA

********************************************..........................(((((((......((((((..((((((...)).))))..))))))......)))))))************************************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM371638

S2-NP

V145

S2-
DRSC

GSM609225

ML-DmBG3-
C2

V008

S2-
DRSC

GSM609222

ML-DmBG1-
C1

V073

mbn2

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM609230

CS,ovary,AGO1IP

AGO1

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V091

fGS/OSS
total
Â 

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609237

ago2[414]
ovary
total RNA

V133

Sg4

SRR010951

Ago3
heterozygotes,
oxidized

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

V074

S3

GSM628272

ago2[414]
ovary
total RNA

SRR065802

Piwi-
IP_zuc_mut_ovaries

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

SRR031692

Total
small
RNAs from
Oregon R

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

GSM399100

Kc167
cell

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR010954

Aub trans-
heterozygotes,
oxidized

V138

Male
cold
body

V079

Oxidation,
female
head

GSM280087

S2cell
(AGO2IP)

AGO2

GSM467731

Dmel_loq_sRNAseq

SRR014273

Ovary_rep1_Har_P

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

V031

GM2
cell

V078

Desiccation,
female head

V128

S3

V148

mbn2

V086

female
body,
aged

V077

cold,
female
head

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR010953

Aub
heterozygotes,
oxidized

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609221

1182-4H
cell

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR001338

IR_non-
beta-
eliminated

GSM343833

S2R+ cell

V037

Felix
sample
+mirtrons

V038

Felix
sample
S2
only

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

GSM609248

ML-DmD9
cell

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V080

Starvation,
female head

SRR029031

loqs-ORF
knockdown

V023

Dcr2
female
head

V130

ML-
DmBG3-
c2

GSM609218

Sg4

GSM343832

S2R+ cell

V032

S1
cell

V142

Oxidation_female_body

GSM322208

3rd
instar #2

GSM360262

0-2d
pupae

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2
GSM609219

GM2 cell

GSM609229

embryo 2-
6hr

V146

S1
cell

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR097867

Drosophila
S2-NP
cells

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR001341

WT_males_non-
beta-
eliminated

GSM609243

KC+48 #1

SRR001339

WT_females_non-
beta-eliminated

SRR001347

ago2_untreated

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

GSM609247

heat
female
head

V015

DreRFHV148h

V085

CME
W2
wing
disc

...........................................................TAACCTTACTTGAATAGCCTCGCCGC................................................................................................................... 26 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TGAGTAGATTCGATGCGCAGTTACC.......................................................................................... 25 0 1 2.00 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TGAGTAGATTCGATGCGCAGT.............................................................................................. 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................TTGTTTTCCGGTCGTAAAGT.......................................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................CGCCGCTGAGTAGATTCGATG.................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................TTCGAGATGGGTAATTTCAGGTGTG.................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................ATTCGATGCGCAGTTACCTCA....................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................TAGCCTCGCCGCTGAGTAGATT......................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................TAACACCCTTGTTTTCCGGTCGTA.............................................................................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................TAAAGTCGCTGGCCCAAAATAACCT....................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................TTTCAGGTGTGTCCTCTGCGT........................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................CTTTTCCGGCTCCTATGA........ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................TTGTTTTCCGGTCGTAAAGTC......................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................ACACCCTTGTTTTCCGGTCGTAAAGT.......................................................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..CCCATTATCTGATAGTTAACACCCTTG........................................................................................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................TTCCGGTCGTAAAGTCGCT...................................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................ATGGGTAATTTCAGGTGTGT................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TGAGTAGATTCGATGCGCGAC.............................................................................................. 21 3 2 0.50 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CGGGGTAATAGACTATCAATTGTGGGAACAAAAGGCCAGCATTTCAGCGACCGGGTTTTATTGGAATGAACTTATCGGAGCGGCGACTCATCTAAGCTACGCGTCAATGGAGTCAGTGTTGCGATAAGCTCTACCCATTAAAGTCCACACAGGAGACGCACCGATTGCGATGCTGAAAAGGCCGAGGATACTTTTTGGGT

************************************************************************..........................(((((((......((((((..((((((...)).))))..))))))......)))))))********************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V132

ML-
DmD32

V137

Male
aged
head

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V091

fGS/OSS
total
Â 

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

V138

Male
cold
body

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

V127

G2

GSM609225

ML-DmBG3-
C2

GSM609250

ML-DmD32
cell

V136

Male
aged
body

GSM609230

CS,ovary,AGO1IP

AGO1

GSE24545

CS ovary
total
RNA

V125

ML-
DmD9

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

V140

Dessication_female_body

V142

Oxidation_female_body

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V131

ML-
DmD16-
c3

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

V130

ML-
DmBG3-
c2

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

V036

ML-
DmD20c5
cell

V141

Heat_female_body

GSM399101

kc167
cell

V134

ML-
DmD8

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V073

mbn2

V078

Desiccation,
female head

SRR029633

total
small RNAs
from hen1
homozygous
flies

V080

Starvation,
female head

V077

cold,
female
head

V148

mbn2

GSM628272

ago2[414]
ovary
total RNA

GSM609234

CS Â male
total RNA
Â 

V139

Cold_female_body

GSM609248

ML-DmD9
cell

V128

S3

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

V079

Oxidation,
female
head

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V126

CME
L1

V032

S1
cell

V085

CME
W2
wing
disc

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609217

MLDmD20c5

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

SRR060653

hs-Penelope_
ovaries_total

V086

female
body,
aged

V144

OSC

V145

S2-
DRSC

V034

ML-
DmD16c3
cell

GSM609219

GM2 cell

V146

S1
cell

GSM609223

male, one
day

V030

ML-
DmD8
cell

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V031

GM2
cell

SRR065801

zuc_het(H-
Y)_ovaries

GSM399100

Kc167
cell

GSM609237

ago2[414]
ovary
total RNA

SRR060652

hs-
Penelope_testes_total

GSM609224

female,
one day

V022

ML-
DmD32
cell

GSM609229

embryo 2-
6hr

V074

S3

GSM609238

embryo
14-24hr

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR060643

A2_testes_total

SRR031692

Total
small
RNAs from
Oregon R

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

V133

Sg4

V015

DreRFHV148h

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR060645

yw67c23(2)_testes_total

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V012

Dcr2 male
(Katsutomo,
whole fly?)

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR014273

Ovary_rep1_Har_P

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

SRR029028

untreated
(mock)

SRR060650

A1_testes_total

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM609227

CMEW1
Cl.8+
cell

SRR060646

yw67c23(2)_ovaries_total

GSM399110

KC-48 #2

SRR001349

heterozygous_dcr-
2_untreated

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM609226

CMEW1
Cl.8+
cell

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR014277

Ovary_rep1_NA_P

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR060644

A2_ovaries_total

V147

1182-
4H
cell

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

GSM399107

male body
#2

SRR001664

homozygous_dcr-
2_untreated

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

GSM609249

ML-DmD21
cell

SRR097865

Drosophila
S2-NP
cells

GSM371638

S2-NP

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609251

aged
female
head

GSM609244

KC+48 #2

V008

S2-
DRSC

SRR065800

zuc_H-
Y_ovaries

SRR001338

IR_non-
beta-
eliminated

GSM609247

heat
female
head

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR097866

Drosophila
S2-NP
cells

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

SRR029030

dcr-2
knockdown

GSM272653

KC -48 #1

GSM379056

Krimp
Heterozygote

GSM313162

dcr-2
homozygous,
untreated

GSM322543

male head
#1

GSM379063

Vasa
Heterozygote

V135

CME
W2
(wing
disc
line)

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

GSM609242

s2+48 #2

GSM379064

Vasa
Mutant

GSM609239

IR- 2-
18hr

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

GSM379052

Aub
Heterozygote

GSM609235

CMEL1

GSM379060

SpnE
Heterozygote

SRR014280

Ovary_rep1_w1118_P

GSM379065

Zuc
Heterozygote

SRR014282

Ovary_rep1_wK_P

GSM379057

Krimp
Mutant

GSM360262

0-2d
pupae

GSM609240

IR+ 2-
18hr

SRR029032

r2d2
knockdown

SRR029033

lacZ
knockdown

V023

Dcr2
female
head

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

GSM609221

1182-4H
cell

GSM379053

Aub
Mutant

V096

loqsKO/f00791
ovary

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

GSM609243

KC+48 #1

GSM609241

s2+48 #1

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR001347

ago2_untreated

GSM1528798

follicle
cells

GSM280088

S2cell
(AGO1IP)

AGO1

GSM379066

Zuc
Mutant

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

GSM313163

dcr-2
heterozygous,
untreated

SRR097867

Drosophila
S2-NP
cells

GSM322219

2-4day
pupae #1

SRR023400

total RNA
extracted
from P19
cells

GSM399106

female
body #2

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

GSM379050

Armi
Heterozygote

GSM609220

ML-DmD21
cell

GSM313161

dcr-2
heterozygous,
oxidized

GSM280083

dcr-2-/-
ovaries
(18-29nt)

GSM609218

Sg4

GSM379062

Squ
Mutant

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

SRR032094

ago2
knockdown

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

SRR001339

WT_females_non-
beta-eliminated

GSM286604

0-1h #3
(7)

GSM312995

WT,
oxidized

GSM379054

Flam
Heterozygote

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM379058

Piwi
Heterozygote

GSM360260

0-1d
Pupae (w)

GSM379051

Armi
Mutant

GSM322533

female
head #1

V006

r2d2 female:
possibly
heterozygous

GSM280082

WT
ovaries
(18-29nt)

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM280085

WT testes
(18-24nt)

GSM379061

Squ
Heterozygote

V129

ML-
DmBG1-
c1

GSM272651

S2-
48,+48,
KC-48,
+48 mix

SRR032093

ago1
knockdown

GSM379059

Piwi
Mutant

GSM286607

6-10h #1
(10)

V014

DTT
8h

GSM272652

S2 -48
Biological
Replicate
#1

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

GSM240749

female
head

GSM286605

2-6h #1
(8)

GSM322208

3rd
instar #2

SRR001345

ago2_non-
beta-
eliminated

GSM379067

SpnE
Mutant

GSM343833

S2R+ cell

GSM322245

3rd
instar #1

SRR001341

WT_males_non-
beta-
eliminated

GSM424740

S2 pKF63
stably
transfected

SRR029029

dcr-1
knockdown

GSM385748

OSS_s6

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

GSM286611

6-10h #2
(11)

GSM286613

0-1hr #1
(A)

GSM467730

Dmel_r2d2_sRNAseq

SRR029031

loqs-ORF
knockdown

GSM385744

OSS_s2

SRR065802

Piwi-
IP_zuc_mut_ovaries

GSM343832

S2R+ cell

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR001343

dcr-2_non-
beta-
eliminated

GSM424739

S2
parental

GSM385821

OSS_s7

GSM286603

female
body

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM286602

male body

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

GSM467729

Dmel_wt_sRNAseq

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR010955

Aub IP in
Ago3
heterozygotes

SRR032092

mock
oxidized

S6

0-1,2-
6,6-
10h
embryo

GSM385822

OSS_s8

GSM313160

dcr-2
homozygous,
oxidized

SRR001348

ago2_oxidized

GSM361908

s2-48
Biological
Replicate
#2

GSM424741

S2 pKF63
transiently
transfected

SRR014275

Ovary_rep1_LK_P

SRR010960

wt,
oxidized

GSM609222

ML-DmBG1-
C1

GSM322338

2-4day
pupae#2

SRR010956

Piwi IP in
Ago3
heterozygotes

SRR023399

RNA bound
by P19
protein

AGO2

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR065807

Piwi-
IP_squ_het_ovaries

SRR010953

Aub
heterozygotes,
oxidized

GSM286601

male head

GSM379055

Flam
Mutant

SRR023197

RNA
Library
from S2
control
cells

GSM399105

disk #2

SRR060651

A2_ovaries_Ago3

AGO3

V037

Felix
sample
+mirtrons

GSM280087

S2cell
(AGO2IP)

AGO2

GSM364902

12-24hr
embryo

SRR001344

dcr-
2_beta-
eliminated

V038

Felix
sample
S2
only

SRR010959

Ago3 IP in
heterozygotes

AGO3

GSM180328

adult
heads
(female
heads,
male
heads)

GSM275691

imaginal
disc

GSM360256

1st
instar #1

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

GSM180329

adult
bodies
(female
bodies,
male
bodies)

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

SRR065806

Piwi-
IP_squ_mut_ovaries

SRR001337

WT_females_beta-
eliminated

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

GSM286606

2-6h #2
(9)

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

GSM180336

pupae: 0-
1 day, 0-
2 day, 2-
4 day

GSM239052

S2 cells,
non beta-
eliminated

GSM239050

fly heads,
beta-
eliminated

GSM313164

ago2
homozygous,
oxidized
(technical
replicate
#1)

GSM360257

1st
instar #2

SRR023402

total RNA
extracted
from NLS-
P19 cells

GSM180334

larvae:
1st
instar
and 3rd
instars

GSM180333

late
embryo
(12-24)

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

GSM313165

ago2
homozygous,
oxidized
(technical
replicate
#2)

GSM467731

Dmel_loq_sRNAseq

SRR010952

Ago3 trans-
heterozygotes,
oxidized

GSM180337

tissue
culture
cells (S2
only)

GSM239041

fly heads,
non beta-
eliminated

GSM180332

mid
embryo
(6-10)

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR001340

IR_beta-
eliminated

SRR060648

A2_ovaries_FLAG-
Aub

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

GSM180331

early
embryo
(2-6)

GSM180335

imaginal
discs

SRR010951

Ago3
heterozygotes,
oxidized

GSM180330

very
early
embryo
(0-1)

GSM280086

WT
ovaries
(AGO2IP)

AGO2

V003

dsDcr-1
(katsutomo
RNA)

GSM246084

D.
melanogaster
adult male
heads 454

SRR001346

ago2_beta-
eliminated

SRR060649

A2_ovaries_FLAG-
Piwi

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

..............................................................................................................AGTCAGTGTTGCGATAAGCTCT.................................................................... 22 0 1 312350.00 312350 33219 4180 18543 1899 101 16993 146 182 1461 13764 7335 301 9484 10858 1457 2039 2321 6790 5415 1282 2201 1225 1821 8098 7138 5725 4130 834 4997 20 5204 530 27 4893 3789 67 1285 3291 500 530 13 5047 1184 989 3384 79 4101 420 2962 3642 18 2805 3996 3164 3634 3138 508 2545 22 2751 2105 14 2537 2799 3 1259 2314 1716 29 2388 2123 2184 1616 1890 29 2423 1715 896 1943 1313 9 19 1292 1 1695 1730 1240 10 1231 3 1643 1 1556 14 1424 1487 10 416 616 1134 904 845 0 25 18 1188 7 1072 365 649 4 1184 5 3 1037 96 19 8 973 0 90 11 6 4 2 3 441 917 203 632 600 531 19 5 365 526 392 441 568 628 8 554 618 436 243 382 3 0 432 337 5 463 476 375 8 1 314 110 354 2 273 267 469 4 214 0 110 0 186 268 327 325 6 217 3 0 207 122 57 227 0 230 102 292 114 56 74 218 30 218 198 187 1 0 88 79 2 1 0 36 47 48 38 41 1 59 58 0 0 123 80 45 39 111 2 106 72 4 0 57 0 108 18 0 25 64 92 15 11 27 35 71 61 23 1 0 64 61 48 21 0 0 1 15 9 6 0 0 16 44 0 7 16 11 1 1 8 7 5 0 4 0 7 6 8 0 2 0 1 7 0 0 13 2 1 3 3 4 10 6 1 0 0 4 6 0 5 0 1 3 1 0 1 2 1 2 0 2 1 1
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.................................................................................................................TAGTGTTGCGATAAGCTCT.................................................................... 19 1 1 74.00 74 0 0 0 3 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 1 1 0 0 2 0 0 0 0 1 0 0 1 27 1 0 0 0 0 6 1 0 1 1 0 0 0 1 0 0 0 0 0 6 0 1 1 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................AAATGAACTTATCGGAGCGGCG................................................................................................................... 22 1 1 72.00 72 4 1 0 1 0 4 0 0 0 1 0 0 1 0 0 0 1 0 0 0 0 0 0 0 3 1 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 1 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 2 0 0 0 0 0 0 0 0 0 0 3 2 0 0 0 0 0 0 0 0 2 0 0 0 3 0 0 1 0 0 0 0 0 0 0 6 0 0 0 0 0 0 4 0 0 0 1 0 0 0 0 0 0 0 1 0 3 9 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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Species Coordinate ID Alignment
dm3 chr2R:4332437-4332636 - dme-

mir-
986-
as

GCCCCATTATCTGATAGTT--AACACC----CTTGTTTTCCGGTCGTAAA--GTCGC---T-GGCCC-AAAATAACCTTACTTGAATAGCCTCGCCGCTGAGTAGATTCGATGCGCAGTTA-CCTCAGTCACAACGCTATTCGAGATGGGTAATTTCAGG------------------------------------------------------TGTGTCCTCTGCGTGG-CTAACG------------------------------CTACGACTTTTCCGGCTCCTATGAAAAACCCA

droSim2 2r:5147158-5147357 - GCCCCATTAACTGATAGTT--AACACC----CTTGTTTTCCGGTCATAAA--GTCGC---T-GGCCC-AAAACAACCTTACTGGAATAGCCTCGCCGCTGAGTAGATTCGATGCGCAGTTA-CCTCAGTCACAACGCTATTCGAGATGGGTAATTTCAGG------------------------------------------------------TGTGTCCTCTGCGTGG-CTAAAA------------------------------CCACGACCTATCCGACTCCTATGGAAAACCCA
droSec2 scaffold_1:1974039-1974238 - GCCCCATTAACTGATAGTT--AACACC----CTTGTTTTCCGGTCATAAA--GTCGC---T-GGCCC-AAAACAACCTTACTGGAATAGCCTCGCCGCTGAGTAGATTCGATGCGCAGTTA-CCTCAGTCACAACGCTATTCGAGATGGGTAATTTCAGG------------------------------------------------------TGTGTCCTCTGCGTGG-CTAAAA------------------------------CCACGACCTATCCAACTACTATGGAAAACCCA
droYak3 2L:16988513-16988712 - GCCCCATTAACTGATAGTT--AACACC----CTTGTTTTCCGGTCGTAAA--GTCGC---T-GGCCC-AAAATAACCTTACTGGAATAGCTTCGCCGCTGAGTAGATACGATGCGCAGTTA-CCTCAGTCACAACGCTATTCGAGATGGGTAATTTTAGG------------------------------------------------------TGTGTCCTCTGCGTTT-CTAAAA------------------------------CAACGACTTTTCCGAGTTCTATTGAAAACCAA
droEre2 scaffold_4929:18305667-

18305860 +
GCCCCATTACCTGATAGTT--AACACC----CCTGTTTTCCGGTCGTTGA--GTCGC---T-GGCCC-AAAATAACCTTACTGGAATAGCCTTGCCGCTGAGTAGATTCGATGCGCAGTTA-CCTCAGTCACAACGCTATTCGAGATGGGTAATCTTAGG------------------------------------------------------TATCTCG------TAT-CTAAAA------------------------------GTACGACTTTTCCGACTTGTATGGAAAACCCA

droEug1 scf7180000407691:192693-
192889 -

A-----ATATCTGATATTTTCAACACC----CCAATTTTCCGGTCGTAAA--GTCGC---T-TGACC-AAAATAACCTAACTGGAATAGCGTTGCCGCTGAGTCGATTTAATGGGCAGTTA-ACTCAGTCACAACGCTATTCGAGATGGGTGATTATGGG------------------------------------------------------TGTGTACTCTCGGTTATTTTTTAACGTTTT----------------CT--ATT-------------GAAATTGACAGGATACCCA

droBia1 scf7180000302291:2218534-
2218710 -

GCCCCATTAACTGATAGCT--GACAGC----CTAATGTTTCGGTCGT--A--GTCGC---T-GGCCC-AAAATAACCTAACTTGAATAGCCTTGTCGCTGAGTCGATTCAATACGCAGTTA-CCTCAGTCACAACGCTATTCGAGATGGGTAATTTCGAG------------------------------------------------------GGTTTCCT--------------T-----------------------CT--ACC-------------GGCATTCAGGAAAAACCCA

droTak1 scf7180000415627:215790-
215986 -

GCCTCATTAACAGATAGTT--AGCAGA----ACAATTTTCCGGTCGTAAA--GTCGC---T-GGCCC-AAAATGACCTATCTGAAATAGCGTTGCCGCTGAGTCGTTTCGATGCGCAGTTA-CCTCAGTCACAACGCTATTCGAGATGGGTAATTTCGGG------------------------------------------------------TGTATCGTCTCCTTGT-TT--TGCCGAGAG----------------CT--ATG-------------CGAATTTTGCTTAAACACA

droEle1 scf7180000491240:1158455-
1158641 -

GCTTCATTATC----AGTT--AACAGC----CCAATTTTCCGGTTGTAAA--GTCGC---T-GGCCC-CAAGTAACCCAACTGGATTAGCGTTGTCGCTGAGCTAATTCGATGCGCAGTTA-CATCAGTCACAACGCCATTCGAAATGGGTAGTTTCGGG------------------------------------------------------AGCATTCCCTTCGG-A-TTTGTG-----------------------CC--ATG-------------GACACTTAAGCAAAACCAA

droRho1 scf7180000770177:457558-
457747 -

GCCCCATTAACTGATAGTT--AGCACC----CTAACCTTCCGGTCGTAAA--GTCGC---T-GACCC-AAAACAACCTAACTGGAATAGCGTTGCCGCTGAGTCAACTCGGAGCGCACTTA-CCTCAGTCACAACGCTATTCGAGATGGGTGATTTCGGG------------------------------------------------------AGTATTCAATCCGTTT-TT--TG-----------------------CC--ACG-------------GACATTTAAGGAAAACCCA

droFic1 scf7180000453851:2006726-
2006916 +

GCCCCATTAACTGAAAGTT--AACGTC----AAAATTTTTCGGTCGTAAA--GTCGC---T-GGCCC-GAAATAACCCACCTGGAATAGCGTTGCCGCTGAGTAGATTCGATGCGCAGTTA-CCTCAGTCACAACGCTATTCGAGATGGGTAATTTCGGG-------------------------------------------------------GTATCCTCTCCGTTT-TTCCTG-----------------------CT--TGT-------------GGCTTTTGGGGATCAAATA

droKik1 scf7180000302277:185609-
185793 -

CCCCAATTAGCCGACAGTT--AGCACA----CATTCATTCTGGTTGTAAA--GTGGC---T-GGCCC-AGAACGACCTCACTGGAATAGCGCTGCCTCTGAGTCAGTTTGAATCGCAGTTA-CCTCAGTCACAACGCTATTCGAGATGGGTCGTTCCGGA-------------------AAGGG------------------------------TGTTTCCTCGGCGTTT-TC--------------------------------------------------TCTCGATCGGAACTTA

droAna3 scaffold_13266:1670140-
1670322 +

GCGAAAATAACTTAGTCCC--GACACT----ATTAAGAATCGATTAGAAAAAGTTGC---T-TGGTC-AAGATGACTTTACAAGAATAGCATTGTCTCGGATTTATATTTAA------ATACCATCAGTCACAACGCTATTCGAGATGAGTCATTTTGGA------------------------------------------------------CGTATCCTCAGGAAAC-CAAA-------------------------------G-------------AAGGCTTTTCACAAACCCA

droBip1 scf7180000396730:2663865-
2664052 +

GCGAAAAAAACTCAGTCCC--GACCCT----ATTAAGATTCGATTATGAATAGTTGC---T-TGGTC-AAGATGACTTTACAAGAATAGCATTGTCTCGGATTTATTCTTTA------ACA-CATCAGTCACAACGCTATTCGAGATGAGTCATTTTGGG------------------------------------------------------TGTATCCTCTGGAATC-TTTTTA-----------------------CA--AAG-------------AATGCCTTTTACAAACCCA

dp5 3:2308574-2308760 - GGCTTATCAGCTGCTATGC--ACTG-----------TTTCTGTTTTTATA--GTTGTTGTTTGGCCG-CAAACAACCCAACTGGAATAGCACTGCCGCTGAGAAAATTACAAATGCAGTC---ATCAGTCACAACGCTATTCGAGACGGGTTGTTTCAGTCGTACTCCGATTCAGGAGATAAGGAGATTCGATGGA---------------------------------------------------------------------------------------------CCAGCACACA
droPer2 scaffold_2:2480032-2480195 - T------------------------------------TTCTGTTTTTATA--GTTGTTGTTTGGCCG-CAAACAACCCAACTGGAATAGCACTGCCGCTGAGAAAATTACAAATGCAGTC---ATCAGTCACAACGCTATTCGAGACGGGTTGTTTCAGTCGTACTCCGATTCAGGAGACAAGGAGATTCGATGGA---------------------------------------------------------------------------------------------CCAGCACACA
droWil2 scf2_1100000004513:3160982-

3161172 +
ATCCCATCAGTAGTTA------TATGCGTTGTATACGTTCACGTAATTTG--GTTGT---T-TACCCACAAATGCCCCACCTCGTATAGCATAGTGGCTGACTCTCTCA-TATCACAAT---CATCAGTTACAACGCTATTCGAGATTGGGCATTTAAGTCATC-------------------------GAAC---------------------TGTTCACTTTGTGTAG-TAA--------------------------------A-------------TATTTTTATGGTATGCCCA

droVir3 scaffold_12875:9403332-
9403495 -

A---------------------------------------------------------------------AGTGCCTTAACCCGAATGGCATTTCAACTGATGTTATTCCAGA---ATTGT-CATCAGCCATAATGCTATTCGAGAGAAGACAATTAGCC-------------------------ATTTAAGTGAACCATTAAAACACTTTATAGTTTTTATTTTAATTA-TTAATG------------------------------CCATTTTCTAT------TAAGTAGGGCAGTTA

droMoj3 scaffold_6496:17707895-
17708055 +

A---------------------------------------------------------------------AATGCCTTGACCCGAATGGCATTCCAACTGA-TGATTTTGCAGAATTGTGT-CATCGGCCATAATGCAATTCGAGAGAAGGCAATTAGCC-------------------------AGTTAAATGAG----------------------CCATTGAAAGT---T--CGCCAACAACTTTGAAACTTTTCAACT--AAT-------------AATATAAATGTTCCAGTTA

droGri2 scaffold_15245:2671262-
2671427 -

T--------------------AATACA----AATGATTTTTGGTTGTTAA--TGCA------------TAAGTGCCTTAACTCGAATGGCATTTTAACTGATGAATTTCTAA----ATTTT-CATCAGTCACAATGCAATTCGAGAAAAGGCAATAAGCC-------------------------ATT-------------------------------------------CAAACT---------TTGCAACTTTCCATTTCAGTA-------------ATAAACTAAGGTAAAGTTA
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TTCAGTCAGTCGGTTATGAAATATGTTTTTTGATCCGCTGCCGCGATTCGCACGAAACTCATCAAAATGGCTGTGATATGAGTAGATAATAGTCGACATTTCACAACCCTTTGAGGAGTTACGTAAGAATTATGGCTTGGATCACAAACACTTGTTGGTTTAGCATCCAATCGTT

**************************************************************((((..((.(((((.(((....(((....)))..))).))))).)).)))).....................*****************************************
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small RNAs
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flies
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from 5-6 days old flies
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CMEL1
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OSS_s7
.................................................................................................ATTTCACAACCCTTTGAGGAGT........................................................ 22 0 1 6.00 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................TTTCACAACCCTTTGAGGAGT........................................................ 21 0 1 5.00 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................TGAGGAGTTACGTAAGAATTA........................................... 21 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................ATTTCACAACCCTTTGAGGAG......................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................ATGAGTAGATAATAGTCG................................................................................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................ATTTCACAACCCTTTGAGGAGTT....................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................TGCCGCGATTCGCACGAAA...................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................................ACACTTGTTGGTTTAGCATCC....... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................TGAGGAGTTACGTAAGAATT............................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................TCATCAAAATGGCTGTGATATGA.............................................................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................CATCAAAATGGCTGTGATATGA.............................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................TTTTGATCCGCTGCCGCG.................................................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AAGTCAGTCAGCCAATACTTTATACAAAAAACTAGGCGACGGCGCTAAGCGTGCTTTGAGTAGTTTTACCGACACTATACTCATCTATTATCAGCTGTAAAGTGTTGGGAAACTCCTCAATGCATTCTTAATACCGAACCTAGTGTTTGTGAACAACCAAATCGTAGGTTAGCAA

*****************************************((((..((.(((((.(((....(((....)))..))).))))).)).)))).....................**************************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM609238

embryo
14-24hr

V080

Starvation,
female head

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V078

Desiccation,
female head

V079

Oxidation,
female
head

GSM322543

male head
#1

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM313163

dcr-2
heterozygous,
untreated

GSM609251

aged
female
head

SRR029633

total
small RNAs
from hen1
homozygous
flies

V077

cold,
female
head

GSM609229

embryo 2-
6hr

GSM313162

dcr-2
homozygous,
untreated

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR001349

heterozygous_dcr-
2_untreated

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

GSM609230

CS,ovary,AGO1IP

AGO1

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

SRR031692

Total
small
RNAs from
Oregon R

V137

Male
aged
head

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V012

Dcr2 male
(Katsutomo,
whole fly?)

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609240

IR+ 2-
18hr

GSM609239

IR- 2-
18hr

SRR001347

ago2_untreated

V023

Dcr2
female
head

SRR001345

ago2_non-
beta-
eliminated

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609247

heat
female
head

SRR001664

homozygous_dcr-
2_untreated

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM286607

6-10h #1
(10)

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM286611

6-10h #2
(11)

V147

1182-
4H
cell

SRR001339

WT_females_non-
beta-eliminated

V132

ML-
DmD32

V125

ML-
DmD9

SRR001341

WT_males_non-
beta-
eliminated

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM322533

female
head #1

GSM609223

male, one
day

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM609225

ML-DmBG3-
C2

V146

S1
cell

V074

S3

SRR001338

IR_non-
beta-
eliminated

V127

G2

GSM240749

female
head

GSM609234

CS Â male
total RNA
Â 

GSM360262

0-2d
pupae

V134

ML-
DmD8

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

V015

DreRFHV148h

SRR001343

dcr-2_non-
beta-
eliminated

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

GSM371638

S2-NP

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM286601

male head

GSM286605

2-6h #1
(8)

V144

OSC

V032

S1
cell

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

V091

fGS/OSS
total
Â 

GSM360260

0-1d
Pupae (w)

S6

0-1,2-
6,6-
10h
embryo

SRR001344

dcr-
2_beta-
eliminated

GSM609224

female,
one day

V006

r2d2 female:
possibly
heterozygous

V131

ML-
DmD16-
c3

V128

S3

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

GSM609237

ago2[414]
ovary
total RNA

GSM399110

KC-48 #2
V133

Sg4

GSM609250

ML-DmD32
cell

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

GSM364902

12-24hr
embryo

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

V140

Dessication_female_body

GSM399105

disk #2

V145

S2-
DRSC

V148

mbn2

V130

ML-
DmBG3-
c2

GSM275691

imaginal
disc

GSM609219

GM2 cell

V073

mbn2

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

V034

ML-
DmD16c3
cell

SRR001348

ago2_oxidized

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

V126

CME
L1

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

GSM628272

ago2[414]
ovary
total RNA

GSM609249

ML-DmD21
cell

GSM609222

ML-DmBG1-
C1

GSM313161

dcr-2
heterozygous,
oxidized

GSM399107

male body
#2

GSM399100

Kc167
cell

V008

S2-
DRSC

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

SRR029028

untreated
(mock)

GSM609242

s2+48 #2

GSM313160

dcr-2
homozygous,
oxidized

V096

loqsKO/f00791
ovary

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V141

Heat_female_body

GSM609248

ML-DmD9
cell

GSM322219

2-4day
pupae #1

GSM379063

Vasa
Heterozygote

SRR029030

dcr-2
knockdown

GSM286604

0-1h #3
(7)

GSM360257

1st
instar #2

SRR097865

Drosophila
S2-NP
cells

V138

Male
cold
body

GSM379057

Krimp
Mutant

GSM609235

CMEL1

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

GSM399101

kc167
cell

V086

female
body,
aged

GSM424740

S2 pKF63
stably
transfected

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

GSM180328

adult
heads
(female
heads,
male
heads)

V036

ML-
DmD20c5
cell

GSM379065

Zuc
Heterozygote

GSE24545

CS ovary
total
RNA

V142

Oxidation_female_body

SRR029031

loqs-ORF
knockdown

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

V014

DTT
8h

GSM609227

CMEW1
Cl.8+
cell

V139

Cold_female_body

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

GSM609218

Sg4

GSM360256

1st
instar #1

SRR029033

lacZ
knockdown

GSM379064

Vasa
Mutant

GSM280088

S2cell
(AGO1IP)

AGO1

GSM286606

2-6h #2
(9)

SRR097866

Drosophila
S2-NP
cells

GSM609221

1182-4H
cell

V085

CME
W2
wing
disc

SRR029032

r2d2
knockdown

GSM609241

s2+48 #1

V129

ML-
DmBG1-
c1

V030

ML-
DmD8
cell

V136

Male
aged
body

GSM379062

Squ
Mutant

SRR065801

zuc_het(H-
Y)_ovaries

SRR032094

ago2
knockdown

SRR014275

Ovary_rep1_LK_P

GSM609220

ML-DmD21
cell

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

GSM379066

Zuc
Mutant

GSM239041

fly heads,
non beta-
eliminated

GSM379052

Aub
Heterozygote

SRR065800

zuc_H-
Y_ovaries

V022

ML-
DmD32
cell

GSM180333

late
embryo
(12-24)

SRR029029

dcr-1
knockdown

GSM343832

S2R+ cell

SRR060646

yw67c23(2)_ovaries_total

GSM180332

mid
embryo
(6-10)

GSM379056

Krimp
Heterozygote

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

V037

Felix
sample
+mirtrons

V031

GM2
cell

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR060644

A2_ovaries_total

GSM343287

Drosophila
Toll 10b
mutant
embryos

SRR032093

ago1
knockdown

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

GSM379050

Armi
Heterozygote

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

GSM343833

S2R+ cell

SRR001337

WT_females_beta-
eliminated

GSM609244

KC+48 #2

GSM609226

CMEW1
Cl.8+
cell

SRR097867

Drosophila
S2-NP
cells

GSM379051

Armi
Mutant

GSM385748

OSS_s6

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR060653

hs-Penelope_
ovaries_total

GSM385744

OSS_s2

GSM609217

MLDmD20c5

SRR014280

Ovary_rep1_w1118_P

GSM467729

Dmel_wt_sRNAseq

GSM322208

3rd
instar #2

GSM609243

KC+48 #1

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

GSM379054

Flam
Heterozygote

SRR014277

Ovary_rep1_NA_P

V038

Felix
sample
S2
only

GSM385822

OSS_s8

GSM286613

0-1hr #1
(A)

GSM180335

imaginal
discs

GSM379061

Squ
Heterozygote

GSM313164

ago2
homozygous,
oxidized
(technical
replicate
#1)

GSM313165

ago2
homozygous,
oxidized
(technical
replicate
#2)

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

GSM322245

3rd
instar #1

GSM379060

SpnE
Heterozygote

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

SRR060652

hs-
Penelope_testes_total

SRR060643

A2_testes_total

GSM272653

KC -48 #1

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR060645

yw67c23(2)_testes_total

SRR014282

Ovary_rep1_wK_P
GSM385821

OSS_s7

GSM467730

Dmel_r2d2_sRNAseq

GSM379058

Piwi
Heterozygote

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM361908

s2-48
Biological
Replicate
#2

GSM312995

WT,
oxidized

V135

CME
W2
(wing
disc
line)

SRR001346

ago2_beta-
eliminated

GSM399106

female
body #2

SRR014273

Ovary_rep1_Har_P

SRR060650

A1_testes_total

GSM379067

SpnE
Mutant

GSM379053

Aub
Mutant

GSM322338

2-4day
pupae#2

GSM286602

male body

GSM424739

S2
parental

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

GSM272652

S2 -48
Biological
Replicate
#1

GSM239052

S2 cells,
non beta-
eliminated

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

GSM379059

Piwi
Mutant

GSM280085

WT testes
(18-24nt)

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM180331

early
embryo
(2-6)

GSM180336

pupae: 0-
1 day, 0-
2 day, 2-
4 day

SRR032092

mock
oxidized

GSM280083

dcr-2-/-
ovaries
(18-29nt)

GSM286603

female
body

GSM379055

Flam
Mutant

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM467731

Dmel_loq_sRNAseq

GSM180334

larvae:
1st
instar
and 3rd
instars

GSM272651

S2-
48,+48,
KC-48,
+48 mix

SRR001340

IR_beta-
eliminated

SRR010955

Aub IP in
Ago3
heterozygotes

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR010953

Aub
heterozygotes,
oxidized

GSM280082

WT
ovaries
(18-29nt)

GSM1528798

follicle
cells

SRR010956

Piwi IP in
Ago3
heterozygotes

GSM246084

D.
melanogaster
adult male
heads 454

GSM180337

tissue
culture
cells (S2
only)

GSM180329

adult
bodies
(female
bodies,
male
bodies)

GSM280087

S2cell
(AGO2IP)

AGO2

SRR060651

A2_ovaries_Ago3

AGO3

SRR001342

WT_males_beta-
eliminated

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

GSM180330

very
early
embryo
(0-1)

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

V003

dsDcr-1
(katsutomo
RNA)

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

GSM239050

fly heads,
beta-
eliminated

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

SRR065807

Piwi-
IP_squ_het_ovaries

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRR010952

Ago3 trans-
heterozygotes,
oxidized

SRR010960

wt,
oxidized

SRR060648

A2_ovaries_FLAG-
Aub

SRR023400

total RNA
extracted
from P19
cells

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

GSM424741

S2 pKF63
transiently
transfected

SRR060649

A2_ovaries_FLAG-
Piwi

SRR065802

Piwi-
IP_zuc_mut_ovaries

SRR023402

total RNA
extracted
from NLS-
P19 cells

SRR023197

RNA
Library
from S2
control
cells

SRR023399

RNA bound
by P19
protein

AGO2
.......................................................TTGAGTAGTTTTACCGACACTAT................................................................................................. 23 0 1 165783.00 165783 13885 8530 6362 6867 6325 3717 5094 4839 5746 2980 4396 4839 5395 4824 3501 3945 2392 814 913 1441 3303 2803 1105 2513 2723 882 3788 3089 1470 2440 2594 791 1672 1234 660 394 2587 1687 1649 304 1019 313 253 881 324 551 1089 827 128 514 132 771 217 446 719 879 54 366 719 426 504 740 864 103 287 228 221 697 167 398 647 733 110 542 611 482 541 354 76 77 0 117 290 44 139 21 456 384 227 397 57 83 60 407 83 39 211 123 165 293 54 189 131 87 97 197 159 66 99 169 50 136 176 96 77 97 101 90 227 99 22 207 205 70 132 106 53 157 100 67 9 146 99 60 70 147 65 17 0 38 57 85 74 78 49 146 49 72 45 142 40 45 105 15 67 41 60 65 62 24 24 47 23 44 42 40 33 46 25 109 31 20 34 118 40 61 43 47 69 49 43 88 35 11 8 27 25 79 26 67 44 40 21 56 67 76 36 56 23 28 42 82 42 23 19 32 23 39 46 64 30 58 63 21 35 33 39 19 19 32 37 16 16 28 27 19 14 22 19 3 38 26 23 16 18 8 34 9 1 29 18 10 16 22 6 11 20 18 0 6 8 7 0 6 16 10 10 1 2 0 3 7 0 6 2 4 5 4 4 0 4 0 2 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................TGAGTAGTTTTACCGACACTAT................................................................................................. 22 0 1 49902.00 49902 357 2111 2332 1272 1598 4431 2144 1907 1938 2974 1056 1187 91 1920 1222 932 652 215 260 310 859 1654 300 965 1447 278 237 177 354 706 590 180 1111 302 157 105 130 568 153 268 303 199 261 417 79 507 150 227 44 226 22 217 107 431 234 235 55 87 190 67 431 293 32 43 149 51 355 32 46 90 20 24 23 152 56 124 66 203 35 44 1 25 109 20 54 37 87 62 66 81 89 85 24 74 48 25 54 38 20 19 32 49 32 25 11 50 179 29 56 48 23 53 45 122 14 13 41 27 47 31 2 57 62 27 68 22 16 25 20 30 38 21 89 19 20 27 38 25 1 16 13 41 14 28 19 48 4 27 34 6 14 19 13 12 14 5 15 31 23 13 3 12 16 13 16 109 12 14 16 21 9 15 6 12 25 18 15 20 25 13 10 12 11 14 10 6 20 11 8 12 29 7 9 8 16 18 12 22 13 10 15 14 23 9 7 6 8 16 6 13 6 17 11 8 12 6 10 10 8 20 12 6 8 15 9 5 12 7 5 2 8 27 1 7 5 7 8 16 0 3 7 13 8 6 13 7 1 5 1 3 17 3 2 7 3 1 2 1 2 0 1 0 0 5 0 3 3 1 4 0 0 0 0 0 3 1 4 0 0 0 0 0 0 0 1 0 0 0 0 0 0
.........................................................GAGTAGTTTTACCGACACTAT................................................................................................. 21 0 1 7096.00 7096 6 391 349 100 205 1068 314 256 299 773 165 100 3 289 162 127 84 9 8 8 66 251 6 140 113 11 8 7 38 113 79 11 63 44 9 2 0 78 2 7 90 4 7 88 2 201 0 16 2 11 4 38 1 67 14 27 1 2 7 12 49 36 2 0 8 9 118 4 7 4 0 2 1 17 3 19 1 12 1 1 0 0 18 0 3 1 3 5 1 7 4 4 0 2 5 1 12 2 6 0 1 2 1 1 2 12 24 2 7 0 0 9 2 2 1 0 7 2 3 2 0 10 5 0 4 1 1 4 0 3 5 3 38 3 1 1 3 0 0 3 0 2 1 0 0 3 0 2 0 0 0 0 0 6 0 0 0 6 0 0 1 0 0 0 2 15 1 0 0 1 0 4 0 0 0 0 1 0 0 2 0 0 0 54 6 0 0 2 1 7 3 1 0 0 7 0 3 2 3 0 5 1 4 0 1 0 0 2 1 1 0 1 0 0 2 1 3 0 1 1 1 1 0 4 9 0 2 0 0 0 2 2 0 0 1 0 1 2 0 0 0 2 0 0 9 0 0 0 0 0 1 0 0 4 0 0 1 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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Species Coordinate ID Alignment
dm3 chr3R:11243214-11243388 + dme-

mir-
13a-
as

TTCAGTCAGTCGGTTATGAAA------TATG---------------------------------------TTTTT--------------TGATC----------------------------C---GCTGCC-G-C-GA--TTCGCACGAAACTCATCAAAATGGCTGTGATATGAGTAGA-T--AATAGTCGACATTTCACAACC-CTTTGAGGAGTTACGTAAGAATT-A--TGG---CTTGGA--------------------------------------------TCACAAACACTTGTTGGTTTAGCAT--C----CAATCGTT

droSim2 3r:9985569-9985741 - TT----CAGTCGGTTATGAAA------TATG---------------------------------------TTTTT--------------CGATC----------------------------C---GCTGCC-G-A-GA--TTCGCACGAAACTCATCAAAATGGCTGTGATATGAGTAGA-T--AATAGTCGACATTTCACAACC-CTTTGAGGAGTTACGTAAGAACT-A--TGG---CTTGGA--------------------------------------------TCACGAACACTTGTTGGTTTAGCATATC----CAATCGTT
droSec2 scaffold_0:10705018-10705188

-
TT----CAGTCGGTTATGAAA------TATG---------------------------------------TTTTT--------------CGATC----------------------------C---GCTGAC-C-A-GA--TTCGCACGAAACTCATCAAAATGGCTGTGATATGAGTAGA-T--AATAGTCGACATTTCACAACC-CTTTGAGGAGTTACGTAAGAACT-A--TGG---CTTGGA--------------------------------------------TCACGAACACTTGTTGGCTTAGCAT--C----CAATCGTT

droYak3 3R:15188542-15188720 - GT----CAATCGATTATGAAA------TATG---------------------------------------TTTGAAA------------TAC---------------------ATGAAATA-A---GTTGCC-G-A-GA--TTCGCACGAAACTCATCAAAATGGCTGTGATATGAGTAGA-T--AATAGGCGACATTTCACAACC-CTTTGAGGAGTTACGTAAGAATT-A--TGG---CTTGGA--------------------------------------------TCACGAACACTTGTTGGCTTAGCAT--C----CAATCGTT
droEre2 scaffold_4770:10769357-

10769528 +
TT----CAATCGCTTTTGAAA------TATG---------------------------------------TTTTC----------T---TAACC----------------------------C---GCTTTT-T-A-AA--TTCGCACGAAACTCATCAAAATGGCTGTGATATGAGTAGA-T--AATAGTCGACATTTCACAACC-CTTTGAGGAGTTACGTAAGAATT-G--TGT---CTTGGA--------------------------------------------TCACGAACACTTGTTGGCTTAGCAT--C----CAATCGTT

droEug1 scf7180000409281:109499-
109672 -

AA---TAAATCGGTTATGAAA------TATA---------------------------------------ATAAC--------TT----TGACC----------------------------A---GATGCC-G-A-AA--CTCGCACGAAACTCATCAAAATGGCTGTGATATGAGTAGA-T--AATAGGCAACATTTCACAACC-CTTTGAGGAGTTACGTAAGAATT-A--TAT---ATCGGA--------------------------------------------TCACGAACACTTGTTGGCTTAGCTC--T----CAATCGTT

droBia1 scf7180000302136:835510-
835681 +

AG---TCGAACGGTTGCGAAA------TGCG---------------------------------------ATTTT--------------TGACC----------------------------G---GCTGCC-G-A-AA--TTCGCACGAAACTCATCAAAATGGCTGTGATATGAGTAGA-C--AGTGGGCAACATTTCACAACC-CTTTGAGGAGTTACGTAAGAATT-A--TAT---GTTGGA--------------------------------------------TCACGAACACTTGTTGGTTTAGCTC--G----CCCCCGTT

droTak1 scf7180000415769:1925938-
1926110 -

TA----CGAACGGTCACGAAA------TATG---------------------------------------ATTTTAG------------TGCCC----------------------------A---GCTGCC-G-A-AA--TTCGCACGAAACTCATCAAAATGGCTGTGATATGAGTGGA-T--AATAGACAACATTTCACAACC-CTTTGAGGAGTTACGTAAGAATT-A--TAT---GTTGGA--------------------------------------------TCACGAACACTTGTTGGTTTAGCTC--T----CCACCGTT

droEle1 scf7180000491080:1007084-
1007259 +

AA---GCAAGCGCTTATAAAA------ACTG---------------------------------------ATTTATG------TC----TATCC----------------------------A---GTTGCT-G-A-AA--TTCGCACGAAACTCATCAAAATGGCTGTGATATGAGTAGA-T--AGT-GGGAACATTTCACAACC-CTTTGAGGAGTTACGTAAGAATT-A--TAT---GTCGGA--------------------------------------------TCACGAACACTTGTTGGTTGAGCTT--TTA---TCTCGTT

droRho1 scf7180000779250:92622-92799
-

TG----CAATCGCTTATGAAA------CTTG---------------------------------------ATTTT--------------AGCCC----------------------------A---GCTGCC-G-A-AA--TTCGCACGAAACTCATCAAAATGGCTGTGATATGAGTAGA-T--AATAGGCAACATTTCACAACC-CTTTGAGGAGTTACGTAAGAATT-A--TAT---CCGAC--------------------------------------ATATATATCACGAACACTTGTTGGCTTAGCTT--TTATCC---CATT

droFic1 scf7180000452523:592228-
592401 +

TA----CAATCGGTTATGGAA------ATTG---------------------------------------ATATT--------------TGCCC----------------------------A---GCTGCC-G-A-AA--TTCGCACGAAACTCATCAAAATGGCTGTGATATGAGTAGA-T--AACAGACAACATTTCACAACC-CTTTGAGGAGTTACGTAAGAATT-A--TAT---ATGGGA--------------------------------------------TCACGAACACTTGTTGGTTTAGCTT--TTGG-CTTTCGCC

droKik1 scf7180000302639:1443181-
1443335 -

TT----TGAT---TTGCGAAGCGG---TACT---------------------------------------CCTT------------------CT----------------------------G---GCTGCC-G-A-AA--TTCACACGGAACTCATCAAAATGGCTGTGATATGGATAGA-T--AAC-GGTAACATTTCACAGCC-CTTTGAAGAGTTACGTAAGAATC-AGACAT---CTTGGA--------------------------------------------TCACAAACACTTGTTGGCTTA-------------------

droAna3 scaffold_13340:12827566-
12827768 +

AACA--CAATCGGTTATGACA------TC-------------CTGCCGCCGC--GCC----------------------------CCTT---------------------TC--TGAC--G-GTTTTCT----GAC-GA--TTCCCACGAAACTCATCAAAATGGCTGTGATATGAGTAGA-T--AAT-GGCAACATTTCACAGCC-CTTTGAGGAGTTACGTAAGAACT-C--GAT------GGATCGTCCTT--TT---------TTGAGGGGATTCT----------TGTAGCACACTTGTTGGCGTAGCAT--T------ATCCTT

droBip1 scf7180000396691:1710467-
1710657 +

------CAATCGGTTACGAAA------TCGC-----------------CTGC----C----------------------------GCGC---------------------CCCACGATGCG-ATTT-T--TT-G-G-AA--TTCGCACGAAACTCATCAAAATGGCTGTGATATGAGTAGA-T--AAT--GCAACATTTCACAGCC-CCTTGAAGAGTTACGTAAGAACT-G--GAT------GGATCTTCGGG--TT----------AGGGGGGCT-------------TCGAGAACACTTGTTGGCGCAGCTT--T------ATCCTT

dp5 2:9824882-9825074 - TC----CGTCCACT-------CTGTGC---------TCCATCCTGCC-CTGC----C----------------------------CCGA---------------------TCGATGAT--G-GATTGCT----GGCCAT--TCCACACGAAACTCATCAAAATGGCTGTGATATGATTTGA-T--AAA-TGCAACATTTCACAACC-GTTTGATGGGTTACGTAAGTATG-G--GGCTGACGGTTT------TTTTTTTTTGT---------------CCAAAAAGTACGAGCCGAACACTTGTT-------------------------
droPer2 scaffold_0:10660021-10660193

+
TC----CGTCCACT-------CTGTGC---------TCCATCCTGCC-CTGC----C----------------------------CCGA---------------------TCGATGAT--G-GATTGCT----GGCCAT--TCCACACGAAACTCATCAAAATGGCTGTGATATGATTTGA-T--AAA-TGCAACATTTCACAACC-GTTTGATGGGTTACGTAAGTATG-G-----------GGA--------------------------------------------TGACGGTTTTTTTTT-------TGT--C----CAAATAGT

droWil2 scf2_1100000004902:2143164-
2143348 +

TC----AATTCACATAT--------------------------------------------------------------------------TCTAAGGATACCATCCATTTCGA----ATACT---GTTGCA-G-G-AATACTCGCACGAAACTCATCAAAATGGCTGTGATATGAGTTGAATAAAAT-GGCAACATTTCACAACCCCCTTGAAGAGTTACGTAAGAAATTC--CAT---CTT----------------TTG----CCGGAACGGATTCC----------AAAAAAACACTTGTTGGCT---------------------

droVir3 scaffold_13047:13335600-
13335776 -

TGCA--AAAACGATAATC------------GTCCTTGCCAGCCCATT-CTGCCG---ACG--------------------------------------------------AGGGCAAT--G-AATT-T---AAG-C-AA--TTCGCACGAAACTCATCAAAATGGCTGTGATATGACTTGA-T--AAC-GGCAACATTTCACAACC-CCTTGAAGAGTTACGCAAGAATT-G--AGTGG-GTTGGT-----CTT--TA----------------------------------------------------CGTAT--C----GAAGCGAC

droMoj3 scaffold_6540:10568277-
10568507 -

TT----CGAATGCAAATGAAG------ATGG---------------------------------------AGATTGAGGTGGA-T----AATCCAGTGACACAAAACGGATGGG----ACAA---TGCTGAAAG-C-AA--TTCACACGAAACTCATCAAAATGGCTGTGATATGACTTGA-T--AAT-GGCTACATTTCACAACC-CCTTGAAGAGTTACGCAAGAATT-G--AATGGGCGGAGA------TCGTTAAGTGTC--------------CCATATAATGAGATGCAAACACTTGTTGGTTGTGTTT--G----TTGTAGTC

droGri2 scaffold_14906:4357641-
4357819 +

AC----CGGCCCCG-------------------------------------------GCGAGGGACAATGATCAC--------TG----T------------------------------------GATGAAAG-C-AA--TTCGCACGAAACTCATCAAAATGGCTGTGATATGACTTGA-T--AATA-CCCACATTTCACAACC-CCTTGAAGAGTTACGCAAGAATT-G--GGTGGGCTTGGT------TCGCTCACAGTCTGCAG--ATGTAT-G-----------------------------CAAGAAT--A----AAATAATG
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ACCCATACTGGCACGTTCATGGATGGGCGAGTGTGTGTGTGTGTCACGAACTACAGAAAAATAGTTTATAACGTCTAGACAAGTCACTTTATCTACGCACACAGCCAAGCACCTGGTTTTGTGAGCAGTGTAAGTGAGCAGTCCTCGAGTCACTCGGCACACAAGTTGAGCTCAGGTGCTCAGGTGATAAGCTACATATATGGCGGCTATATTCCGATCTGCTCCATCTGGTGGAG
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....................................................................................................................TTTTGTGAGCAGTGTAAGTGAG.................................................................................................. 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................TTTTGTGAGCAGTGTAAGTGA................................................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................................TCAGGTGATAAGCTACATATATGGCGG.............................. 27 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TTTGTGAGCAGTGTAAGTGAGC................................................................................................. 22 0 1 2.00 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................TATAACGTCTAGACAAGTCACTTTA................................................................................................................................................. 25 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................TTTTGTGAGCAGTGTAAGTGAGC................................................................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......ACTGGCACGTTCATGGAT.................................................................................................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................AAGTTGAGCTCAGGTGCTCAGGTGA................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................GTGTGTCACGAACTACAGA................................................................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................GTTTTGTGAGCAGTGTAAGTGA................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................TTTATAACGTCTAGACAAGTCACTTTA................................................................................................................................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TTGTGAGCAGTGTAAGTGAGC................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................TTTTGTGAGCAGTGTAAGTGAGA................................................................................................. 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................GCGAGTGTGTGTGTGTGT................................................................................................................................................................................................ 18 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

Anti-sense strand reads

TGGGTATGACCGTGCAAGTACCTACCCGCTCACACACACACACAGTGCTTGATGTCTTTTTATCAAATATTGCAGATCTGTTCAGTGAAATAGATGCGTGTGTCGGTTCGTGGACCAAAACACTCGTCACATTCACTCGTCAGGAGCTCAGTGAGCCGTGTGTTCAACTCGAGTCCACGAGTCCACTATTCGATGTATATACCGCCGATATAAGGCTAGACGAGGTAGACCACCTC

***********************************************************************************..........................(((...((((((...((...((((.(((((......))))).))))...))...))))))...)))..........***************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V148

mbn2

GSM609222

ML-DmBG1-
C1

V146

S1
cell

V073

mbn2

V136

Male
aged
body

V138

Male
cold
body

V142

Oxidation_female_body

GSM609234

CS Â male
total RNA
Â 

V086

female
body,
aged

GSM609225

ML-DmBG3-
C2

V003

dsDcr-1
(katsutomo
RNA)

GSM343832

S2R+ cell

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

V140

Dessication_female_body

GSM609242

s2+48 #2

V032

S1
cell

V077

cold,
female
head

V008

S2-
DRSC

V085

CME
W2
wing
disc

GSM609226

CMEW1
Cl.8+
cell

SRR029633

total
small RNAs
from hen1
homozygous
flies

V137

Male
aged
head

V126

CME
L1

GSM343833

S2R+ cell

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

GSM609241

s2+48 #1

V135

CME
W2
(wing
disc
line)

V074

S3

GSM371638

S2-NP

V078

Desiccation,
female head

V091

fGS/OSS
total
Â 

GSM467731

Dmel_loq_sRNAseq

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

SRR097865

Drosophila
S2-NP
cells

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM609217

MLDmD20c5

GSM399100

Kc167
cell

GSM609227

CMEW1
Cl.8+
cell

V034

ML-
DmD16c3
cell

V129

ML-
DmBG1-
c1

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

GSM361908

s2-48
Biological
Replicate
#2

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609223

male, one
day

V141

Heat_female_body

GSM609229

embryo 2-
6hr

V139

Cold_female_body

GSM609224

female,
one day

V036

ML-
DmD20c5
cell

GSM609251

aged
female
head

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

GSM609238

embryo
14-24hr

SRR001347

ago2_untreated

SRR031692

Total
small
RNAs from
Oregon R

GSM385822

OSS_s8

V096

loqsKO/f00791
ovary

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM272652

S2 -48
Biological
Replicate
#1

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR001664

homozygous_dcr-
2_untreated

GSM609237

ago2[414]
ovary
total RNA

GSM609219

GM2 cell

GSM628272

ago2[414]
ovary
total RNA

GSM360256

1st
instar #1

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR060645

yw67c23(2)_testes_total

GSE24545

CS ovary
total
RNA

SRR060652

hs-
Penelope_testes_total

GSM379056

Krimp
Heterozygote

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR014273

Ovary_rep1_Har_P

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609240

IR+ 2-
18hr

V037

Felix
sample
+mirtrons

V012

Dcr2 male
(Katsutomo,
whole fly?)

SRR001340

IR_beta-
eliminated

GSM379057

Krimp
Mutant

GSM286605

2-6h #1
(8)

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V092

dcr-
2[G31R]
male
total
RNA Â 

V133

Sg4

V080

Starvation,
female head

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM322533

female
head #1

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

GSM609247

heat
female
head

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR060653

hs-Penelope_
ovaries_total

................................................................................TTCAGTGAAATAGATGCGTGTGT..................................................................................................................................... 23 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................TCGAGTCCACGAGTCCACTAT............................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....TATGACCGTGCAAGTACCTACC.................................................................................................................................................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................TTGTGTCGGTTCGTGGACCAA...................................................................................................................... 21 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................CTGTTCAGTGAAATAGATGCGTGTGT..................................................................................................................................... 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................GTGTCGGTTCGTGGACCAAAA.................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................CGTCAGGAGCTCAGTGAGCCG.............................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................GGGGTTCGTGGACCAAAA.................................................................................................................... 18 2 10 0.10 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:19612784-19613019 + dme_402 ACCCATACTGGCACGTTCATGGATGGG--------------------------C----GA---GTGTGT---------------------------------GT----GTGTGTCAC----GAACTACAGAA---AAATAGTTTATAACGTCTA-------GACAAGTCACT----TTATCTACGCACACAGCCAAGCACCTGGTTTT-----------------------------GTGA-GC----AGTGTAAGTGAGCAGTCCTCG--AGTCACTC---------------GGCACACAAGTT--GAGCTCAGGTGC--TCAG--GTGATAAGCTACA----TATATGGC-GGCTA--TATT----CCGATCTGCTCC--ATCTGGTGGAG
droSim2 2r:20121865-20122092 + ACCCATACTGGCACGTTCATGGATGGG--------------------------C----GA---GTGTGTGTGT-----------------------------GT----GTGTGTCAC----GAACTACAGAC---AAATAGTTTATAACGTCTA-------GACAAGTCACT----TTATCTACGCACACAGCCAAGCACCTGGTTTT-----------------------------GTGC-GC----AGTGTAAGTGAGCAGTCCTCG--AG-------------------------------TT--GAGCTCAGGTGC--TCAG--GTGATAAGCTACACATGTATATGGC-GGCTA--TATT----CCGATCTGCTCG--ATCTGGCGGAG
droSec2 scaffold_9:2893504-

2893747 +
dse_344 ACCCATACTGGCACGTTCATGGATGGG--------------------------C----GA---GTGTGTGTGTG--TGTGTTTG---------T--GTGTTTGT----GTGTGTCAC----GAACTACAGAA---AAATAGTTTATAACGTCTA-------GACAAGTCACT----TTATCTACGCACACAGCCAAGCACCTGGTTTT-----------------------------GTGC-GC----AGTGTAAGTGAGCAGTCCTCG--AG-------------------------------TT--GAGCTCAGGTGC--TCAG--GTGATAAGCTACACATGTATATGGC-GGCTA--TATT----CCGATCTGCTCG--ATCTGGCGGAG

droYak3 2R:19590805-19591072 + ACCCATACTGGCACGTTCA--GATGGG--------------------------C----GA---GTGTGTATGTGTATGGGTATG---------C--GTGCTCG------TGTGTCAC----GAACTATAGAA----AATAGTTTATAACGTCTA-------GACAAGTCGCT----TTATCTACGCACACAGCCAAGCACCTGGTTTT-----------------------------GCGA-GC----AGTGTAAGTGAGCAGTCCTCGGCAGTCACTCGATTCCGATTCTCATGGCACACGAGTA--GTGCTCAGGTGC--ACGGCGGTGATAAGCTATA--------TGGC-GGCTA--TATT----CCGATCTGGGCG--ATCTGGCGGAG
droEre2 scaffold_4845:20975821-

20976063 +
ACCCATACTGGCACGTAGG--CA--------------------------------------CA-------CA--------TGCACACATGGAGTCGCTGCTC------GTGTGTCAC----GAACTGTAGAA---AAGTAGTTTATAGCGTCTA-------GACAAGTCTCT----TTATCTACGCACACAGCCGAGCACCTAGTTTT-----------------------------GCGA-GC----AGTGTAAGTGAGCAGTCCTCC--AGTCACTC---------------CGCACACGAGTA--GTGCCCAGGTGC--ACGGCGTTGATAAGCTATA--------TGGC-GGCTA--TATG----CCGATTTGGGCG--ATCTGCTGGAG

droEug1 scf7180000409474:30930-
31164 -

ACACATACGGTCACGTTCG------------------------------------------TA-----------------TATACTTAT-----------TAGT----CTGTGCTGT----GAACTATAGAAA--AAATAGTTTATCACGTCTA-------GACAAGTCTCT----TTATCTACGCACACAGCCGAGCACTTGGTTTTTTACTATTATTTTAATTTTC-TG--TACGTTG-A-C----TGTGTAAGTGAGCAGACCCCG--G--------------------------------------GCTCAGGTGTATACGGCAGTGATAAGCTATA-------------GGCTA--TATGCCTGCCGATCTGGTGGCCAA----CGGGG

droBia1 scf7180000302143:1783457-
1783734 -

TCGC--ACGGGCACGTTCA--AATCGG--------------------------C----GA---GTATATACGTA--GGTATATGCATGCGAAAT--GTGCTCGT----GTAGGGCTC----GAACTATAGAAA--AAATAGTTTATCACGTCTA-------GACAAGTCTCT----TTATCTACGCACACAGCCAAGTACCTGGTTT-TTACTCATATTTTAATTTTTGTG--TG--GCGA-G-----AGTCCTAGT--GTAGTGGTCG--AGTCACTA---------------AGCACATAAATAAAGTGCTCAGGTGC--ACGGCAGTGATAAGCTTTA--------T--T-GGCTA--TATT----CCGATCTGGTCGCCAA-----GGGG

droTak1 scf7180000415400:545551-
545803 +

ACTCACTCAAATATAT----------------------------------------------A-----------------TATGCATATGAAAA--GTGCTGGT----GTATGTTAT----GAACTATAGAAA--AAATAGTTTATCACGTCTA-------GACGAGTCTCT----TTATCTACGCACACAGCCAAGTACTTGGCTTTTTACTCATATTTTAATTTTT-TGCTTTGGGTG-A-G----TGTATAAGTATATAGCT---------TAGTG---------------AGCACATGAGTAAAATGCTCAGGTGT--ACGGCAGTGATAAGCTTTA--------T--T-GGCTA--TATT----CCGATCTGGTCGCCAA-----GGGG

droEle1 scf7180000491201:1158392-
1158671 -

ACACTTAGGGGCACGTTTT--AACAGATG------------------------C----AT---TTATACACT--------CATGCATACGAAAT--GTACTCATATGTATATGTTAC----GAACTATAGAAAA-AAATAGTTTATCACGTCTA-------GACAAGTCTCT----TTATCTACGCACACAACCAAGCACTTAGTTTTTTATTTTTATTTTAATTTTTGTG--TCGGGTG-A-GTACATATATGAGTAAGTAGCCCTCG--AGTCACTAAA-------------AACACATGAATAAAGTGCTCAGGTGA--ACGGCAGTGATAAGCCC-------------T-GGCTA--TAGT----CCGATTTGGTC--------------

droRho1 scf7180000778122:37104-
37390 -

ACACTTAC-GGCACGTTTA--AATAGATT------------------------C----AA---TTATACATA--------TGTACATACGAAA---GTATTCAT----ACATTTTAC----GAACTATAGAAAT-AAATAGTTTATCGCGTCTA-------GACAAGTCTCT----TTATCTACGCACACAGCCAAGCACTTTGTTTTTTACTCTTATTTTAATTTTTTTG--TCGGCTG-A-C----TATATGAGTAAGTAGCCCTCG--AGTCACAC---------------AGCACATGAATAAAGTGCTCAGGTGT--ACGGCAGTGATAAGCTATA--------G-TCAGGCTA--TAGT----CCGATCTTGTCGCCAAGGGGTATAG

droFic1 scf7180000453809:597118-
597418 -

ACC---ACAGGCACGTTCA--ACTGGCTTTATATGTGTATAATACTATATATATATATAG-TA-----------------TATGCATACGACAC--GGACTCGT----GTGTGTTAT----GAACTATAGAAA--AAATAGTTTATCACGTCTA-------GACAAGTCTCT----TTATCTACGCACACAGCCGAGCACTTGGTTT-TTACTCTTATTTTAATTTTT-TG--TTGGGTA-A-T----TGTGTGAGTGAGTAGCCCTCG--AGTCATTA---------------AACACATGAATAAGGTGCTCAGGTGT--ACGGCGGTGATAAGCCC-------------G-GGCTAAATAAG----CCGATCTGGTAGCCAAGCGGTTGAG

droKik1 scf7180000302470:2112882-
2113033 -

ACATTTACGAGCACGTATA--AATAAG--------------------------T----AT---ATATATATGT--------ATGTAT---------ATATAC------ATGTGTTAT---GGAACTATAGAAA--AAATAGTTTATCACGTCTAGACTCTG-TAGAGTCTCTA---TTATCTACGCACACACACACGCACACAGCTT-----------------------------------------AGTGTAGATGAG--------------------------------------------------------------------------------------------------------------------------------------

droAna3 scaffold_13266:8251202-
8251344 +

AAGTACTCTACC-CGCTC-------------------------------------CGTAG-TA-----------------TATGCAAACTAAAC--GT----------ATGTGCTGTATGGGAACTATAGAAAAAAAATAGTTTATCACGTCTAGACTCTAGACAAGTCTTTA---TTATCTACGCACACACCCAAGCACTTTGTTTTTTAT------------------------------GC------------------------------------------------------------------------------------------------------------------------------------------------------

droBip1 scf7180000396759:565545-
565684 -

ACATCTATGGGTACT--CT--ACTCGC--------------------------T----GTTTA-----------------TATGCAAACTAAA---CTGTGC------ATGTGCTGT---GGAACTATAGAAA--AAATAGTTTATCACGTCTAGACTCTAGACAAGTCTTTA---TTATCTACGCACACACCCAAGCACTTTGTTTT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droPer2 scaffold_4:4709195-
4709253 -

G----------------------------------------------------------------------------------------------------------------------------------AA--AAATAGTTTATCACGTCTA-------GACATGTCTTTATTATTATCTACGCACACA--CAGGCAC--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302470:2112882-2113033
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:8251202-8251344
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CTCAGTTATTTTACTTCTCTCTCCTTAGGGCTAGAGCCTAGTTCTCTCTCGCTGGCTTGAGTTAAGTAAAAATAAACTCAGAAACTAAAAATAATTTCTGAGTTTCTTTTTAGTTTCTGAGTTTCTTTTTACTTAACTTAAGTAAAAGTAAAAAAAACAAGTAACTCAAGACAGCGAGAGAGTGAACTGTGGTGATTAACC

*************************************....((...........((((((((((((((((((.((((((((((((((((((.(((......)))..)))))))))))))))))).))))))))))))))))))))********************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V008

S2-
DRSC

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR029633

total
small RNAs
from hen1
homozygous
flies

V091

fGS/OSS
total
Â 

GSM609222

ML-DmBG1-
C1

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM628272

ago2[414]
ovary
total RNA

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR014282

Ovary_rep1_wK_P

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

GSM609250

ML-DmD32
cell

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM609224

female,
one day

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V086

female
body,
aged

V145

S2-
DRSC

GSM609217

MLDmD20c5

V085

CME
W2
wing
disc

V012

Dcr2 male
(Katsutomo,
whole fly?)

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM280083

dcr-2-/-
ovaries
(18-29nt)

GSM379066

Zuc
Mutant

GSM467731

Dmel_loq_sRNAseq
GSM385821

OSS_s7

GSM609243

KC+48 #1

SRR001338

IR_non-
beta-
eliminated

SRR001664

homozygous_dcr-
2_untreated

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR060648

A2_ovaries_FLAG-
Aub

SRR065801

zuc_het(H-
Y)_ovaries

SRR065802

Piwi-
IP_zuc_mut_ovaries

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

V003

dsDcr-1
(katsutomo
RNA)

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

V126

CME
L1

V137

Male
aged
head

V140

Dessication_female_body
V144

OSC

SRR032092

mock
oxidized

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V078

Desiccation,
female head

GSM609248

ML-DmD9
cell

GSM399101

kc167
cell

GSE24545

CS ovary
total
RNA

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM609227

CMEW1
Cl.8+
cell

SRR001347

ago2_untreated

GSM609242

s2+48 #2

SRR001349

heterozygous_dcr-
2_untreated

V080

Starvation,
female head

SRR031692

Total
small
RNAs from
Oregon R

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM609241

s2+48 #1

SRR014275

Ovary_rep1_LK_P

V031

GM2
cell

GSM609223

male, one
day

SRR010953

Aub
heterozygotes,
oxidized

SRR001348

ago2_oxidized

V036

ML-
DmD20c5
cell

V074

S3

V092

dcr-
2[G31R]
male
total
RNA Â 

V077

cold,
female
head

V073

mbn2

GSM379063

Vasa
Heterozygote

SRR010955

Aub IP in
Ago3
heterozygotes

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

GSM609240

IR+ 2-
18hr

V129

ML-
DmBG1-
c1

V079

Oxidation,
female
head

GSM609238

embryo
14-24hr

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM322543

male head
#1

SRR032093

ago1
knockdown

GSM609229

embryo 2-
6hr

SRR010959

Ago3 IP in
heterozygotes

AGO3

GSM609237

ago2[414]
ovary
total RNA

SRR029028

untreated
(mock)

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

GSM609220

ML-DmD21
cell

GSM322533

female
head #1

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609225

ML-DmBG3-
C2

V032

S1
cell

GSM609230

CS,ovary,AGO1IP

AGO1

V022

ML-
DmD32
cell

GSM609234

CS Â male
total RNA
Â 

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM322245

3rd
instar #1

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

V015

DreRFHV148h

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

V037

Felix
sample
+mirtrons

SRR060645

yw67c23(2)_testes_total

SRR029031

loqs-ORF
knockdown

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

GSM609235

CMEL1

V014

DTT
8h

GSM609226

CMEW1
Cl.8+
cell

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

V136

Male
aged
body

V141

Heat_female_body

V142

Oxidation_female_body

............................................................................................................TTTAGTTTCTGAGTTTCTTTTT....................................................................... 22 0 1 13.00 13 0 0 0 0 2 0 1 0 0 1 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 1 1 0 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................TAGTTCTCTCTCGCTGGCTTGAGT........................................................................................................................................... 24 0 1 6.00 6 5 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................GACAGCGAGAGAGTGAACTGTGGTG....... 25 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................ACAGCGAGAGAGTGAACTGTGGTGAT..... 26 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................TTAGTTTCTGAGTTTCTTTTTA...................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................TCTCTCCTTAGGGCTAGAGCCTAGT............................................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................CCTTAGGGCTAGAGCCTAGTTCTC........................................................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.TCAGTTATTTTACTTCTCTCT................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................TCTTTTTAGTTTCTGAGTTTCT........................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................TAGTTTCTGAGTTTCTTTTTAC..................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................TTTAGTTTCTGAGTTTCTTTT........................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................TTAGTTTCTGAGTTTCTTTTTACA.................................................................... 24 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................TGGCTTGAGTTAAGTAAA................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................CTTTTTAGTTTCTGAGTTTCTT.......................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................AACAAGTAACTCAAGACAGCG......................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................TCCTTAGGGCTAGAGCCTAGTTCTCTCT........................................................................................................................................................ 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......TATTTTACTTCTCTCTCCTTAGGGC.......................................................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................CTGAGTTTCTTTTTAGTTTCT................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GAGTCAATAAAATGAAGAGAGAGGAATCCCGATCTCGGATCAAGAGAGAGCGACCGAACTCAATTCATTTTTATTTGAGTCTTTGATTTTTATTAAAGACTCAAAGAAAAATCAAAGACTCAAAGAAAAATGAATTGAATTCATTTTCATTTTTTTTGTTCATTGAGTTCTGTCGCTCTCTCACTTGACACCACTAATTGG

********************************************************....((...........((((((((((((((((((.((((((((((((((((((.(((......)))..)))))))))))))))))).))))))))))))))))))))*************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V091

fGS/OSS
total
Â 

V145

S2-
DRSC

V008

S2-
DRSC

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR014282

Ovary_rep1_wK_P

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1
V074

S3

GSM467729

Dmel_wt_sRNAseq

V142

Oxidation_female_body

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR029633

total
small RNAs
from hen1
homozygous
flies

V141

Heat_female_body

GSM609222

ML-DmBG1-
C1

V003

dsDcr-1
(katsutomo
RNA)

V092

dcr-
2[G31R]
male
total
RNA Â 

GSE24545

CS ovary
total
RNA

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR031692

Total
small
RNAs from
Oregon R

V139

Cold_female_body

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609225

ML-DmBG3-
C2

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

GSM379061

Squ
Heterozygote

SRR010955

Aub IP in
Ago3
heterozygotes

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

V096

loqsKO/f00791
ovary

V073

mbn2

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

V086

female
body,
aged

SRR001347

ago2_untreated

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V085

CME
W2
wing
disc

GSM628272

ago2[414]
ovary
total RNA

V034

ML-
DmD16c3
cell

SRR001349

heterozygous_dcr-
2_untreated

SRR014275

Ovary_rep1_LK_P

V012

Dcr2 male
(Katsutomo,
whole fly?)

V140

Dessication_female_body

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR065801

zuc_het(H-
Y)_ovaries

SRR065807

Piwi-
IP_squ_het_ovaries

GSM609227

CMEW1
Cl.8+
cell

V038

Felix
sample
S2
only

GSM609234

CS Â male
total RNA
Â 

SRR001348

ago2_oxidized

V079

Oxidation,
female
head

GSM609238

embryo
14-24hr

V136

Male
aged
body

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM399107

male body
#2

GSM360262

0-2d
pupae

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

GSM609217

MLDmD20c5

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V144

OSC

V078

Desiccation,
female head

SRR010954

Aub trans-
heterozygotes,
oxidized

V077

cold,
female
head

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

GSM609226

CMEW1
Cl.8+
cell

V036

ML-
DmD20c5
cell

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

V022

ML-
DmD32
cell

GSM609248

ML-DmD9
cell

GSM286604

0-1h #3
(7)

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

GSM609219

GM2 cell

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V138

Male
cold
body

SRR010953

Aub
heterozygotes,
oxidized

SRR029030

dcr-2
knockdown

GSM609237

ago2[414]
ovary
total RNA

V015

DreRFHV148h

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V129

ML-
DmBG1-
c1

GSM322219

2-4day
pupae #1

V137

Male
aged
head

GSM360257

1st
instar #2

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR023197

RNA
Library
from S2
control
cells

SRR060648

A2_ovaries_FLAG-
Aub

GSM609250

ML-DmD32
cell

GSM609223

male, one
day

..................................................................................................................................................................TTGAGTTCTGTCGCTCTCTCA.................. 21 0 1 2.00 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........AAAATGAAGAGAGAGGAATCCCGATCT...................................................................................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................ATTGAGTTCTGTCGCTCTCTCA.................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................AAAAGACTCAAAGAAAAATCAA...................................................................................... 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................TTCATTGAGTTCTGTCGCTC....................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TAAAGACTCAAAGAAAAATCAA...................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............GAAGAGAGAGGAATCCCGATCTCGGAT................................................................................................................................................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................CGCTCTCTCACTTGACACCACTAATT.. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................TCTGTCGCTCTCTCACTTGACACCACT...... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........CTATGAAGAGAGAGGAA............................................................................................................................................................................... 17 2 8 0.25 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:1365713-1365913 - block665662 CTCAGTTATTTTA-------------------------------------------------------------------------------------------------------------------------------------CTTCTCTCTCCTTAGGGCTAGAGCCTAGTTCTCTCTCGCTGGCTTGAGTTAAGTAAA-----AATAAACTCAGAAACTAAAAATAATTTCTGAGTTTCTTTTTAGTT------------------------------TCTGAGTTTC--TTTT--TACTTA----ACTT-AAGT-----------------------------AAA-----------------------------------------------------A-----------------GTAAAAAAAACAAGTAACTCAAGACAGCGA------------GAGAG---------------TGAACTGTGGTGATTAACC
droSim2 node_14847:3981-4062 - AAATTAAATTTGCAT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCAATAAAAGCTTTTGGTTCTCTTTT-----------------------------------TTTTTGCTGTAT--TTA-------------------------------------------TTTTTAT------TT---------------------------ATTTC--------------------------------------------------------------------TGA----------G--------ATAAA----------------AAT
droSec2 scaffold_7:452357-452422 + TTACTTAGTTC-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------T--------------------------------TTCT--TTTTTAACAAAA-----AA-----------------------------AAA-----------------------------------------------------A-----------------AAAAAAAAAACAAGGA------------------AAAAAAGAA---------------AGTG----------------GAA
droYak3 v2_chr3L_random_166:52559-

52692 +
CTCAGTTAACAGA--------------------------------------------------------------------------------------------------------------------GTACAAAGCGCACTTTACTTCTCTGCCCTAGGGGCTAGAGCTTACCTCACGCTC-------------------------------------------------------------GCTC-----------------------------------TT------AT--TGCTG--GCTT----GAGTT-AAGT-----------------------------AAT-----------------------------------------------------A-----------------AGA----------ACA------------------ATAA----------CCA-AAAT----A-TGAACTGTGGTGATTAACC

droEre2 scaffold_4784:24699890-
24700026 +

CGCCCACGCGGTGTCCGA--------------------------------------------------------------------------------TATTTAGTGATAAGCAAACTCAGACAACAGAGAAAAACTTGCATATTACTTCTCTTCCCTTAGGGCAAGAGTTTATCT------------------------------------------------------------------------------------------------------------------------------CTCG---------------------------------------------------------------------------------------------TG------------------------A----------TTA------------------ATGA----------ATG-ATGT----A-TGAACAGTGGTGATTAACC

droEug1 scf7180000409179:12165-
12302 +

AATTATATGAAAA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGAA------------TGAGAACCTACGAAT------------------------------GAA----------------------------------------------ATCGTGCTTTAATAATGTTAATATTTTTAC------CT---------------------------ATCCG-------------AAC-----------------ATCGAAATTACAGGTAATTAAAGATAAACAGGGAGCTTTAGGTGGGGGGA------------T------AAGTGCCCAAAA

droBia1 scf7180000302516:23160-
23260 -

TGGCCTTGTTTAA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATAAA-----AATAAACAAAAAAATTAAAAATAACATTTGAACATATATC-----------------------------------ATAAAATTTTAT--TTGTTAATAA----ATAT-TAAT-----------------------------AAA-----------------------------------------------------G-----------------G--------------------------------------------------------AAAAA----------------AAA

droTak1 scf7180000414704:478-608 + TTATCTTATTTTTATCTT--------------------------------------------------------------------------------TTTTGTTTTGT-----------------------------------------------------------------------------------------------------------------------------------------------T------------------------------TTCC---------------TTTT----TGTTT-AGGT-----------------------------AAATATTAATAATTTTCTTTTCATTCCTTTTTATTTTCTCTTCTCTTTCTTGTT--T--------------------AGGAAATAAAATA------------------GTAA----------AAT-A----AATAT----------------GTA
droEle1 scf7180000491080:3468963-

3469074 +
TTAAATTTGTTTA------------------ACAGAAATTAAAAAATTTGCCA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------TAAAAATGATTTTGGAATTTGATTTTGGTC------------------------------TTCAAATTTT--TTTA------------------GAC-----------------------------AC----------------------------------------------------A-------------------------TTATTAA-TAT-----------------TAGA----------GGG-T---AACAGT----------------AAC

droRho1 scf7180000776554:5285-5403
+

GGCTCGAGATTTATAAAAATAATTTAATTGCATAGA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAGTAAAAAGTTTTTTATTCTT-----------GCCCTTTAAAGTTAATTAAGTTTTAAATTTTATA---------T--TGTCCA----ACTT-AAAT-----------------------------GTA-----------------------------------------------------A-----------------GTA---------------------------------------------------------AA----------------AAA

droFic1 scf7180000452450:830-898 - AAAAGCTTA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAGCAAGTTCAATATTTCATTTTAAGCTCTCAAATCG----------------------------TCG----T--TTTTTAACTTAA-----A-------------------------------------------------------------------------------------------------------------------------------------------------------------------AGA----------------AAG
droKik1 scf7180000302706:984436-

984577 +
TCTTTCGATTTTT-------------------------------------------------------------------------CTTGTCCTCCTTAATGTAAAAATTGACA-------------------------------------------------------------------------------------------------AAATTCAAGAATCAAAAATAATTTGTAAAAAACTCCT-----------------------GAC----------------------------------------------ATTATACTTTAATACAAAACATTTTTTTAT------TT---------------------------AT----------------A-------------------------AAATTTAAAC------------------TAAA----------ACT-A----AAAAA----------------AAC

droAna3 scaffold_13337:16613998-
16614148 -

AAGTAAAATATTAAACAAAGAAACT-------------------------AACAAAAAATAGTTTCTAACATCCTTTCTGGTTCTAGTAGTCCTTTCTAGT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGA-----------------------------------------------------AATATTTCAATTTGATATACAAAAAAAAAGAACTCACTAAGACAACAA------------AAGAA-------------C-TAAATTGTAGT-TTTAATT

droBip1 scf7180000394534:7788-7877
-

TTATTTTTATC-----------------------------------------------------------------------------------------------------------------------------------------ATTTATCCACTAAAGTTAAAGATGGATTCTTTTCTGTCAGT---AAACAAATAAA-----AAAAAGCTGAAAAAATAAAAATAA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTT

dp5 Unknown_singleton_784:306-
431 -

AGTAACAACAACA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCAGATGCAG------------------A----ATTCATCAGC------------------------------TAAGTCTCATATTTCAAATTGT--TTTTA--AGCC----TAATT-AAGT-----------------------------AAA-----------------------------------------------------A-----------------TTAAAAAAAAAAATTAAACTAAGATGTTGT------------CGGAG---------------C------AAATAATTAAGC

droPer2 scaffold_1551:2783-2866 + AGTAACAACAACA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCAGAAGCAG------------------AATCAG---CTAAGTCTCATAT-----------------------------------TTCAAATTTT--TTTTA--AGCC----TAATT-AAGT-----------------------------AAA-----------------------------------------------------A-----------------GTA-------------------------------------------------------AAAA----------------AAA
droWil2 scf2_1100000004909:9548048-

9548173 -
AGTCAAGAAGAAGAG-AACGAAGGT-------------------------AAAAAAACC-------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCATTTTATAAGACCATTTTG------TAAGTATG----------------------------TAACTTTT--TACTTA----GATT-GAGT-----------------------------AAG-----------------------------------------------------A-----------------ATGAGAGAGAGAGAGAGAGTAAGACAGAGA------------G---------------AGAG----------------AGA

droVir3 scaffold_13049:25084925-

25085026 +

AAGTAAAAATATGAT-ATC----TC-------------------------AAT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAAAAATTACTTTCAAGTTTCTTTTTCATC---------T--------------------------TTTT--TTTTT--ATTT----TAATT-AAAT-----------------------------ATT-----------------------------------------------------T-----------------ACC--------AAATAACTGAAGAT-----------------------------------AA----------------CAA

droMoj3 scaffold_6500:17806650-
17806800 -

AAATAAAGATACAAA--G-----TC-------------------------AA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTAAAAACAATTTCTTCATTTCTATTTACCTACTGACTTTG----------------------------TGTTTTTA--AATTCA----AATTGAAAT-----------------------------AAT-----------------------------------------------------T-----------------TTTATAAGAATGAACATATTAAGTTAGAGT------------CGAAA-ATGCCCTT----T-TAAAAACATATGATTAACA

droGri2 scaffold_15252:12124339-
12124407 +

TGGCTTGAGTTAA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACAAAAGTCA------------------AACCAGTATCTAAGTCTATTCTT------CCCCTTAG----------------------------GTATTTAT--TACTTA----A------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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AGAGGCACAGAAAAGAAAAGAAGAGAAAAGCCGAGAAGCCAAAAGTGTCTGCCCCCTAGAAATGGGGGATATATGTATTTCGAGTTCCCCGATTCCGAACCGGAGTTTTGAGTTTATAAATAAGTTCCAGTCGGAAAAGTCGTTGGAACAAGAGAGAGGGAAACATACATTATTTTCTCGTACTTCTCACTGTCTCTCTCGCTTCGTCATCGCAGCTGCTGCCGTGCGCTTGTGTTC
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..................................................GCCCCCTAGAAATGGGGGATAT..................................................................................................................................................................... 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................GTTCCAGTCGGAAAAGTCGTTGG........................................................................................... 23 0 1 2.00 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................TCTCACTGTCTCTCTCGCTTCG............................... 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................GCCGAGAAGCCAAAAGTG.............................................................................................................................................................................................. 18 0 2 1.50 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................CTAGAAATGGGGGATATATGT................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................AAAGTCGTTGGAACAAGAGAG................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................AGTTCCAGTCGGAAAAGTCGTTGGA.......................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................................TCACTGTCTCTCTCGCTTCGTT............................. 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................................................CTTCGTCATCGCAGCTGCTG................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................GTTGGAACAAGAGAGAGGG............................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................GAACAAGAGAGAGGGAAAC......................................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................AACATACATTATTTTCTCGTACTTC................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................CCAGTCGGAAAAGTCGTTGGAAC........................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................TCTCACTGTCTCTCTCGCTTCT............................... 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........AGAAAAGAAAAGAAGAGAAAAGCCGA........................................................................................................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................AAGCCGAGAAGCCAAAAGTGT............................................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................GTTGGAACAAGAGAGAGGGA............................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................GTTTTGAGTTTATAAATAAGTAA.............................................................................................................. 23 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................................CGTCATCGCAGCTGCTGCCG............. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................ATGGGGGATATATGTATTT............................................................................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................................CTCTCTCGCTTCGTCATCGCAGCTGCTG................ 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................TTCCGAACCGGAGTTTTGAGT............................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................CGTACTTCTCACTGTCTCTCTCGCTTCG............................... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................AGTCGGAAAAGTCGTTGGAAC........................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................GCCGAGAAGCCAAAAGTGTCTGCCCC...................................................................................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................TCTCACTGTCTCTCTCGCTTTT............................... 22 2 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............AAGAAAAGAAGAGAAAAG............................................................................................................................................................................................................... 18 0 4 0.50 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................TTCCAGTCGGAAAAGTCGGA............................................................................................. 20 2 4 0.25 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........AAAAGAAAAGAAGAGAAAAT............................................................................................................................................................................................................... 20 1 15 0.07 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

Anti-sense strand reads

TCTCCGTGTCTTTTCTTTTCTTCTCTTTTCGGCTCTTCGGTTTTCACAGACGGGGGATCTTTACCCCCTATATACATAAAGCTCAAGGGGCTAAGGCTTGGCCTCAAAACTCAAATATTTATTCAAGGTCAGCCTTTTCAGCAACCTTGTTCTCTCTCCCTTTGTATGTAATAAAAGAGCATGAAGAGTGACAGAGAGAGCGAAGCAGTAGCGTCGACGACGGCACGCGAACACAAG

****************************************************************************................(((((.......))))).........((((..(((((.((((((((.((.(((((((.............))))))).))))))...))))..)))))..))))......***********************************
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..................................................................................................................................................................................................................GCGTCGACGACGGCACGCGAA...... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................GGATCTTTACCCCCTATATACA................................................................................................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................GCATGAAGAGTGACAGAGAG....................................... 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................GAGCATGAAGAGTGACAG........................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................AACCTTGTTCTCTCTCCC............................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................AAAGAGCATGAAGAGTGACAG........................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................GACAGAGAGAGCGAAGCAG............................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................TCTCTCCCTTTGTATGTAA.................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................TGGCCTCAAAACTCAAATATT...................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:4134010-4134246 - dme_412 AGA--------GGCACAGAAAAGAAAAGAAGAGAAAAGCCGAGAAGCCA---AAAGTGTCTGCCCCC-TAG-AAATGGGGG-ATATA--------------TGTA---TTTCGA--------------------------G---TTCCC-CGATT----------------------------------------------------CCG--AACCGGAGTTTTGAGTTTATAAATAAGTT--------------CCAGTCG-GA-AAAGTCGTT--------GGAA-CAAGAGAGAGGGAAACATACATTATTTTCTCG-------------TACTTCTCACTGT-CTCTCTCGCTTCGTCATCGCAGCTGCTGCCG-----------------------------------------------------------------TGCGCT---------------------------------TGTGTTC
droSim2 3l:4094320-4094554 - dsi_150 AGA--------GGCAGAGAAAAGAAAAGAAGAGAAAAGCCGAGAAGCCA---AAAGTGTCTGCCCCC-TAG-AAATGGGGG-ATATA--------------TGTA---TTTCGA--------------------------G---TTCCC-CGATT----------------------------------------------------CCG--AACCGGAGTTTTGAGTTTATAAATAAGTT--------------CCAGTCG-GA-AAAGTCGGA--------GGAA-CAA--GAGAGGGAAACATACATTATTTTCACG-------------TACTTCTCTCTGC-CTCTCTCGCTTCGTCATCGCAGCTGCTGCCG-----------------------------------------------------------------TGCGCT---------------------------------TGTGTGC
droSec2 scaffold_2:4126517-4126753

-
dse_1840 AGA--------GGCAGAGAAAAGAAAAGAAGAGAAAAGCCGAGAAGCCA---AAAGTGTCTGCCCCC-TAG-AAATGGGGG-ATATA--------------TGTA---TTTCGA--------------------------G---TTCCC-CGATT----------------------------------------------------CCG--AACCGGAGTTTTGAGTTTATAAATAAGTT--------------CCAGGCG-GA-AAAGTCGGA--------GGAA-CAAGAGAGAGGGAAACATACATTATTTTCACG-------------TACTTCTCTCTGT-CTCTCTCGCTTCGTCATCGCAGCTGCTGCCG-----------------------------------------------------------------TGCGCT---------------------------------TGTGTGC

droYak3 3L:4705266-4705494 - dya_1792 AGA--------GACAGAGAAA--------AG--AAAAGCCGAGAAGCCA---AAAGTGTCTGCCCCC-TAG-AAATGGGTGGATATA--------------TGTA---TTTCGA--------------------------G---TTCCCCCGATT----------------------------------------------------CCG--AACCGGAGTTTTGAGTTTATAAATAAGTT--------------CCAGTCG-GA-AAAGTCGGT--------GGAA-CAAGGGAGAGGGAAACATACATTATTTTCCCG-------------TACTTCTCTCTGT-CTCTCTCGCTTCGTCATCGCAGCTGCTGCCG-----------------------------------------------------------------TGCGCT---------------------------------GGTGTGC
droEre2 scaffold_4784:6843042-

6843274 -
der_1517 AGA--------GACAGAAAAAAGAAA---AG--AAAAGCCGAGAAGCCA---AAAGTGTCTGCCCCC-TAG-AAATGGGGGGATATA--------------TGTA---TTTCGA--------------------------G---TTCCC-CGATT----------------------------------------------------CCG--AACAGGAGTTTTGAGTTTATAAATAAGTT--------------CCAGTCG-GA-AAAGTCGGA--------GGAA-CAAGGGAGAGGAAAACATACATTATTTTCCCG-------------TACTTCTCTCTGT-CTCTCTCGCTTCGTCATCGCAGCTGCTGCCG-----------------------------------------------------------------TGCGCT---------------------------------TGTGTGC

droEug1 scf7180000409466:1900975-
1901206 -

AAAA-------GAG-AGAAAA--------AG--AAAAGCCAAGAAGCCA---GAAGTGTCTGCCCCC-TCG-AAATGGGTGGAAATTTCGCTGCCCTGCCGTGTG---TTTCGG--------------------------G---TTCCCCCGATT----------------------------------------------------CCG--ATCCGGAGTTTTGAGTTTATAAATAAGTT--------------CCAGTCT-GA-AAAG---AA--------GGAA-GAAGAGAGAAGGAAACATACATTATTTTCCCG-------------TATTTTTCTCTGT---CTCTCGCTTCGTCATCGCAGCTGCTGCTG-----------------------------------------------------------------T---------------------------------------GTGTTT

droBia1 scf7180000302428:833690-
833917 -

AGG--------GAG-------------GAGGGGAAAAGCCAAGAAGCCA---GAAGTGTCT-CCCCC-TCA-AAATGGGTGGAT--------------------A---TTTCGA--------------------------G---TTCCCCCGATT----------------------------------------------------TGG--ATCCGGAGTTTTGAGTTTATAAATAAGTT--------------CCAGTCCTGA-AGAC--GAACGAGCCAGAGAG-CGAGGGAGAGGGAGACATGCGTTATTTTCCCG-------------TATTTTCCTCTGT---CTCTCGCTTCGTCATCGCAGCTGCTGCTGCCCC-------------------------------------------------------------TGTGTT---------------------------------TGTGTCT

droTak1 scf7180000415778:22358-
22566 +

AAGA-------GAA-AAAAAA--------AC--GAAAACCAAGAAGCCA---GAAGTGTCT-CCCCC-TCG-AAATGGGTGGAT--------------------A---TTTCGA--------------------------G---TTCCCCCGATT----------------------------------------------------TCG--ATCCGGAGTTTTGAGTTTATAAATAAGTT------C------TCCAGTCC-GCAGG-----CA--------AGAA-TGA----G--AAAG----AGAT---TTTC-CG-------------TATTTTCCTCTATTCTCTCTCGCTTCGTCATCGCAGCTGCTGCTGCTGC---------------------------------------------------------------TG--CTGCGC-------------------------------TGC

droEle1 scf7180000491249:4987979-
4988157 -

AGA--------GAAA-----A--------AG----------------------AAAAGTCTGCCCCC-T-C-AAATGGGTGAAT--------------------G---TTTCGG--------------------------T---TTCCCCCGAT------------------------------------------------------------TCGGAGTTTTGAGTTTATAAATAAGTT--------------CCAGTCT-GA-CA---------------TAAA-AAAGCGAGAAGGAAACATACAT---TTTCCCC-------------TATTTCTCTATGT---CTCTCGCTTCGTCATCGCAGCTGC-GCTC-------------------------------------------------------------------TGTT---------------------------------TGTGTGT

droRho1 scf7180000779198:19071-
19236 +

AGA--------GAAA-----A--------AG----------------------AAAAGTCTGCCCCC-T-C-AAATGGGTGGAT--------------------G---TTTCGG--------------------------G---CTCCCCC----------------------------------------------------------G--ATCCGGAGTTTTGAGTTTATAAATAAGTT--------------CCAGTCT-GA-CG----------------AAA-AAAGAGAGAAGGAAACATACAT---TTTCCCC-------------TATTTCTCTATGC---CTCTCGCTTCGTCATCGCAGCTGCTGC-----------------------------------------------------------------------------------------------------------------

droFic1 scf7180000454113:1363532-
1363734 -

AGA--------GAGAGAAAAA---AA---AG--AAAAGCCAAGAAGTCA---GAAGTGTCTGCCCCC-TCGAAAACGGGTGGAA-TA---------------------T------------------------------------TCCC-TG--T----------------------------------------------------CCG--ATTCGGAGTTTTGAGTTTATAAATAAGTT--------------CCAGTCT-GA-GG----------------AAA-CACGAGAGAAGGAAACATACAT---TTTCCCC-------------TATTTCTCTCTTT---CTCTCGCTTCGTCATCGCAGCTGCTGCTT----------------------------------------T------------------------TGTGCT---------------------------------TG--TGT

droKik1 scf7180000302383:514810-
515040 -

AGA--------AAAAGCAAGA------GGAG---------AGGAAGCCAGAAGAAGTGTCTGCCCCCGTCG-AAATGGGCAAAG-ATTCGC-----TGCCGTGTG---TTTTGG--------------------------G---CTCCCCCA-AT----------------------------------------------------CCGTCGTCCGGAGTTTTGAGTTTATAAATAAGTT------G-GTGTCTCCAGTTC-GCAGCAG---CA--------GCAGCAGAGCGAGAGGCAAAC--ACAT---TTTCTCG-------------------------T---CTCTCGCTTCGTCATCGCAGCTGCTGTTT--GT------------------------------------T------TG----------------TGTGTA-------------------------------TGTGTGTGT

droAna3 scaffold_13337:14554277-
14554498 -

AAA--------ATAGGAAAAA--------AG----------------------AAGTGCCTGGCAG--T-C-GGATGGGAGAAA-TTTTGA-----TGCCGTGTG---TTCTGT--------------------------G---CTCCCCC-------------------------------------------------------------AACCGAAGT-TTGAGTTTATAAATAAGTC------C-ATGTTTCCAG------AGG--------------------------ATAGAAAA----ACAT---TTTCC-GTCCGACGTCGTCGTCGCCGTCGCTGT-CGCTGTCGCTTCGTCATCGCAGCTGCTGCGC-----------------------------------------------------------------------------TGCAGCTGCGGCGTTAGCTTTGTCGTTTGTGTTT

droBip1 scf7180000396641:755021-
755236 +

AAA--------ATACGAAAAA--------AG----------------------AAGTGCCTGGCAG--T-C-GGATGGGAGAAA-TTTTGA-----TGCCGTGTG---TTCTGT--------------------------G---CTCCCCC-------------------------------------------------------------AACCGAAGT-TTGAGTTTATAAATAAGTC------C-ATGTTTCCAG------AGG--------------------------ATAGAAAA----ACAT---TTTCC-GTCCGACGTCCCCGTCGACGTCGCTGT-TGCGGTCGCTTCGTCATCGCAGCTGCTGCGC-----------------------------------------------------------------------------TGCAGCTGCGGCGTTAGCTTT------GTCGTTT

dp5 XR_group8:8300041-8300295 - AGA--------AGT----------------------------------A---GAAGTGCTTGCCCCC-CTC-ATATGGGTGAAA-TTTTTT-----TCCCGTGTG---TTC------------TATGTGCTTGTTGT---GCCTTTCCCCCAAAC----------------------------------------------------CCGTCAACCGGAGT-TTGAGTTTATAAATAAGTT------C-ATGTTTCCAG------AGG-------------------------------AAT----ACAT---TTTTC-------------------------TGC-CTCCCTGCCACCGCCGCCGCTGCTGCTGCTGCTGCTGATGTCGCTCTGCCTCTGCCATCGTAGTCGTCGCTTC---GTCATCGTGTTGGCCAGCAG------CTGCGCTGCAGCTGAG------------------------
droPer2 scaffold_40:490597-490851 - AGA--------AGT----------------------------------A---GAAGTGCTTGCCCCC-CTC-ATATGGGTGAAA-TTTTTT-----TCCCGTGTG---TTC------------TATGTGCTTGTTGT---GCCTTTCCCCCAAAC----------------------------------------------------CCGTCAACCGGAGT-TTGAGTTTATAAATAAGTT------C-ATGTTTCCAG------AGG-------------------------------AAT----ACAT---TTTTC-------------------------TGC-CTCCCTGCCACCGCCGCCGCTGCTGCTGCTGCTGCTGATGTCGCTCTGCCTCTGCCATCGTAGTCGTCGCTTC---GTCATCGTGTTGGCCAGCAG------CTGCGCTGCAGCTGAG------------------------
droWil2 scf2_1100000004762:4227389-

4227619 -
AAT----------------------------------------------------------GCTGCT-GTC-TACCGTGTGTTC-TTTATA-----GCCTATGTG---CAT------------AATGTTTTCGTTTT-----CTATCCCCCACCC----CCACCAACAGACAAAAAAAAAAAAAAAAAGAAGAAGAAGAGGAAGAAAAAGTCAACCGGAGT-TTGAGTTTATAAATAAGTT------C-ATGTTTCCAG-------------------------------------AGGAAAA----CATTATTTTCCGT-------------TGCTGCTGTCTCG---CTGCTGCTTCGTCATCGT-GCAGCTG---------------------------------------------------------------------AAAGT---------------------------------TTTGTTT

droVir3 scaffold_13049:1988782-
1989065 -

ACGACGACTCACACTCAAAAAGCGAACGATGTGAAAAAAGAAGAAGCCAGAAGAAGTGTTTGC-----TTC-ATATGGGTGAAA-TT-TGC-----CCCCGTGTGTTTTTTCGAGTTCCT-GCTATGTGCTTGTTGTTTTGCCC--CCGCTAATTCCCCCCACCAACCCTCTCTC-----------------------------AAAACGTCAACCGGAGTTTTGAGT-TATAAATAAAAT-TCGTTCAAAGTTTCC-------------------------------------AGAGGAAAAC----AT---TTTC------------------------GCTGC-CGCCGCCG--------------------------------------------------------------TTCACAGTCATCGTGA-GG-CAGCAG------CTGCGCTGCAGCTGAA-------------------CATTT

droMoj3 scaffold_6654:1847045-
1847301 +

AAC--------GAAAAAAA-A--------AG---------AAGAAGCCAGAAGAAGTGTTTGCTT-----C-ATATGGGTGAAA-TT--GC-----CCCCGTGTGTTTTTTCAAGTTCCTTACAGTGTGGCTGTTGTTTTGCCA--GCGCTAAATCCCC------------------------------------------------CCT--TACCGGAGTTTTGAGT-TATAAATAAAATTTCGTTCAAAGTTTCCAG------AGG------------------------------AAAA----ACAT---TTTT-------------------------------------G--CCGTCACCTCAGCCGCAGCC--------------------------AGCG----------TTTACAGTCATCGTGA-GG-CAGCAG------CTGCGCTGCAGCTGCA-------------CATTTGTTTGT

droGri2 scaffold_15110:3050117-
3050123 -

TGT--------GTT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------T
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Class:

MiRNA
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [CG9098-in]; five_prime_UTR [CG9098-u5]; CDS [CG9098-cds]; CDS [CG9098-cds]; intron [CG9098-in]; five_prime_UTR [CG9098-u5]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GATGAGCATAAGCGAGTGGCTGGACCTTCTGGAGCTGCAGCAGTACGAAGGTTTGCATGATCAGCAGTTCCCAATTGAGACTGTATGTTATGTTAACCAGGAAACCTACAGGAGTTCAGCACCGTGGACGATGTGGTGGACATCACGGAC

**************************************************(((.(((((((..((((((.........))))))..))))))).)))...**************************************************
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Norm Total

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM399106

female
body #2

GSM609222

ML-DmBG1-
C1

GSM399107

male body
#2

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2
V074

S3

GSM609223

male, one
day

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

GSM609229

embryo 2-
6hr

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR097866

Drosophila
S2-NP
cells

V073

mbn2

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V008

S2-
DRSC

GSM609237
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total RNA
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Total small
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flies
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RNA Â 

V142
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1st
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male body

SRR014274
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SRR298536
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Vret Heterozygote

SRR317110
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Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM609239

IR- 2-
18hr

V032

S1
cell
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CME
W2
wing
disc

V139

Cold_female_body

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR029608

total small
RNAs from
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heterozygous
flies

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1
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wt
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reseq
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S2-NP
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S2R+ cell

V0642
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AGO1-
IP,
reseq

AGO1

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM609224

female,
one day

GSM322543

male head
#1

V077

cold,
female
head

V086

female
body,
aged

GSM609234

CS Â male
total RNA
Â 

GSM360256

1st
instar #1

GSM360260

0-1d
Pupae (w)

SRR010960

wt,
oxidized

V145

S2-
DRSC

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR031692

Total
small
RNAs from
Oregon R

GSM272652

S2 -48
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Replicate
#1
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body

SRR029028

untreated
(mock)

SRR341117

transfected
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targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR001339

WT_females_non-
beta-eliminated

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

V128

S3

V091

fGS/OSS
total
Â 

V133

Sg4

SRR060650

A1_testes_total

GSM609227

CMEW1
Cl.8+
cell

SRR060643

A2_testes_total

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

GSM628272

ago2[414]
ovary
total RNA

GSM343287

Drosophila
Toll 10b
mutant
embryos

V015

DreRFHV148h

V146

S1
cell

SRR097867

Drosophila
S2-NP
cells

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1
V148

mbn2

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR060652

hs-
Penelope_testes_total

V003

dsDcr-1
(katsutomo
RNA)

GSM609225

ML-DmBG3-
C2
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embryo
14-24hr

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

..................................................GTTTGCATGATCAGCAGTT................................................................................. 19 0 1 2.00 2 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................TGTATGTTATGTTAACCAG.................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................AGACTGTATGTTATGTTAACCA................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.ATGAGCATAAGCGAGTGGCTGGACCTT.......................................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................AGACTGTATGTTATGTTAACCAG.................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTTTGCATGATCAGCAGTTCCCAATTGA........................................................................ 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................CGATGTGGTGGACATC...... 16 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................TTCAGCACCGTGGACGATGTGGT............. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....AGCATAAGCGAGTGGCTGGACC............................................................................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................CCGTGGACGATGTGGTGGACA........ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................TTGAGACTGTATGTTATGTTAACCAG.................................................. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................GCTGGACCTTCTGGAGCTG................................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TTATGTTAACCAGGAATA............................................. 18 2 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................GCATGATCAGCAGTTCGGC............................................................................. 19 3 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CTACTCGTATTCGCTCACCGACCTGGAAGACCTCGACGTCGTCATGCTTCCAAACGTACTAGTCGTCAAGGGTTAACTCTGACATACAATACAATTGGTCCTTTGGATGTCCTCAAGTCGTGGCACCTGCTACACCACCTGTAGTGCCTG

**************************************************(((.(((((((..((((((.........))))))..))))))).)))...**************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM467729

Dmel_wt_sRNAseq

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V091

fGS/OSS
total
Â 

V073

mbn2

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR001347

ago2_untreated

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM467731

Dmel_loq_sRNAseq

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

V008

S2-
DRSC

GSM609217

MLDmD20c5

V032

S1
cell

SRR031692

Total
small
RNAs from
Oregon R

GSM609234

CS Â male
total RNA
Â 

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR001664

homozygous_dcr-
2_untreated

GSM609223

male, one
day

V074

S3

GSM609244

KC+48 #2

GSM609227

CMEW1
Cl.8+
cell

V031

GM2
cell

GSM272651

S2-
48,+48,
KC-48,
+48 mix

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM609222

ML-DmBG1-
C1

V127

G2

SRR097865

Drosophila
S2-NP
cells

GSM609230

CS,ovary,AGO1IP

AGO1

GSM609237

ago2[414]
ovary
total RNA

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR029633

total
small RNAs
from hen1
homozygous
flies

V022

ML-
DmD32
cell

SRR001339

WT_females_non-
beta-eliminated

V003

dsDcr-1
(katsutomo
RNA)

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

V085

CME
W2
wing
disc

GSM385744

OSS_s2

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

V015

DreRFHV148h

GSM609224

female,
one day

......................CTGGAAGACCTCGACGTCGTC........................................................................................................... 21 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...CTCGTATTCGCTCACCGACCTGGA........................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:6011886-6012035 - dme_428 GATGAGCATAAGCGAGTGGCTGGACCTTCTGGAGCTGCAGCAGTACGAAGGTTTGCATGATCAGCA--GT------TCCC---------A---------ATTGAGACTGT-------------------ATGT--T-----------------ATGTTAACCAGGAAACCTACAGGAGTTCAGCACCGTGGACGATGTGGTGGACATCACGGAC
droSim2 2l:5807453-5807602 - dsi_11275 GATGAGCATAAGCGAGTGGCTGGACCTTCTGGAGCTGCAGCAGTACGAAGGTTTGCATAATCAGCA--GT------TCCC---------A---------ATTGAGACTGT-------------------ATGT--T-----------------ATGTTAACCAGGAAACCTACAGGAGTTCAGCACCGTGGACGACGTGGTGGACATCACGGAC
droSec2 scaffold_5:4082859-4083008 - GATGAGCATAAGCGAGTGGCTGGACCTTCTGGAGCTGCAGCAGTACGAAGGTTTGCATGATCAGCA--GT------TCCC---------A---------ATTGAGACTGT-------------------ATGT--T-----------------ATGTTAAATAGGAAACCTACAGGAGTTCAGCACCGTGGACGACGTGGTGGACATCACGGAC
droYak3 2L:13181976-13182132 + GATGAGTATCAGCGATTGGCTGGACCTTCTGGAGCTGCAGCAGTACGAAGGTTTGCCTGATCAGCA--GT------TCCC----CCCACA---------ATCGAGACTGT-------------------ATATAAT-----------------ATGCTTACCAGGTAACCTACAGGAGTTCAGCATCGTGGACGACGTGGTGGACATCACGGAC
droEre2 scaffold_4929:6102345-

6102494 -
GATGAGCATAAGCGAGTGGCTGGATCTTCTGGAGCTGCAGCAGTACGAAGGTTTGCATGATCAGCA--GT------TTCC---------A---------ATCGCTACTGT-------------------ATTT--T-----------------ATGCTTACCAGGAAACCTGCAGGAGTTCAGCATCGTGGACGACGTGGTGGACATCACCGAC

droEug1 scf7180000409676:568434-
568583 +

GATGAGCATAGTCGAATGGTTGGAGCTGTTAGAACTGCAGCAGTACGAAGGTTTGGCTAATAAGCC--CA------CCAC---------G---------ATTGAGACTAA-------------------ACAT--C-----------------ATACCCACCAGGAAACCTTCAAGAGTTCAACGTTGTTGACGACGTAGTGGACATAACAGAC

droTak1 scf7180000414617:4147-4296 - GATTAGCATAGTCGAATGGCTAGATCTCTTGGACCTCCATCAATACGAAGGTTTGGGCAATCAACA--GA------CCCC---------G---------ATTGAGACTTA-------------------TTAT--C-----------------ATGCTTATCAGGAAACCTTCAAGAATTCAGCATCGTGGACGACGTGGTGGACATAACTGAA
droEle1 scf7180000490399:45228-45377

-
GATGAGCATTACTGAATGGCTGGATCTCCTAGAGCTGCAGCAGTACGAAGGTTTGACTAGTGAGCA--GA------TTCC---------A---------ACTGAGATCTA-------------------ATAT--C-----------------GTGCTTGCCAGGAAACCTTCAGGAGTTCAGCTTCGTGGACGACGTGGTGGACATAACAGAT

droFic1 scf7180000453813:25950-26099
+

GATGAGCATAGCCGACTGGTTGGATCTTTTAGAACTGCAACAGTACGAAGGTTTGGCTGATAATCA--CG------CCCC---------C---------GCCCAAACTAA-------------------AGGA--T-----------------TTGTTTACCAGGAAACCTTCAGGAGTTCAGCATCGTGGATGACGTGGTGGATATTACTGAA

droKik1 scf7180000302468:72198-72352
-

AATGAGCATAGTCGAGTGGCTGGATCTCCTGAATCTGCAGCAATATGAAGGTTTGAATCATCAGTTAGAG------CTCC---------G---------ACCTTAACTAA-------------------AAAC--CCTGCT------------CGAC--CGTAGGCAACCTTCAGGAGTTCAGCATCGTAGACGATGTGGTGGAAATAACGGAT

droAna3 scaffold_12916:11426234-
11426395 -

GATGAGCATTACCGACTGGCTGGATCTTCTAGAACTGCAGCAGTACGAAGGTTTGAAAGTCTAGTC----TACCCATTCT----GCCCCA---------GATTCCACTAT-------------------A--T--CCTCCT------------CTTTTGACCAGGCAACCTGCAGGAGTTCAGCAACGTGGACGATGTAGTAGACATCACCGAC

droBip1 scf7180000396572:1096054-
1096217 -

GATGAGCATTACGGACTGGTTGGACCTTCTAGAACTCCAGCAGTATGAAGGTTAGGAAGTCTAGTC----TATATTCTCT----GCTCTT---------GATTCTACTAA-------------------AGAT--CCTTCA------------CAATTAACCAGGAAACTTACAGGAGTTCAGCAATGTGGACGATGTAGTAGACATCACGGAC

dp5 4_group1:261131-261286 + GATGAGCATAGTCGAGTGGTTGGATCTCTTGGAGCTGCAGCAGTACGAAGGTTTGGCTGTCTC-----------TG----ACCTG-------------------CC-------------------CCAAACAC--CAT---TTTCATTGATCCTTGCTCTTCAGGTAACTTGCAGGCCTACAGCACTGTGGAAGATGTCGTGGACATCACGGAT
droPer2 scaffold_1:257520-257675 + GATGAGCATAGTCGAGTGGTTGGATCTCTTGGAGCTGCAGCAGTACGAAGGTTTGGCTGTCTC-----------TG----ACCTG-------------------CC-------------------CCAAACAC--CAT---TTTCATTGATCCTTGCTCTTCAGGTAACTTGCAGGCCTACAGCACTGTGGAAGATGTCGTGGACATCACGGAT
droWil2 scf2_1100000004521:7945716-

7945815 +
ACTTACCATATCCGAGTGGTTGGATCTTCTAGAATTGCAGCAATATGAAGTT------------------------------------------------------------------------------------------------------------------AATCTACAAGCTTACAGTACCGTAGACGATGTAGTCGATATCAGTGAC

droVir3 scaffold_12963:3309685-
3309850 -

GCTGAGCATTGGCGAGTGGCTAAATCTGCTGGAGCTGCAGCAATATGAAGGTCAGTTTGTTCAGCA--GT------TTTT----TGTCTTCTGC-------TTCAA------TAACTCACGTGTC----ACAT--C-----------------CGCTCAAGCAGGCAATCTGAAAATGTATGCCACAGTCGATGATGTCGGAGACATAACCGAT

droMoj3 scaffold_6500:13675617-
13675790 -

GTTGAGCATTAGCGAATGGCTCAATCTGCTCGAGCTGCAGCAATATGAAGGTCAGTTTAGTCAGCA--CT------TTTT----GTTGTTCTGCGGCAAAAGTGC-----ATTAACTCACGTGTC----ACAT--C-----------------CGCTCAAGCAGAAAACCTGAATATGTATGCCACTGTGAATGATGTTGGCGATCTAACCGAT

droGri2 scaffold_15252:2889300-
2889461 -

GCTGAGCATTGACGAATGGCTAAATCTGCTGGATCTGCAGCAATATGAAGGTCAGTTTGGTCAGCA--AT------TTT-------------------------GACAGTATTTACTCATATGTCACACACAT--C-----------------CGCTCAATTAGACAACCTGAAAGCATATGCCACGGTCGATGACGTTGGAGACATTAACGAT
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GCGTTAAAATGTGCGCCAAGCACGCGATTAAAGTCGGCCAGAGGGTTAAGAATGGGATGGTGGGTGGTGGTGGGTGGTGATGTTGGGTGCTGGGTGGTCTTTTGCAGTGCTGTGTGTTTGGGCCAGGAAATAGGCAGAAATCATCCAAATGTCACGAAACGAAACCAAATGCTCTGCTTCGAATTGTGGCCCCTGCCAACGTCGGCCACTACTTTCGCCCACTTGCGCCACCCACTTACCACCTTGCCCCATCTCATCCCTATGCCCTCCCTATTCGCTCA
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...........................................................GTGGGTGGTGGTGGGTGG............................................................................................................................................................................................................ 18 0 10 2.80 28 0 0 0 0 0 0 0 1 1 1 0 0 0 0 1 0 4 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 1 0 1 1 0 0 0 0 0 0 0 0 0 0

...........................................................GTGGGTGGTGGTGGGTGGTG.......................................................................................................................................................................................................... 20 0 4 2.75 11 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 1 1 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................TGGGTGGTGGTGGGTGGTGA......................................................................................................................................................................................................... 20 0 2 2.50 5 0 0 0 0 0 0 0 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................TGGGTGGTGGTGGGTGGTGAT........................................................................................................................................................................................................ 21 0 2 2.50 5 0 0 0 0 0 0 0 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................GTGGGTGGTGGTGGGTGGT........................................................................................................................................................................................................... 19 0 4 2.25 9 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................CAGAAATCATCCAAATGTCA............................................................................................................................... 20 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................ATGGTGGGTGGTGGTGGGTA............................................................................................................................................................................................................. 20 1 2 1.50 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................GTGGGTGGTGGTGGGTGGTC.......................................................................................................................................................................................................... 20 1 11 1.27 14 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................................................GGCCACTACTTTCGCCCACTTG........................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................TGGTGGTGGGTGGTGATGTTG.................................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................ATGGTGGGTGGTGGTGGGT.............................................................................................................................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................CAGAAATCATCCAAATGT................................................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................TGGTGGGTGGTGATGTTGG................................................................................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................GTTGGGTGCTGGGTGGTC...................................................................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................TGGTGGGTGGTGATGTTGGGT................................................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................TGGTGGGTGGTGGTGGGT.............................................................................................................................................................................................................. 18 0 2 1.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................GTGGTGGTGGGTGGTGAT........................................................................................................................................................................................................ 18 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................TGGTGGTGGGTGGTGATGTTGTT.................................................................................................................................................................................................. 23 2 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................TGGGTGGTGGTGGGTGGTGATG....................................................................................................................................................................................................... 22 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................TGGGTGGTGGTGGGTGGTGATAA...................................................................................................................................................................................................... 23 2 3 0.33 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................TGGGTGGTGGTGGGTGGTGAA........................................................................................................................................................................................................ 21 1 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................TGGGTGGTGGTGGGTGGTGATCA...................................................................................................................................................................................................... 23 2 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................GTGGGTGGTGGTGGGTGGTT.......................................................................................................................................................................................................... 20 1 17 0.24 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

............................................................TGGGTGGTGGTGGGTGGTG.......................................................................................................................................................................................................... 19 0 5 0.20 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CGCAATTTTACACGCGGTTCGTGCGCTAATTTCAGCCGGTCTCCCAATTCTTACCCTACCACCCACCACCACCCACCACTACAACCCACGACCCACCAGAAAACGTCACGACACACAAACCCGGTCCTTTATCCGTCTTTAGTAGGTTTACAGTGCTTTGCTTTGGTTTACGAGACGAAGCTTAACACCGGGGACGGTTGCAGCCGGTGATGAAAGCGGGTGAACGCGGTGGGTGAATGGTGGAACGGGGTAGAGTAGGGATACGGGAGGGATAAGCGAGT

****************************************************************************************************************....................((((..((....((((((((......((((((((.((((((....(((.((......))))).......))))))))))))))))))))))....))..))))..********************************************
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...................................................................................................................................................................................................................GAAAGCGGGTGAACGCGGTGGG................................................ 22 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................AGCCGGTCTCCCAATTCTTAC................................................................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................................................................................................AGAGTAGGGATACGGGAGGGATAAGCG... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................................................................................................CGGGGTAGAGTAGGGATA.................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................CAACCCACGACCCACCAG...................................................................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................................................................................................GGGTAGAGTAGGGATACGGG.............. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chrX:16431103-16431383 + sblock209286 GCG---------TTAAAATGTGCGCCAAGCACGCGATTAAAG--TC---GGCCAGAGGGTTAAGAA-------TGGGA-----TGGTGG--------------------------------GT------------------------------GGTG----------GTG----------------GGTGGT---------GATGTTGGGTGCTGGGTGGTCTTTTGCAGTGCTGTGTGT-TTGGGCCAGGAAATAGGCAGAAATCATCCAAATGTC-----------ACG-----AAACGAA-AC-----CAAATGCTCTGCTT-CGAATTGTGG-CCCC----TGCCAA-CGTCG---GCCACTA-------CT--------------------------------------TT--------------------------CGCCCAC---------------------------------------------------------------------------------------TTGCGCCACCC-ACTTACCACCTTGCCCCATCTCAT---------CCCTATGCCCTCCC--------------------------------------------------------------------------------------TATTCGCT----------------CA
droSim2 x:15533141-15533411 + GCG---------TTAAAATGTGCGCCAAGCACGCGATTAAAG--TC---GGCCAGAGGGTTAAGAA-------TGGGG-----TGGTGG--------------------------------GTGG------------------------------T-----------GC----------------------TCTGGG-CTTG----------CTGGGTGG-----------TCTGTGTGT-TTGGGCCAGGAAATAGGCAGAAATCATCCAAATGTC-----------ACG-----AAACGAA-AC-----CAAATGCTCTGCTT-CGACTTGTGG-CCCC----TGCCAA-CGTCT---GCCGCTA-------CT------------------------TCGCAGCCCCACATTT--------------------------CGCCCAC---------------------------------------------------------------------------------------TTGCAACACCC-ACCATCCACGTTGCCCCATCTCATACCCCTC------A--------------------------------------------------------------------------------------------TG-CCGTCACT----------------CA
droSec2 scaffold_17:254658-254920 + GCG---------TTAAAATGTGCGCCAAGCACGCGATTAAAG--TC---GGCCAGAGGGTTAAGAA-------TGGGG-----TGGTGG--------------------------------GTGG------------------------------T-----------GC----------------------TCTG------------------------------TGCAGTGCTGTGTGT-TTGGGCCAGGAAATAGGCAGAAATCATCCAAATGTC-----------ACG-----AAACGAA-AC-----CAAATGCTCTGCTT-CGACTTGTGG-CCCC----TGCCAA-CGTCT---GCCGCTA-------CT------------------------TCGCAGCCCCACATTT--------------------------CGCCCAC---------------------------------------------------------------------------------------TTGCACCACCC-ACCATCCACGTTGCCCCACCTCACCCCCCTC------A--------------------------------------------------------------------------------------------TG-CCGTCGCT----------------CA
droYak3 X:10542271-10542455 + GCG---------TTAAAATGTGCGCCAAGCACGCGATTAAAG--TC---GGCCAGCGGGTTAAGCA-------TGGGT-----TGGTGG--------------------------------TG---------------GCCTTT----GGGT-GGTG----GGTGCTTCTGGA-------------------------GTGG--------------GTGGTGCT--------GTGTGTGTTTGGGGCCAGGAAATAGGCAGAAATCATCCAAATGTC-----------ACG-----AAACGAA-AC-----CAAATGCTCTGCTT-CGACTTGTGG-C---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droEre2 scaffold_4690:10676136-

10676412 -
GCG---------TTAAAATGTGCGCCAAGCACGCGATTAAAG--TC---GGCCAGGGGGTTGGGCA-------GGGGG-----TGGTGG--------------------------------------------------CTTTT----GGGT-GGTG----------GTGG---------------------------GTGG--------------GTGGTGCC--------GTGTGGGT-TTGGGCCAGGAAATAGGCAGAAATCATCCAAATGTC-----------ACG-----AAACGAA-AC-----CAAATGCTCTGCTT-CGACTTGTGG-CCCT------CCAA------------------------------ATACCCACTCCCTCC--C-------------TCTC--CCTCTCCCTCTCCCTTCGCCGTTTAACCCAC---------------------------------------------------------------------------------------TTGCACCACCC-ACTGGTAA------CCCGCCGCA--------------------------------------------------------CCCCG----------------------------------------------CTCCCTTCGTC----------------CA

droEug1 scf7180000409110:115994-
116346 -

GCG---------TTAAAATGTGCGCCAAGCACGCGATTAAAG--TC---GGCCAGAGGGTTAAGAA-------ATGCA-----AGGAAG------------------------------------------------------------------C----------AGAAGGAAGCACGGGGGGAGGGTGGT-GAGGATTGG----------CTGTGT----GT--------GTGTGTGTTTTTGGCCAGGAAATAGGCAGAAATCATCCAAATGTC-----------ACGAAACGAAACGAA-AC-----CAAATGCTTTGCTT-TGACTTGTGG-CCCC--ACTGCCAA-CGCCTGATGCCACTA-------TTTACC--------------------------------------CTTTGTCCGCCCCTTTCAGCAGTTTACCCATTTACACCAACACCCACCCAACCCC---------------------------------------------------------------------------ATTTTTCACTAGCC--------------AC---------CACATGCC--TCAGTCATGCCCCAACCATCACCCATTCCATTCCG----------------------------------------------CACATTTCACT----------------CA

droBia1 scf7180000302421:1847385-
1847663 -

GCG---------TTAAAATGTGCGCCAAGCACGCGATTAAAG--TC---GGCCAGAGGGTTAAGAC-------GGGCG-----GGGGGG--------------------------------TT---------------GGCTAA----GAGGG-CA----------GGG-GCA-------------------------GGGGC--------------AGGGGCA--------GGGGCTGT-TTTGGCCAGGAAATAGGCAGAAATCATCCAAATGTC-----------ACGAAACGAAACGAA-AC-----CAAATGCTTTGCTT-TGACTTGTGG-CCCC----TGCCAA-CGCCT---GCCGCCA-------TT--------------------------GCCGCCCCAC----------------------------------------------------------C---CCCTT---------G--------------------------C-CATTTTAGCATTTTCCCACTTTCACCGCCC-CC----------------TTTCG----------------------------------------------------------CCGCCCTTCT-------------------------------------------CTCTGCT----------------CG

droTak1 scf7180000415351:199789-
200039 +

GCG---------TTAAAATGTGCGCCAAGCACGCGATTAAAG--TC---GGCCAGAGGGTTAAGAA-------AGGGG-----TGGGGG--------------------------------TTAGGGCA--------GGGTTAA----GG------------------------------------------------------GGGG-----------------------GC-TTGTGT-TTTGGCCAGGAAATAGGCAGAAATCATCCAAATGTC-----------ACG-----AAACGAA-AC-----CAAATGCTTTGCTT-TGACTTGTGG-CCCC----TGCCAA-CGCCT---GCCACCA-------TTTACCT-TCC-----------------------CC-C-CTT--------------------------TGCCCAC---------------------------------------------------------------------------------------TCTCACCACCCCACCTTCCAT------CCACA-------------------------------------------------------------CCA----------------------------------------------CCCCTTTCACT----------------CA

droEle1 scf7180000491023:1462699-
1463001 -

GCG---------TTAAAATGTGAGCCAAACACGCGATTAAAG--TC---GGCTAGAGGGTTAAGAAT--CGACGGGGG-----TGGGG--------------------C-------AATAA----------------GGGTTAA----GGGGT-GT----------GGAGGGAGG-------------------------GGGAGGGG-----------------------GCTGTGTGT-TTTGGCCAGGAAATAGGCAGAAATCATCCAAATGTC-----------ACG-----AAACGAA-AC-----CAAATGCTTTGCTT-TGACTTGTGG-CCCC----TGCCAAACGGCG--CGCCACTTTTCTCCAT------TTCT-----------C-------------TCATT---------------------------TCCCTACTTTCACCAACATTT-CACAAC-------------------CT-----------------------------------------------------CCC-CCTTTCCCCTTTCCCCTTCCCCATCGCCAC----------------------------------------------------CA----------------------------------------------CC-CTTTTGGT----------------GA

droRho1 scf7180000777022:49557-
49863 +

GCG---------TTAAAATGTGCGCCAAGCACGCGATTAAAG--TC---GGCCAGAGGGTTAAGAA-------GGGAG-----TGGGGGGGGC-TGGG----------C-------TATAA----------------GGGTTAAGGA----GG--G----------GGAAGGAGGGTC-----------------------GGGGGGG-----------------------GCTGTGTGT-TTTGGCCAGGAAATAGGCAGAAATCATCCAAATGTC-----------ACG-----AAACGAA-AC-----CAAATGCCTTGCTT-TGACTTGTGG-CCCC----TGCCAA-CGGCT---GCCACTA-------TTTACC---------------------------CCCA-------------------------------------------------GCCATCCAACCCGACCCTTCCCCCCGTAT--------------------------C-CATTTCACCATTTCCCCGCATTCACCA--------GCC-----------TTTTA---------------------------------------------------------------------------------------------------A-CCCCCTCCCCCCTCGCT----------------CA

droFic1 scf7180000454077:2254567-
2254879 -

GCG---------TTAAAATGTGAGCCAAGCACGCGATTAAAG--TC---GGCCAGAGGGTTAAGAA-------GA-AA-----AGGTGG--------------------------------AG------GAGAAGGGGGGTTAA----GTGGG-GA----------GGGGGGAGG-------------------------GTG----A----------GGTGAT--AGAAGGCTGTGTGT-TTTGGCCAGGAAATAGGCAGAAATCATCCAAATGTC-----------ACGAAACGAAACGAA-AC-----CAAATGCCTTACTT-TGACTTGTGC-CTTC----C----------------CTCTA-------TTTACCC-TCT---------TT--CTTTCCCCCCCCCCCTTT--------------------------A--CCAC----------------------------------------TTCCCCCTCACTTCCCCGCCCCCTTCCCCTTTGCACAATTTCTCCACTTTCACC-------------------------------------------------------------------------------------------------------AGGCA-------------------AAG--------CCGTTGCT----------------TG

droKik1 scf7180000302586:11139-
11418 -

GCG---------TTAAAATGTGCGCCAAGCACGCGATTAAAG--CA---GGTTAAGGGGATAGGCA-------ATGGG-------------------------------------------CAACGAGA--------GGGTTAA----GGGT-GGCG----GGTG-TGC----------------------T-TGTGCTTGT----------GTTTGT----GT-----G-TGTGTGTGT-TTTAGCCAGGAAATAGGCAGAAATCATCCAAATGCC-----------ACG-----AAACGAA-ACC----AAAATGCTTTGCTT-TGCC----AG-------------------------CCACTC-------------------------------------------TCACTT--------------------------CTCCCACT----------------TAACC---CCCCT---------T-------------------------------TG----------------GTCCCCCCC-ATCAACCACCCACCCCCACCACTT-------------------------------------------------------------------------------------------------AA-ACCTCTT-------GTTGCTATTAGTCTGGGGCCC

droAna3 scaffold_13335:1508362-
1508618 -

GCG---------TTAAAATGTGCGCCAAACACGCGATTAGTGGCTC---GGTTAGTGGGCTGACGG-------GGGAG-----TGGCAG--ATGTGGCAGGTGGGGCA-------------CAAC----------------TGAGG-CCCA----------------GAAG------------------------------GAGGGGG-----------------------GGTGTGTAT--TTGGCCAGGAAATAGGCAGAAATCATCCAAATGCC-----------ACG-----AAACGAAAAC-----CAAATGCTTTGCTTTTGACTTGCGG-CCTCTTACTGCC--TC----GTTGCC--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCGTTCTTT---------TTTTGTGTTTTTTT-----------------------------------GAGTTTTTTTTTAGCCTGGTTA------------------A-GGC--------------------------------

droBip1 scf7180000395676:417-690 + GCG---------TTAAAATGTGCGCCAAACACGCGATTAGTGGATC---GGTTAGTGGGCTGAAG--------GG-GG--GTGTGGCAG--ATGTGGCA------------------------------GGTAAGGC-----AAGTACCGAC--AA----------GGGGGC-----------------------------AAAGGGG-----------------------GGTGTGTAT--TTGGCCAGGAAATAGGCAGAAATCATCCAAATGCC-----------ACG-----AAACGAAAAC-----CAAATGCTTTGCTTTTGACTTGCGG-CCTCTCACTGCC--TC----GTTGCCCCTT---------------------------------------------TTTTTGCTTTGT-----------------------------------------------------------------------------------------------------------------T--------------TTTTTTTTGCTTTTTTTTA--------------------------------------------------------TTTTGCTTTTTTTTTAGCCTGGTTA------------------A-GGC--------------------------------
dp5 XL_group1e:2994137-2994388

-
CCG---------TTAAAATGTGCGGCAAACACGCGATTAAGGG-TT---GGCAAGGGG---AAGGA-------GG-GG-----AGGGGG--------------------------------CTGCCACG--------GAGCG--------------------------------------------------------------------------------------------AAGTGCTGGCGGCCAGGAAATAGGCAGAAATCATCCAAATGCCACGCAAATGCCACG-----AAACGAA-AT-----CAAATGCTTTGCTT-TA----GGGGTA-----------------------------TCCCCTAA------ATCT-----------CCCCTC----------------------------------------CCCCCGC-----------------------------------------------------------------------------------------------CCC-AACCACCACCAGCCCCCAACACA--------AGACCCATCCCCTACCTCCCGG-------------------------------------------------------CCGTGTGCCCCGAAA-ACC--------------------------------

droPer2 scaffold_18:1904471-1904721
-

CCG---------TTAAAATGTGCGGCAAACACGCGATTAAGGG-TT---GGCAAGGGG---AAGGA-------GG-GG-----AGGGGG--------------------------------CTGCCACG--------GAGCG--------------------------------------------------------------------------------------------AAGTGCTGGCGGCCAGGAAATAGGCAGAAATCATCCAAATGCCACGCAAATGCCACG-----AAACGAA-AC-----CAAATGCTTTGCTT-TA----GGGGTA-----------------------------TCCCCTAA------ATCT-----------CCCCTC----------------------------------------CCCCCACC------------------------------------------------------------------------------------------------C-AAACACCACCAGCCCCCAACACA--------AGACCCATCCCCTACCTCCCGG-------------------------------------------------------CCGTGTGCCACCAAA-ACC--------------------------------

droWil2 scf2_1100000004909:5847619-
5847825 +

GCGACTTTACCATTAAAATGTGAGCCAAGCACGCGATTAAAC--TTAGTGGCTAGTCGCCTATGGATTGCGGCAGTAG-----TGGAG--------------------CGGTGGAA-------------GAGAGAGC--------GG----AGAGCAGAGA-----GGGGA------------------------------GAGGGCA-----------------------GATGGGAG--ACCGGCCAGGAAATAGGCAGAAATCATCCAAATGCCACGCAAATGCCACA-----AAACGAA-AACCAAAAAAATGCTTTACCT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_12970:2140321-
2140512 +

GCG---------TTAAAATGTGCAGCAAACACGCGATTAAGG--CC---GACAAAATGGTTGGGGA-------AAGGG------GGTAG--------------------------------GG-----------------------------------------------------------------------------------GA-----------------------ATT---------------GCGAATAGGCAGAAATCATCCAAATGCC-----------ACA-----A-----A-GC-----CAAGCGCTCAACTC-------TCAG-CCAC----AGTCAA-TTTGT---GGGGCAG--------------ACATTCGTGCACGCC--C-------------------------------------------------------------------------------------------------------------------------------------------------------TTTCCCC------TCCCCCC-----------C--------------------------CCAACCAT----------------------------------CAAGCA--------------A----------------------------------CA

droMoj3 scaffold_4583:1026-1112 + GCG---------CTAAAATGTGCAGCAGGCACGCGATTAGAG--TC---CACAGAATGTGCTAGGA-------GA-GT-----GGGTGG--------------------------------TTGG-------------GGTG-------------------------GTGTAGTG-------------------------GTG----G-------GGTGG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droGri2 scaffold_14853:6866399-

6866671 -
GCG---------TTAAAATGTGCAGCAAACACGCGATTAAAG--TC---CACAAAATGGTAGCCAA-------AA-AGAGCTGGCACCG--TGGGGGGA------------------------------GAGGAGACGAGCTAC----TGAGG-GA----------GGGGGG-----------------------------GAAGGGA-----------------------AATGGGAAATGGTGGCTCACAAATAGGCAGAAATCATCCAAATGCC-----------ACG-----A-----A-GC-----CAAACGCTTGGCGCTCAACTCTCAG-CCAC----AGTCAA-TTTGT---GGGGCAG-------AC------------------------ATGCAACCCAAACCTT--------------------------TGCCC--------------------------------------------------------------------------------------------------------------------CCACCAC-----------CCCCACCCCCTG---------------------------------------------------CCGGGGCAAGCAACATGTG------------------------------------------CC
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GTAAAAAATAAATACCTTCGACTGAAACTAGGCTTTTGAACTTACTGTTTAATAATGTTAAATACAGATATATAATTAAAGTTGCCTTGGCTACGACTTGCTGGCTCGTCGGTATGGCTGCGATTGAGCTATGATCTGCATTTAATTATGGTCCCCGCCATATTCCCAATACTCTCCCGAATTGGGTCATGGGACATAAAC
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GSM286611

6-10h #2
(11)
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.........................................................................................................TCGTCGGTATGGCTGCGATTGAGC........................................................................ 24 0 11 10.00 110 14 0 0 10 25 0 0 0 0 0 0 0 0 0 0 0 13 0 0 0 0 0 0 0 0 1 1 0 0 0 11 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 1 0 0 5 0 0 0 0 0 0 0 0 5 0 0 2 0 0 0 0 0 0 0 0 0 1 2 2 3 3 2 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................TGCTGGCTCGTCGGTATGGCTGCGAT............................................................................. 26 0 1 6.00 6 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................TGCTGGCTCGTCGGTATGGCTGCGA.............................................................................. 25 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................TAGGCTTTTGAACTTACTGTT........................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................TGGCTCGTCGGTATGGCTGCGATTGAG......................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................GCTACGACTTGCTGGCTCGTCGG......................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................CTGAAACTAGGCTTTTGAACT............................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................TATGATCTGCATTTAATTATGGTCCCC............................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................TGAAACTAGGCTTTTGAACTTACTGTT........................................................................................................................................................ 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................TAATTAAAGTTGCCTTGGCTA............................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.TAAAAAATAAATACCTTCGACTGAAAC............................................................................................................................................................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................AATTAAAGTTGCCTTGGCTACG.......................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................TGAAACTAGGCTTTTGAACTTACTGT......................................................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............ACCTTCGACTGAAACTAG.......................................................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TACGACTTGCTGGCTCGTCGGTATGGC................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................GGTATGGCTGCGATTGAGCTATG.................................................................... 23 0 11 0.45 5 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................CTCGTCGGTATGGCTGCGATTGAGC........................................................................ 25 0 11 0.45 5 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................GTATGGCTGCGATTGAGCTATG.................................................................... 22 0 12 0.42 5 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................TGGCTCGTCGGTATC..................................................................................... 15 1 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TCGTCGGTATGGCTGCGATTG........................................................................... 21 0 11 0.27 3 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................TCGGTATGGCTGCGATTGAGC........................................................................ 21 0 12 0.25 3 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................TATGGCTGCGATTGAGCTATGAT.................................................................. 23 0 12 0.25 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................CGTCGGTATGGCTGCGATTGAGC........................................................................ 23 0 11 0.18 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TCGTCGGTATGGCTGCGATTGAGG........................................................................ 24 1 11 0.18 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................CTCGTCGGTATGGCTGCGATT............................................................................ 21 0 11 0.18 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TCGTCGGTATGGCTGCGATTGAG......................................................................... 23 0 11 0.18 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................CGTCGGTATGGCTGCGAT............................................................................. 18 0 11 0.18 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................TGGCTGCGATTGAGCTATGAT.................................................................. 21 0 12 0.17 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................GTATGGCTGCGATTGAGCTAT..................................................................... 21 0 12 0.17 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0

......................TGAAACTAGGCTTTTGGG................................................................................................................................................................. 18 2 8 0.13 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................GCTCGTCGGTATGGCTGCGATTG........................................................................... 23 0 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TCGTCGGTATGGCTGCGATTGAGCTAT..................................................................... 27 0 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................CGTCGGTATGGCTGCGATTGAGCTA...................................................................... 25 0 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................CGTCGGTATGGCTGCGATTG........................................................................... 20 0 11 0.09 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................CTCGTCGGTATGGCTGCGATTGAGCT....................................................................... 26 0 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................GCTCGTCGGTATGGCTGCGATTGAG......................................................................... 25 0 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TCGTCGGTATGGCTGCGATTGAGCTA...................................................................... 26 0 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................ATGGCTGCGATTGAGCTATG.................................................................... 20 0 12 0.08 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

................................................................................................................TATGGCTGCGATTGAGCTATG.................................................................... 21 0 12 0.08 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................CGGTATGGCTGCGATTGAGCT....................................................................... 21 0 12 0.08 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................GTCGGTATGGCTGCGATTGAGC........................................................................ 22 0 12 0.08 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................TATGGCTGCGATTGAGCTATGA................................................................... 22 0 12 0.08 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CATTTTTTATTTATGGAAGCTGACTTTGATCCGAAAACTTGAATGACAAATTATTACAATTTATGTCTATATATTAATTTCAACGGAACCGATGCTGAACGACCGAGCAGCCATACCGACGCTAACTCGATACTAGACGTAAATTAATACCAGGGGCGGTATAAGGGTTATGAGAGGGCTTAACCCAGTACCCTGTATTTG

*********************************************************(((((.(((((.((((.((((.((.(((...(((((((((....)).)))).)))..))).))..))))..))))))))).)))))**********************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM609222

ML-DmBG1-
C1

SRR060646

yw67c23(2)_ovaries_total

V077

cold,
female
head

GSM467729

Dmel_wt_sRNAseq

GSM609229

embryo 2-
6hr

GSM467730

Dmel_r2d2_sRNAseq

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR001664

homozygous_dcr-
2_untreated

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

GSM609230

CS,ovary,AGO1IP

AGO1

V074

S3

GSM628272

ago2[414]
ovary
total RNA

SRR060653

hs-Penelope_
ovaries_total

GSM609237

ago2[414]
ovary
total RNA

SRR031692

Total
small
RNAs from
Oregon R

V079

Oxidation,
female
head

GSM343833

S2R+ cell

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609223

male, one
day

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR001348

ago2_oxidized

V138

Male
cold
body

GSM385748

OSS_s6

V086

female
body,
aged

GSM280083

dcr-2-/-
ovaries
(18-29nt)

V015

DreRFHV148h

GSM609234

CS Â male
total RNA
Â 

SRR060648

A2_ovaries_FLAG-
Aub

GSM609239

IR- 2-
18hr

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

V032

S1
cell

SRR010959

Ago3 IP in
heterozygotes

AGO3

V096

loqsKO/f00791
ovary

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

GSM379064

Vasa
Mutant

SRR010953

Aub
heterozygotes,
oxidized

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR060649

A2_ovaries_FLAG-
Piwi

SRR060651

A2_ovaries_Ago3

AGO3

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM399100

Kc167
cell

V085

CME
W2
wing
disc

V126

CME
L1

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM609251

aged
female
head

V137

Male
aged
head

GSM609240

IR+ 2-
18hr

V078

Desiccation,
female head

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609238

embryo
14-24hr

GSE24545

CS ovary
total
RNA

V091

fGS/OSS
total
Â 

V073

mbn2

GSM609227

CMEW1
Cl.8+
cell

V036

ML-
DmD20c5
cell

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM371638

S2-NP

SRR001347

ago2_untreated

GSM379059

Piwi
Mutant

SRR001339

WT_females_non-
beta-eliminated

SRR001346

ago2_beta-
eliminated

SRR001349

heterozygous_dcr-
2_untreated

SRR010954

Aub trans-
heterozygotes,
oxidized

V080

Starvation,
female head

V034

ML-
DmD16c3
cell

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609225

ML-DmBG3-
C2

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

GSM399101

kc167
cell

V022

ML-
DmD32
cell

V136

Male
aged
body

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

V008

S2-
DRSC

GSM609219

GM2 cell

SRR014275

Ovary_rep1_LK_P

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

V142

Oxidation_female_body
GSM609217

MLDmD20c5

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM379057

Krimp
Mutant

V141

Heat_female_body

SRR001340

IR_beta-
eliminated

SRR097867

Drosophila
S2-NP
cells

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V031

GM2
cell

GSM385822

OSS_s8

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

V139

Cold_female_body

GSM286606

2-6h #2
(9)

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR014277

Ovary_rep1_NA_P

SRR014280

Ovary_rep1_w1118_P

GSM360260

0-1d
Pupae (w)

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

V006

r2d2 female:
possibly
heterozygous

GSM379056

Krimp
Heterozygote

GSM286611

6-10h #2
(11)

GSM399105

disk #2

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR060643

A2_testes_total

SRR060644

A2_ovaries_total

GSM379060

SpnE
Heterozygote

GSM286605

2-6h #1
(8)

GSM399106

female
body #2

SRR010951

Ago3
heterozygotes,
oxidized

SRR014273

Ovary_rep1_Har_P

SRR065807

Piwi-
IP_squ_het_ovaries

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM467731

Dmel_loq_sRNAseq

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

GSM609250

ML-DmD32
cell

GSM379061

Squ
Heterozygote

V014

DTT
8h

GSM609248

ML-DmD9
cell

V037

Felix
sample
+mirtrons

GSM385744

OSS_s2

GSM322219

2-4day
pupae #1

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR014282

Ovary_rep1_wK_P

SRR060645

yw67c23(2)_testes_total

SRR060652

hs-
Penelope_testes_total

GSM609247

heat
female
head

V140

Dessication_female_body

..................................................................................................................................................................AAGGGTTATGAGAGGGCTTAACCCAGT............ 27 0 1 3.00 3 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................TAATTTCAACGGAACCGATGC.......................................................................................................... 21 0 1 3.00 3 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................GAGAGGGCTTAACCCAGTACCCTGTAT... 27 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................GCTGAACGACCGAGCAGCCATACCG................................................................................... 25 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................TTAATTTCAACGGAACCG.............................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................AGCCATACCGACGCTAACTCGATACTAG................................................................. 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................AACTTGAATGACAAATTATT.................................................................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................CTACTAGACGTAAATTAATA.................................................... 20 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................GATCCGAAAACTTGAATGACAAATTAT................................................................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................CTGAACGACCGAGCAGCCATACCG................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................GCTGACTTTGATCCGAAAACT.................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................TGCTGAACGACCGAGCAGCCATACC.................................................................................... 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................TAATTTCAACGGAACCGATGCTGAA...................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................TATGAGAGGGCTTAACCCAGTACCC........ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................GGCGGTATAAGGGTTATG............................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................CGGGGCGGTATAAGGGTT................................ 18 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................ATTAATTTCAACGGAACCG.............................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................AAGCTGACTTTGATCCGAAAACTTGAAT............................................................................................................................................................. 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................AGGGCTTAACCCAGTACCCTG...... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............GGAAGCTGACTTTGATCCGAAAACT.................................................................................................................................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................CGGTATAAGGGTTATGAGAGGGCTTA................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................AGCTGACTTTGATCCGAAAACTTGAAT............................................................................................................................................................. 27 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................TGAACGACCGAGCAGCCA........................................................................................ 18 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................CGATGCTGAACGACCGAGCAGCCAT....................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................CGATGCTGAACGACCGAG.............................................................................................. 18 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................CAGCCATACCGACGCTAACTCGATACT................................................................... 27 0 11 0.36 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................AGCCATACCGACGCTAACTCGATACT................................................................... 26 0 11 0.36 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................CCGAGCAGCCATACCGACGCTAAC........................................................................... 24 0 11 0.27 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................GGTTATTACAATTTATGTC...................................................................................................................................... 19 2 5 0.20 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................CGAGCAGCCATACCGACGCTA............................................................................. 21 0 11 0.18 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................GAGCAGCCATACCGACGCTAACTCGAT...................................................................... 27 0 11 0.18 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................GCAGCCATACCGACGCTAACTC......................................................................... 22 0 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................CCGAGCAGCCATACCGACGCTAACTC......................................................................... 26 0 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................CAGCCATACCGACGCTAACTCGATACTA.................................................................. 28 0 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................GAGCAGCCATACCGACGCTA............................................................................. 20 0 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................GAGCAGCCATACCGACGCTAACTC......................................................................... 24 0 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................GAGCAGCCATACCGACGCTAA............................................................................ 21 0 11 0.09 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................AGCAGCCATACCGACGCTAACTCGATA..................................................................... 27 0 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................AGCAGCCATACCGACGCTAACTCGAT...................................................................... 26 0 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................CGAGCAGCCATACCGACGCTAACTCGAT...................................................................... 28 0 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................TACCGACGCTAACTCGATA..................................................................... 19 0 12 0.08 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................CCGACGCTAACTCGATACTA.................................................................. 20 0 12 0.08 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................CATACCGACGCTAACTCGATACT................................................................... 23 0 12 0.08 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................AGCCATACCGACGCTAACT.......................................................................... 19 0 12 0.08 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................CAGCCATACCGACGCTAACTCGAT...................................................................... 24 0 12 0.08 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:1252089-1252289 + sblock53978 GTAAAAAAT--AAAT-------ACCTTC------------------GAC-------------TGAA---------------------ACTAGGCTTTT-GAACTTACTGTTTAATAATGTTAAATACAGATATATAATT-AAAGTTGCCTTGGCTACGACTTG-----CTGGCTCGTCGGTATGGCTGCGATTGAGCTATGATCTGCATTTAATTATGGTCCC----------------------------------------------------------CGCCATATTCCCA-------------ATACTCTCCCG-AATTGGGTCATGGGACATAAAC
droSim2 x:20624182-20624381 + GTAAA-AAT--AAAT-------ACTTTC------------------GCG-------------TGAA---------------------ACTAAACTTTC-GAACTTACTGTTTATTAATTTCACACACATATTTATAATTTTAAGTTGACTTGGCTGCAACTCG-----ATGGCTCGTCGGTATAGCTGCGATTGAGCTAAGATTTGCATTTAATCATGGTCCC----------------------------------------------------------CGCCATATTCCTA-------------ATCCTCTCCCG-A-CTTGGTCATTGGACATATTC
droSec2 scaffold_55:122548-122744 - GTAAA-AAT--AAAT-------ACTTTC------------------GCG-------------TGAA---------------------ACTAAACTTTC-GAACTTACCGTTTATTAATTTCACACACATATTTATAATTTTAAGTTTACTTGGCTGCAACTCG-----AGGGCTCGTCGGTATAGCTGCGATTGAGCTAAGATTTGCATTTAATCATGGTCCC----------------------------------------------------------CCGCATATTCCTA-------------ATCCTCTCCCG-A-CTTGGTCATTGGACATA---
droYak3 v2_chr2h_random_004:680497-

680668 +
GAAA------------------------------------------------------------------------------------CTAATCTTTT-AAACTCACTGTTTATTAATTTCACACACAGATAGAAAAATTAAAGTTGCCCGAGCTGCAACTTA-----ATGGCTCATTAGTAGGGCTGCGATTGAGCTATGATTTGCATTTC---ATGCTGCC----------------------------------------------------------CGCTATATTCCCA-------------ATCCTCTCC-----TTGGGTCATTGGTCATAATC

droEre2 scaffold_4784:24171273-
24171468 +

GTTGA-AAT--AAAT-------AACTGC------------------ACA-------------CGAC---------------------ACTAAATTATC-TAACTCACTGTTTCTTAATTTCCGGCACAGATTTATAAATTTATGTTGCTCTATCTGCAACTTA-----ATAGCTCGTCGGTATGGATACGATTGA-CTATGATTTGCTTTTTATCATGCTCCC----------------------------------------------------------CGCCATATTCCTA-------------ATCTTCTCC-----TTGGGTAATTGGACATAATC

droEug1 scf7180000407524:9344-9534
-

AACCAC------ACC-------GTGATTTAAAAAACTTTTCTCAGTGAT-------------TAAT----GCAATCACTTTGTGAA-AT-----------------TTGTTTCGCGAG------------------------------CTCGGTTTCACTTTGATCATCCGAATCCGCAATATGACAGCTACTGATTAGTAGTTTGGCCTACAT--------------------------------------------------------ATCGTAGGCCTCGCCATTTTCTAT-------------T-TTGCTCTTCAATGTGGGTCATTGGACG--ATC

droBia1 scf7180000301469:14837-
15039 -

ATTAATAAT--AAAT-------ACC---------------------GCA----------AATAATA---------------------AATACATACTA-CCACTCACTTTTATTTTATTTTTGGCACAAAAT-TTAACT-TAGGCTT--CTAGCTGCATCTGT-----CTGGTTCGGCAATATGGCTGCGACGATACCCATATCTGCTGATCA---TTTTT-------------------------------------------------ATTTCTGCCCCCGCCATATTACAT-------------GGCCTCTCCTAAAATTGGGTCATTGGACAGAT--

droTak1 scf7180000414321:12524-
12727 -

ATTTAT-TAATAAAT-------T--AAA------------------CTGTCAAATCT--------------------------------AACACGCTA-ACACTCACTTTATATCAATTTTTGACACAAACACTTATCTTAAAACCA--ATCGCTGCGTACAG-----CTTCTATGACAAAATGGCTGGGACTATCCCAATATCTGCCTATCATTATTCTC--------------------------------------------------------ATCCCGCCATATTCCCT-------------TGCCTCTCCCAGAATTGGGTCATTGGACATATTC

droEle1 scf7180000486948:23158-
23331 -

GCAAAT-AA----AT-------TACCAC------------------TCA-------------CTTT--------------------AAT-------------TTATCTA------AACACCAATAATGCACATATGAACTTAATTTTCCACGACTGTTCTCCT-----ACGACTTATTG------CAGCAACTAAAGCAAAACCCTG-----------ACCTA----------------------------------------------CACCA---AAGTCGTCATTTTCCCC-------------CCGCTCTCTCA-AGATGGGTCAGCGAACGTATTC

droRho1 scf7180000780189:8716-8922
-

ATTCAT-GAATAAAATAA----ACTTTA------------------AAC------CTAAAACGCTA---------------------ATT--CCTCTA-CCACTCACTTTTTTTTGATTTC-GGCACAAACAG-TAATTTAAAAACT--CCCGCTCCGTCTAG-----CTTCCTGGACAATATGGCTGCGACCATCCCATTATCTGCCTATCA---TTGCC--------------------------------------------------------ATATCGCCATATTCCCT-------------TGCCTCTCTCGAATCTGGGTCATTGGACATATTC

droFic1 scf7180000453278:52620-
52828 +

TAAAC-ATT--TATT-------ATTTCC------------------GAA-------------AGAAAAATTAC--------------ACAAAAAAATTCTAACTCACTTTTTACAAAATTTACACAAA-ATTAAT--ACTC----------------------------------------------------------------------GGTTAAAATTGTCCGTCTACCACTTTTGCCTTTTCGGGTACAACTGAACGGTGATCCGTA----TGATCACGCCATGTTCCCTAACATCTTTTCCCAGGCTCTCTCGAAGATGGGTCAATGGACATCTCC

droKik1 scf7180000302485:14911-
14975 +

AAC--------------------------------------------------------------------------------------CAAACTTTC-AAATTCTATGCTTAATAATGTTTTATACATACCTACCATACTAATTCAAATCG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droAna3 scaffold_13266:19465756-
19465828 +

GCAAG-GGT--AAATCAACTACGGCTCC------------------GCC-------------CGAA---------------------GTTAGCTTTCC-TTTCTTGTTTTTTAATAATATTAATTACAG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBip1 scf7180000396831:593-676 + ATGAAAAAT--AAAT-------ATTTAA------------------AAA-------------AAAA---------------------AATTTACTTTT-GGACTTTATTTTTATCAAGGTTTAGTTCAAATTTAT--TCGA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AATTAAA
dp5 XL_group3a:2019097-2019147

-
AATTAT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGTATC----------------------------------------------------------TGCTAGATACCCG-------------ATAATCATTAT-GATTGGGTCATTGGA-------

droWil2 scf2_1100000004511:6152477-
6152526 -

AAAC----T--AAAT-------ACAATG------------------GGA-------------CGAA---------------------ACTAAGTCTTT-AAACATATTGTATAATA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_12100:8248-8291 - TTTA-------------------------------------------------------------------------------------------------------------GTAATGACAAAAATAAATTTAAAAAA-AAAGTTCCCTTGGC-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droMoj3 scaffold_6540:13446063-

13446145 +
CCCATA------AAT-------GTTCTC------------------TAT-------------TTAT---------------------ACGAGAGTCCT-ATAACTTTTATTTAGTAAGACAATGTATGGATATCTATTT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GGGGTTGCCT

droGri2 scaffold_15203:8844530-
8844583 +

AGTTAT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACTCTGTATTTAATTAAGGCAGC----------------------------------------------------------CAGTAAATTATCA-------------ATACATGCTCG-A---------------------
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414321:12524-12727
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000486948:23158-23331
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780189:8716-8922
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453278:52620-52828
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302485:14911-14975
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:19465756-19465828
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396831:593-676
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group3a:2019097-2019147
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:6152477-6152526
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12100:8248-8291
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:13446063-13446145
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15203:8844530-8844583
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ACCGATTACCAGGACATTCACGATCTCATTGATGAAGGCAACAAAGCTCGGTGAGTATTATTATAAATATGTTTTTAATTCTTATCATCTTATTATATATACTTATAATAACTTTCAGAACTGTGGCAGCTACTAACATGAACGAAACCAGTTCCCGCTCTCATGCCG

**************************************************.((((..(((((((((.(((((...((((............)))).))))).)))))))))..)))).**************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM609222

ML-DmBG1-
C1

SRR065807

Piwi-
IP_squ_het_ovaries

GSM385748

OSS_s6

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2
V074

S3

GSM286613

0-1hr #1
(A)

GSM360256

1st
instar #1

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM385821

OSS_s7

SRR001349

heterozygous_dcr-
2_untreated

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V138

Male
cold
body

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V085

CME
W2
wing
disc

V091

fGS/OSS
total
Â 

V077

cold,
female
head

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM385822

OSS_s8

GSM385744

OSS_s2

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM467730

Dmel_r2d2_sRNAseq

GSM272652

S2 -48
Biological
Replicate
#1

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR010960

wt,
oxidized

SRR031692

Total
small
RNAs from
Oregon R

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR065801

zuc_het(H-
Y)_ovaries

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

GSM609219

GM2 cell

GSM609238

embryo
14-24hr

GSM609223

male, one
day

V128

S3

V078

Desiccation,
female head

V032

S1
cell

V073

mbn2

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V148

mbn2

V086

female
body,
aged

SRR010953

Aub
heterozygotes,
oxidized

SRR060643

A2_testes_total

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

V022

ML-
DmD32
cell

V079

Oxidation,
female
head

GSM609224

female,
one day

V131

ML-
DmD16-
c3

V144

OSC

SRR029633

total
small RNAs
from hen1
homozygous
flies

V037

Felix
sample
+mirtrons

GSM399106

female
body #2

GSM628272

ago2[414]
ovary
total RNA

GSM609234

CS Â male
total RNA
Â 

GSM609217

MLDmD20c5

V038

Felix
sample
S2
only

SRR001348

ago2_oxidized

V036

ML-
DmD20c5
cell

V008

S2-
DRSC

SRR023402

total RNA
extracted
from NLS-
P19 cells

GSM609230

CS,ovary,AGO1IP

AGO1

V145

S2-
DRSC

SRR001347

ago2_untreated

SRR023400

total RNA
extracted
from P19
cells

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V135

CME
W2
(wing
disc
line)

V034

ML-
DmD16c3
cell

GSM322543

male head
#1

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

GSM609227

CMEW1
Cl.8+
cell

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM609225

ML-DmBG3-
C2

V080

Starvation,
female head

V146

S1
cell

..............CATTCACGATCTCATTGATGAAGGCAAC.............................................................................................................................. 28 0 1 5.00 5 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................CTCATTGATGAAGGCAACAAAGCT........................................................................................................................ 24 0 1 2.00 2 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................TCTCATTGATGAAGGCAACAAAGCT........................................................................................................................ 25 0 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................TTCTTATCATCTTATTATATA..................................................................... 21 0 2 2.00 4 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........GGACATTCACGATCTCATTGATGAAGGCAA............................................................................................................................... 30 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................ACGAAACCAGTTCCCGCTCTCA..... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......TACCAGGACATTCACGATCTCATTGAT....................................................................................................................................... 27 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................GCTACTAACATGAACGAAACCAGT................ 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTATTATTATAAATATG................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................ACGATCTCATTGATGAAGGC................................................................................................................................. 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................TGTGGCAGCTACTAACATGAACGAA...................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................TACTTATAATAACTTTCAG.................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................ACGATCTCATTGATGAAGGCAA............................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......TACCAGGACATTCACGATCTCATTGA........................................................................................................................................ 26 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................TCATTGATGAAGGCAACAAAGCTCGAAC................................................................................................................... 28 3 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................CTAACATGAACGAAACCAGT................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................GAAGGCAACAAAGCTCGGTGAG................................................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................TGAACGAAACCAGTTCCCGCTCTCATGC.. 28 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................ATTGATGAAGGCAACAAAGCTCGAAC................................................................................................................... 26 3 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................TATATACTTATAATAACTTTCA................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TGGCTAATGGTCCTGTAAGTGCTAGAGTAACTACTTCCGTTGTTTCGAGCCACTCATAATAATATTTATACAAAAATTAAGAATAGTAGAATAATATATATGAATATTATTGAAAGTCTTGACACCGTCGATGATTGTACTTGCTTTGGTCAAGGGCGAGAGTACGGC

**************************************************.((((..(((((((((.(((((...((((............)))).))))).)))))))))..)))).**************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V091

fGS/OSS
total
Â 

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609230

CS,ovary,AGO1IP

AGO1

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V144

OSC

V073

mbn2

GSM609237

ago2[414]
ovary
total RNA

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609222

ML-DmBG1-
C1

SRR001348

ago2_oxidized

V085

CME
W2
wing
disc

GSM609224

female,
one day

V086

female
body,
aged

SRR097865

Drosophila
S2-NP
cells

SRR014280

Ovary_rep1_w1118_P

SRR010956

Piwi IP in
Ago3
heterozygotes

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM609238

embryo
14-24hr

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

GSM609217

MLDmD20c5

V074

S3

SRR031692

Total
small
RNAs from
Oregon R

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

V022

ML-
DmD32
cell

V031

GM2
cell

SRR097866

Drosophila
S2-NP
cells

V126

CME
L1

GSM385744

OSS_s2

V032

S1
cell

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609225

ML-DmBG3-
C2

GSM609227

CMEW1
Cl.8+
cell

GSM385748

OSS_s6

GSE24545

CS ovary
total
RNA

GSM385821

OSS_s7

GSM399101

kc167
cell

SRR014275

Ovary_rep1_LK_P

SRR014277

Ovary_rep1_NA_P

SRR060644

A2_ovaries_total

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V008

S2-
DRSC

GSM609223

male, one
day

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

V146

S1
cell

GSM609234

CS Â male
total RNA
Â 

GSM379060

SpnE
Heterozygote

GSM385822

OSS_s8

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

V003

dsDcr-1
(katsutomo
RNA)

V036

ML-
DmD20c5
cell

V134

ML-
DmD8

V092

dcr-
2[G31R]
male
total
RNA Â 

V138

Male
cold
body

SRR001339

WT_females_non-
beta-eliminated

SRR001349

heterozygous_dcr-
2_untreated

GSM609221

1182-4H
cell

SRR010954

Aub trans-
heterozygotes,
oxidized

V148

mbn2

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V077

cold,
female
head

GSM180330

very
early
embryo
(0-1)

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

GSM322533

female
head #1

V136

Male
aged
body

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

V080

Starvation,
female head

V137

Male
aged
head

SRR010953

Aub
heterozygotes,
oxidized

SRR001664

homozygous_dcr-
2_untreated

GSM609229

embryo 2-
6hr

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

V079

Oxidation,
female
head

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM609218

Sg4

GSM280086

WT
ovaries
(AGO2IP)

AGO2

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

GSM609247

heat
female
head

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM399100

Kc167
cell

V140

Dessication_female_body

...............................................................................AGAATAGTAGAATAATATAT..................................................................... 20 0 2 6.00 12 0 0 0 0 1 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 4 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................TAGAATAGTAGAATAATATAT..................................................................... 21 1 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................AGAATAGTAGAATAATAT....................................................................... 18 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................AAAGAATAGTAGAATAATATAT..................................................................... 22 1 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................GAAGAATAGTAGAATAATAT....................................................................... 20 1 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:12649899-12650066 - unc-

104_in6
ACCGATTACCAGGACATTCACGATCTCATTGATGAAGGCAACAAAGCTCGGTGAGTATTATTAT---AAATATGTTTTT-----------------A-A---TTCTT---AT-CAT------C-----------------TTATT--AT--ATATACT-------------------------------TA-------TAATAACTTTCAGAACTGTGGCAGCTACTAACATGAACGAAACCAGTTCCCGCTCTCATGCCG

droSim2 2r:13321588-13321750 - ACCGATTACCAGGACATTCACGATCTCATTGATGAAGGCAACAAAGCTCGGTGAATATTATTAT---AATAATGGGTTG-----------------C-----------A------T------CAGAACTT------------ATT--TT--AT-AACT-------------------------------TA-------TAATAACTTTCAGAACTGTGGCAGCCACTAACATGAACGAAACCAGTTCCCGCTCTCATGCCG
droSec2 scaffold_1:10155356-

10155518 -
ACCGATTACCAGGACATTCACGATCTCATTGATGAAGGCAACAAAGCTCGGTGAGTATTATTGT---AATTATGTTTTG-----------------C-----------A------T------CTTATCCT------------ATT--TT--AT-AACT-------------------------------TA-------TAATAACTTTCAGAACTGTGGCAGCCACTAACATGAACGAAACCAGTTCCCGCTCTCATGCCG

droYak3 2R:16327951-16328115 + ACCGATTACCAGGACATTCACGATCTCATTGATGAAGGCAACAAAGCTCGGTGGGTATTTTTAT---AATTATGTCCTG-----------------C-----------A------T------CTT-----AT------------C--AT--AT-AACT-------------------------------TATTTAATTGAGTAATTTTCAGAACTGTGGCAGCCACGAACATGAACGAAACCAGTTCCCGCTCTCACGCAG
droEre2 scaffold_4845:13201669-

13201841 +
ACCGATTACCAGGACATTCACGATCTCATTGATGAAGGCAACAAGGCTCGGTGGGTGTTATTAT---AATTGTGTTTTG-----------------C-ATCA------C-AT-GAT------CTT-----AT------------C--AA--GG-AACT-------------------------------TATTTTATTTAACCAATTTCAGAACTGTGGCAGCCACCAACATGAACGAAACCAGTTCCCGCTCTCATGCAG

droEug1 scf7180000409672:2497347-
2497512 +

ACTGATTACCAGGACATTCATGATCTCATTGATGAAGGCAACAAGGCTCGGTGGGTTTT--TAT---TAATAAAAT----AATTTAAAG-----------------------T----------TC-----AT------------C--TA--TT-AACT-------------------------------TATTTGATTTGATAATTTTCAGAACTGTGGCAGCCACTAACATGAACGAAACCAGTTCCCGTTCCCATGCCG

droBia1 scf7180000301506:2048078-
2048244 -

ACTGACTACCAGGACATTCACGATCTCATTGACGAAGGCAACAAGGCTCGGTGGGTTTTATTTT---GAGCACATAATG-----------------C-----------AG--T----------TT-----ATCCATCAATTAATT--G----------AATC----------------------------------TTATTTATTGTATAGAACTGTGGCAGCCACCAACATGAACGAAACCAGTTCCCGCTCCCATGCCG

droTak1 scf7180000414504:35274-
35442 -

ACTGATTACCAGGACATTCATGATCTCATTGATGAAGGCAACAAGGCTCGGTGGGTTTTATTAT---GACCCCTTTCTG-----------------C-----------AG--T----------AT-----ATCAATCAATTAATA--A----------AA--------------------------------TTTATTTACAATTTTTTAGGACTGTGGCAGCCACCAACATGAACGAAACCAGTTCCCGTTCCCATGCTG

droEle1 scf7180000491214:1732557-
1732724 +

ACCGATTACCAGGACATTCACGATCTCATTGATGAAGGCAACAAGGCTCGGTGGGTTACATTAC---AAC-AAGTATTA-----------------C----------CAG--T-ATTTTCTT--------------TAATTAATC--A----------ATTG---------------------------------TTTAAACAATATTTAGAACTGTGGCTGCCACCAACATGAACGAAACGAGTTCCCGTTCACATGCGG

droRho1 scf7180000780084:702518-
702682 +

ACCGATTACCAGGACATTCACGATCTCATTGATGAAGGCAACAAGGCTCGGTGGGTTATATTAT---TACCACAGGTTG-----------------C-----------TG--TTAT-TT-------------CTA-TTTATAAC------------CAAATG----------------------------------T-TAACG-ATTTCAGAACTGTGGCAGCCACCAACATGAACGAAACGAGCTCCCGTTCGCATGCGG

droFic1 scf7180000453851:863749-
863915 -

ACTGATTACCAGGACATCCACGATCTCATTGATGAAGGCAACAAGGCTCGGTGGGTTTAATTAC---TG---TACC----AATGTATAG-------C-----------TG------TTT---CTTAACTA------------AGT--TA--A--------TCT--------------------------TA-------TATCGGTTTTTAGAACTGTGGCTGCCACCAACATGAACGAAACTAGTTCCCGCTCGCATGCGG

droKik1 scf7180000302470:1057273-
1057438 -

ACTGATTACCAGGATATACACGATCTCATTGATGAGGGCAACAAGGCGCGGTAGGTTTTCTTAT---TT------TATGTAATTTA---------------------------------------------TTAGTTTATTTATACAAAATA--------TGT--------------------------TG-------TTTTGTTTTTTAGAACTGTGGCCGCCACCAACATGAACGAAACCAGCTCCCGTTCCCATGCCG

droAna3 scaffold_13266:13941793-
13941948 +

ACTGATTACCAGGACATACACGATCTCATTGATGAGGGAAACAAGGCTCGGTAGGTGTCATTTT---TATTG-----------------------------------------------------------------------A------------AAACTTCTTGTTTAC----TT--------CAATTC-------CTTTCTCCTTCAGAACTGTGGCCGCCACCAACATGAACGAAACCAGCTCCCGTTCCCATGCGG

droBip1 scf7180000396759:2195485-
2195640 -

ACTGATTACCAGGACATACACGATCTCATTGATGAGGGCAACAAGGCGCGGTAGGGACCTCTTT---TATGA-----------------------------------------------------------------------T------------TGATTTCTGGATTAT----TT--------CATTTT-------CTTTCCTTTTCAGAACTGTGGCCGCCACCAACATGAATGAAACCAGCTCCCGCTCCCATGCGG

dp5 3:19061930-19062095 + ACCGACTACCAGGACATACACGACCTCATCGATGAGGGCAACAAGGCACGGTATGTATC--TGT---GGATGAGTTCTG-----------------C-----------T-GT-GATTTCCCC--------------CT---------AT--AT-ACCC----------------------------------TCTCTTTACCGATCTTTAGAACTGTGGCCGCCACCAACATGAACGAGACGAGCTCTCGCTCCCATGCCG
droPer2 scaffold_37:64730-64895 + ACCGACTACCAGGACATACACGACCTCATCGATGAGGGCAACAAGGCACGGTATGTATC--TGT---GGATGAGTTCTG-----------------C-----------T-GT-GATTTCCCC--------------CT---------AT--AT-ACCC----------------------------------TCTCTTTACCGATCTTTAGAACTGTGGCCGCCACCAACATGAACGAGACGAGCTCTCGCTCCCATGCCG
droWil2 scf2_1100000004382:568101-

568265 +
ACCGATTATCAGGACATACACGATCTCATCGATGAGGGTAACAAGGCGAGGTTCGTAAGAATTT--------------------------------------------------------------------CAA-ATTAAAAT------------CAATTCCAAAAG-ATTTACTTTGTTCATAC--------------TTTACTTGTAGAACTGTGGCAGCCACCAATATGAATGAGACTAGCTCTCGATCTCATGCAG

droVir3 scaffold_12875:2670512-
2670681 +

ACCGACTACCAGGACATTCACGACCTCATCGATGAGGGCAACAAGGCGCGGTAGGTCA-----------------------ACCTAAAGTTGTTTGCTA---ATCTG---TC-CGT------C-----------------TTGCT--TC--A---------------------------TTATTGCGTCTC-------CTGTATTCCTTAGTACTGTGGCCGCCACCAACATGAACGAGACAAGCTCGCGTTCCCACGCGG

droMoj3 scaffold_6496:22558906-
22559069 -

ACCGACTACCAGGACATACACGATCTCATCGATGAGGGCAACAAGGCGCGGTAGGCGTT--GAC---AAGTGGGTT-TG-----------------CTT---AGCT--------AGTTTGCT------------------TAATT--G----------GTTC---------------------------------TCTTTTCAATCCTTAGCACTGTGGCCGCTACCAACATGAACGAGACGAGCTCCCGCTCGCATGCAG

droGri2 scaffold_15112:3503279-
3503448 -

ACCGACTATCAGGATATACACGATCTCATTGATGAGGGCAACAAGGCGCGGTTGGTTTTATTGAGACATC-CCAGCTTC-----------------C----------CTG--A-ACTTTCCT--------------TATTTTAC------------TG----------------------------------TCTGTGTGTCTGTCTTTAGCACTGTGGCCGCCACCAACATGAACGAGACAAGCTCCCGTTCCCATGCTG
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crit.total
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crit.top3
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rescue.total
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PASS/FAIL
0
0
0
0
0
1
1
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NNNNGGCAACCATAATTGAGTAGCAGGTGTATACTGGGAACCAACTGATCGATGGTCACCTTCTGGAATTCCTGTTCGCCTGGTAATTTAAATCGAAAAATCAAACAATTTGCCCTAAAAATTAGGTTTTTTGTGGCAAATTTTATAGATTTTTGGTTGCTTGTTACTAGGCGATCATAATTGAGTAGCAGGTGTATACTGATAACTAACTGATCGTTGGTGACCTTCTGGGATTCCTGTTCGCCTGGTAA
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.............................TATACTGGGAACCAACTGATCGATGGTC.................................................................................................................................................................................................. 28 0 7 2.14 15 0 0 1 0 0 0 3 0 0 0 0 2 1 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................TACTGGGAACCAACTGATCGATGGTC.................................................................................................................................................................................................. 26 0 7 1.71 12 0 0 1 0 0 0 0 0 0 0 1 2 1 1 0 0 0 1 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................................TGAGTAGCAGGTGTATACTGA................................................. 21 0 7 1.57 11 0 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......CAACCATAATTGAGTAGCAGG................................................................................................................................................................................................................................ 21 0 7 1.00 7 0 0 3 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................TATACTGGGAACCAACTGATCGATGG.................................................................................................................................................................................................... 26 0 7 1.00 7 0 0 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................TAGGCGATCATAATTGAGTAGCAGGTG......................................................... 27 0 10 0.80 8 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 4 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................GATCATAATTGAGTAGCAGGTGTA....................................................... 24 0 10 0.80 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................CTGGAATTCCTGTTCGCCTGG........................................................................................................................................................................ 21 0 20 0.80 16 0 0 1 0 2 0 0 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 1 0 0 3 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................ACTAGGCGATCATAATTGAGT................................................................. 21 0 11 0.73 8 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 3 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

.............................TATACTGGGAACCAACTGATCGATGGT................................................................................................................................................................................................... 27 0 7 0.71 5 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................TTTTTGGTTGCTTGTTACTAGGCGAT............................................................................ 26 0 11 0.64 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............TTGAGTAGCAGGTGTATACTG....................................................................................................................................................................................................................... 21 0 14 0.64 9 0 3 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 1 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................TTGAGTAGCAGGTGTATACTG.................................................. 21 0 14 0.64 9 0 3 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 1 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................................ACCTTCTGGGATTCCTGTTCG........ 21 0 8 0.50 4 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................................................................TGGGATTCCTGTTCGCCTGGT.. 21 0 8 0.50 4 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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..........................................................CCTTCTGGAATTCCTGTTCGCCTGG........................................................................................................................................................................ 25 0 9 0.11 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................CTTCTGGAATTCCTGTTCGCC........................................................................................................................................................................... 21 0 9 0.11 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................CCTTCTGGAATTCCTGTTCG............................................................................................................................................................................. 20 0 9 0.11 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................TCTGGAATTCCTGTTCGCCTGG........................................................................................................................................................................ 22 0 9 0.11 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................CTTCTGGAATTCCTGTTCGCCT.......................................................................................................................................................................... 22 0 9 0.11 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................TTTAAATCGAAAAATCAAACAATTTGC.......................................................................................................................................... 27 0 10 0.10 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................TCATAATTGAGTAGCAGGTGT........................................................ 21 0 10 0.10 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................TCACCTTCTGGAATTCCTG................................................................................................................................................................................. 19 0 10 0.10 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................ACTGATCGATGGTCACCTTCTGGAAT...................................................................................................................................................................................... 26 0 10 0.10 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................CGATCATAATTGAGTAGCAGGT.......................................................... 22 0 10 0.10 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................GATCATAATTGAGTAGCAGGT.......................................................... 21 0 10 0.10 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TAAATCGAAAAATCAAACAATTTGC.......................................................................................................................................... 25 0 10 0.10 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................CGATGGTCACCTTCTGGAATTCCTG................................................................................................................................................................................. 25 0 10 0.10 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TTAAATCGAAAAATCAAACAATTTGCCCT....................................................................................................................................... 29 0 10 0.10 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................ATCGATGGTCACCTTCTGGA........................................................................................................................................................................................ 20 0 10 0.10 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................TCGATGGTCACCTTCTGGAATTCCTGTT............................................................................................................................................................................... 28 0 10 0.10 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................CCTGGTAATTTAAATCGAAAAATCAAA.................................................................................................................................................. 27 0 10 0.10 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................CCTGTTCGCCTGGTAATTTAA................................................................................................................................................................ 21 0 20 0.10 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

.....................................................................................................................................................TTTTTGGTTGCTTGTTACTAGGCGA............................................................................. 25 0 11 0.09 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................TTGCTTGTTACTAGGCGATCA.......................................................................... 21 0 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................TAGATTTTTGGTTGCTTGTTACTAGGC............................................................................... 27 0 11 0.09 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

NNNNCCGTTGGTATTAACTCATCGTCCACATATGACCCTTGGTTGACTAGCTACCAGTGGAAGACCTTAAGGACAAGCGGACCATTAAATTTAGCTTTTTAGTTTGTTAAACGGGATTTTTAATCCAAAAAACACCGTTTAAAATATCTAAAAACCAACGAACAATGATCCGCTAGTATTAACTCATCGTCCACATATGACTATTGATTGACTAGCAACCACTGGAAGACCCTAAGGACAAGCGGACCATT

******************************************((((.((..(((((.(((.......((.((((((((((((...((((.(((((((....((((((((.((((((......)))))).)))))))).....)))))))))))....)))))))))))).))........))).)))))..)).))))......***********************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

GSM609229

embryo 2-
6hr

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

V144

OSC

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

V096

loqsKO/f00791
ovary

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V140

Dessication_female_body

GSM628272

ago2[414]
ovary
total RNA

GSM280082

WT
ovaries
(18-29nt)

SRR065801

zuc_het(H-
Y)_ovaries

SRR014280

Ovary_rep1_w1118_P

GSM286605

2-6h #1
(8)

GSE24545

CS ovary
total
RNA

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

GSM286606

2-6h #2
(9)

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR014282

Ovary_rep1_wK_P

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

GSM467729

Dmel_wt_sRNAseq

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V142

Oxidation_female_body

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

GSM286613

0-1hr #1
(A)

GSM286604

0-1h #3
(7)

GSM286611

6-10h #2
(11)

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

GSM609237

ago2[414]
ovary
total RNA

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM379066

Zuc
Mutant

SRR014273

Ovary_rep1_Har_P

V139

Cold_female_body

GSM322543

male head
#1

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR010953

Aub
heterozygotes,
oxidized

GSM609238

embryo
14-24hr

V141

Heat_female_body

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR001349

heterozygous_dcr-
2_untreated

SRR065800

zuc_H-
Y_ovaries

GSM379063

Vasa
Heterozygote

GSM379054

Flam
Heterozygote

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR014277

Ovary_rep1_NA_P

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM371638

S2-NP

GSM379062

Squ
Mutant

SRR001337

WT_females_beta-
eliminated

V073

mbn2

V086

female
body,
aged

GSM379052

Aub
Heterozygote

SRR001339

WT_females_non-
beta-eliminated

SRR010951

Ago3
heterozygotes,
oxidized

SRR010955

Aub IP in
Ago3
heterozygotes

SRR097867

Drosophila
S2-NP
cells

V036

ML-
DmD20c5
cell

V074

S3

GSM313160

dcr-2
homozygous,
oxidized

GSM379050

Armi
Heterozygote

GSM379056

Krimp
Heterozygote

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

SRR060644

A2_ovaries_total

V138

Male
cold
body

GSM280083

dcr-2-/-
ovaries
(18-29nt)

GSM379053

Aub
Mutant

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

V085

CME
W2
wing
disc

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM286607

6-10h #1
(10)

SRR014275

Ovary_rep1_LK_P

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM385748

OSS_s6

GSM399106

female
body #2

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

V125

ML-
DmD9

...........................................TGACTAGCTACCAGTGGAAGACCTT....................................................................................................................................................................................... 25 0 10 2.70 27 0 0 5 0 0 0 0 0 0 4 1 0 3 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 1 0 0 0 0 3 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................AGGACAAGCGGACCATTAAAT................................................................................................................................................................. 21 0 20 2.25 45 0 0 0 9 0 26 0 0 0 0 0 6 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................TGACTAGCTACCAGTGGAAGACCT........................................................................................................................................................................................ 24 0 10 2.10 21 0 0 4 0 0 0 0 0 0 1 2 0 2 0 1 1 0 0 1 0 2 0 0 0 0 0 0 0 2 0 0 1 2 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................GGACAAGCGGACCATTAAATTTAGCTT.......................................................................................................................................................... 27 0 14 1.64 23 5 9 4 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................GGAAGACCTTAAGGACAAGCGGACCAT...................................................................................................................................................................... 27 0 9 1.33 12 6 1 1 0 1 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................TGGAAGACCTTAAGGACAAGCGGAC......................................................................................................................................................................... 25 0 9 1.33 12 0 8 0 0 0 0 0 1 1 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................CCGCTAGTATTAACTCATCGTCCACAT....................................................... 27 0 10 1.30 13 3 4 0 0 1 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................GACAAGCGGACCATTAAATTTAGCTT.......................................................................................................................................................... 26 0 14 1.29 18 2 2 2 0 1 0 0 3 1 2 0 0 0 1 0 1 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................TGACTAGCAACCACTGGAAGACCCT.................. 25 0 5 1.20 6 0 0 3 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................TGACTAGCTACCAGTGGAAGA........................................................................................................................................................................................... 21 0 13 1.08 14 0 0 3 1 0 0 3 0 0 2 2 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................TGGTTGACTAGCTACCAGTGGAAG............................................................................................................................................................................................ 24 0 13 1.08 14 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 4 0 0 0 0 0 0 0 0 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................................................................GGAAGACCCTAAGGACAAGCGGACCAT. 27 0 8 1.00 8 2 2 0 0 1 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................AGCTACCAGTGGAAGACCTTAAGGAC................................................................................................................................................................................. 26 0 10 0.90 9 2 2 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................TGACTAGCTACCAGTGGAAGACCTTAA..................................................................................................................................................................................... 27 0 10 0.80 8 0 1 2 0 0 0 0 0 0 0 0 0 0 1 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................ACAAGCGGACCATTAAATTTAGCTT.......................................................................................................................................................... 25 0 14 0.79 11 2 2 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

.....................................................................AGGACAAGCGGACCATTAAATTTAGCTT.......................................................................................................................................................... 28 0 14 0.79 11 4 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................TGGAAGACCTTAAGGACAAGC............................................................................................................................................................................. 21 0 9 0.78 7 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................TGACTAGCTACCAGTGGAAGACCTTA...................................................................................................................................................................................... 26 0 10 0.70 7 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................GACTAGCTACCAGTGGAAGA........................................................................................................................................................................................... 20 0 13 0.69 9 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

..........................................................GGAAGACCTTAAGGACAAGCGGACCA....................................................................................................................................................................... 26 0 9 0.67 6 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................ACAATGATCCGCTAGTATTAACTCAT................................................................ 26 0 11 0.64 7 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................................TGGAAGACCCTAAGGACAAGCGGAC.... 25 0 8 0.63 5 1 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................GGTTGACTAGCTACCAGTGGAAG............................................................................................................................................................................................ 23 0 13 0.62 8 0 0 1 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................AAGCGGACCATTAAATTTAGCTT.......................................................................................................................................................... 23 0 14 0.57 8 3 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

........................................................GTGGAAGACCTTAAGGACAAGCGGAC......................................................................................................................................................................... 26 0 9 0.56 5 2 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................GGAAGACCTTAAGGACAAGCGGAC......................................................................................................................................................................... 24 0 9 0.56 5 0 2 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................CGAACAATGATCCGCTAGTAT........................................................................ 21 0 11 0.55 6 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................TAATCCAAAAAACACCGTTTAAAAT.......................................................................................................... 25 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................GATTTTTAATCCAAAAAA....................................................................................................................... 18 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................CAACGAACAATGATCCGCTAGTATT....................................................................... 25 0 11 0.45 5 1 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................GGAAGACCTTAAGGACAAGCGGACC........................................................................................................................................................................ 25 0 9 0.44 4 2 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................AGTGGAAGACCTTAAGGACAAGCGGA.......................................................................................................................................................................... 26 0 9 0.44 4 0 0 3 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................TGACCCTTGGTTGACTAGCTA...................................................................................................................................................................................................... 21 0 7 0.43 3 0 0 0 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................AGCTTTTTAGTTTGTTAAACGGGATTT.................................................................................................................................... 27 0 10 0.40 4 0 0 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................GCTACCAGTGGAAGACCTTAAGGAC................................................................................................................................................................................. 25 0 10 0.40 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................TTGACTAGCTACCAGTGGAAGACCTT....................................................................................................................................................................................... 26 0 10 0.40 4 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................CCGCTAGTATTAACTCATCGTCCAC......................................................... 25 0 10 0.40 4 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................................................................................GACCCTAAGGACAAGCGGACCAT. 23 0 8 0.38 3 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................................TGGAAGACCCTAAGGACAAGC........ 21 0 8 0.38 3 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................ACAATGATCCGCTAGTATTAA..................................................................... 21 0 11 0.36 4 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................TGATCCGCTAGTATTAACTCA................................................................. 21 0 11 0.36 4 0 0 1 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................CTTTTTAGTTTGTTAAACGGGATTTTT.................................................................................................................................. 27 0 11 0.36 4 0 0 3 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................GTTTGTTAAACGGGATTTTTA................................................................................................................................. 21 0 11 0.36 4 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................AACAATGATCCGCTAGTATTA...................................................................... 21 0 11 0.36 4 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................CGAACAATGATCCGCTAGTATTAAC.................................................................... 25 0 11 0.36 4 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................GAAGACCTTAAGGACAAGCGGACCAT...................................................................................................................................................................... 26 0 9 0.33 3 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................TGGAAGACCTTAAGGACAAGCGGACCA....................................................................................................................................................................... 27 0 9 0.33 3 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................TGGAAGACCTTAAGGACAAGCGGACCAT...................................................................................................................................................................... 28 0 9 0.33 3 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................GTTGACTAGCTACCAGTGGAA............................................................................................................................................................................................. 21 0 13 0.31 4 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................GACTAGCTACCAGTGGAAGAC.......................................................................................................................................................................................... 21 0 13 0.31 4 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................AGTGGAAGACCTTAAGGACAA............................................................................................................................................................................... 21 0 10 0.30 3 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................TGGTTGACTAGCTACCAGTGGAAGACCT........................................................................................................................................................................................ 28 0 10 0.30 3 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................CTAGTATTAACTCATCGTCCACATAT..................................................... 26 0 10 0.30 3 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................TAGCTACCAGTGGAAGACCTT....................................................................................................................................................................................... 21 0 10 0.30 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................CCGCTAGTATTAACTCATCGTCCACATAT..................................................... 29 0 10 0.30 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................CAGTGGAAGACCTTAAGGACA................................................................................................................................................................................ 21 0 10 0.30 3 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................TAGTTTGTTAAACGGGATTTTTAAT............................................................................................................................... 25 0 10 0.30 3 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................CAGGACAAGCGGACCATTAAA.................................................................................................................................................................. 21 1 20 0.30 6 0 0 0 0 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................ATTAACTCATCGTCCACATATGACTAT............................................... 27 0 7 0.29 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................CGTCCACATATGACCCTTGGTTGACT........................................................................................................................................................................................................... 26 0 7 0.29 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................GACCCTTGGTTGACTAGCTACCAGT................................................................................................................................................................................................. 25 0 7 0.29 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............TAACTCATCGTCCACATATGACCCT.................................................................................................................................................................................................................... 25 0 7 0.29 2 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......TTGGTATTAACTCATCGTCCACATAT.......................................................................................................................................................................................................................... 26 0 7 0.29 2 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................AGCGGACCATTAAATTTAGCT........................................................................................................................................................... 21 0 14 0.29 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

.............................................................................................................................................................ACGAACAATGATCCGCTAGTATTAAC.................................................................... 26 0 11 0.27 3 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................TTAGTTTGTTAAACGGGATTT.................................................................................................................................... 21 0 11 0.27 3 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................................................................GGAAGACCCTAAGGACAAGCGGACC... 25 0 8 0.25 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................................................................GGAAGACCCTAAGGACAAGCGGACCA.. 26 0 8 0.25 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................................GAAGACCCTAAGGACAAGCGGAC.... 23 0 8 0.25 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................................GAAGACCCTAAGGACAAGCGGACCAT. 26 0 8 0.25 2 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................................................................GGAAGACCCTAAGGACAAGCGGAC.... 24 0 8 0.25 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................................................................AGACCCTAAGGACAAGCGGACC... 22 0 8 0.25 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................................GAAGACCCTAAGGACAAGCG....... 20 0 8 0.25 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................ACAAGCGGACCATTAAATTTA.............................................................................................................................................................. 21 0 17 0.24 4 0 0 1 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................TAGTGGAAGACCTTAAGGACAAGCGGA.......................................................................................................................................................................... 27 1 9 0.22 2 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................GAAGACCTTAAGGACAAGCGGAC......................................................................................................................................................................... 23 0 9 0.22 2 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................GTGGAAGACCTTAAGGACAAGCGGA.......................................................................................................................................................................... 25 0 9 0.22 2 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................CCAGTGGAAGACCTTAAGGACAAGC............................................................................................................................................................................. 25 0 9 0.22 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................CGGACCATTAAATTTAGCTTT......................................................................................................................................................... 21 0 14 0.21 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................GGACAAGCGGACCATTAAATTTAGCT........................................................................................................................................................... 26 0 14 0.21 3 1 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................GCGGACCATTAAATTTAGCTT.......................................................................................................................................................... 21 0 14 0.21 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

......................................................................GGACAAGCGGACCATTAAATTTAGCTTT......................................................................................................................................................... 28 0 14 0.21 3 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................................CATTGACTAGCAACCACTGGAAGACCCT.................. 28 1 5 0.20 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................CGACTAGCAACCACTGGAAGACCCT.................. 25 1 5 0.20 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................................GATTGACTAGCAACCACTGGAAGACCCT.................. 28 0 5 0.20 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................TGACTAGCAACCACTGGAAGACCCTA................. 26 0 5 0.20 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................................................CTGGAAGACCCTAAGGACAAGCGGAC.... 26 0 5 0.20 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................................TGATTGACTAGCAACCACTGGAAGACC.................... 27 0 5 0.20 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................................CTATTGATTGACTAGCAACCACT............................ 23 0 5 0.20 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................................................................AGCAACCACTGGAAGACCCTAAGGAC............ 26 0 5 0.20 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................AAAGCTTTTTAGTTTGTTAAACGGGATTT.................................................................................................................................... 29 2 10 0.20 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................AGTGGAAGACCTTAAGGACAAG.............................................................................................................................................................................. 22 0 10 0.20 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................AGCTACCAGTGGAAGACCTTA...................................................................................................................................................................................... 21 0 10 0.20 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................TTGACTAGCTACCAGTGGAAGACCT........................................................................................................................................................................................ 25 0 10 0.20 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................CTTAAGGACAAGCGGACCATTAAATTT............................................................................................................................................................... 27 0 10 0.20 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................GGTTGACTAGCTACCAGTGGAAGACCTT....................................................................................................................................................................................... 28 0 10 0.20 2 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................AGCTACCAGTGGAAGACCTTAAG.................................................................................................................................................................................... 23 0 10 0.20 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TAGCTTTTTAGTTTGTTAAACGGGATT..................................................................................................................................... 27 0 10 0.20 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................AGCTTTTTAGTTTGTTAAACGGGAT...................................................................................................................................... 25 0 10 0.20 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................CCGCTAGTATTAACTCATCGTCCACA........................................................ 26 0 10 0.20 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................TTAAGGACAAGCGGACCATTAAATT................................................................................................................................................................ 25 0 20 0.20 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................GGACAAGCGGACCATTAAAT................................................................................................................................................................. 20 0 20 0.20 4 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................CAACGAACAATGATCCGCTAGTAT........................................................................ 24 0 11 0.18 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................TTTTAGTTTGTTAAACGGGATTTTTA................................................................................................................................. 26 0 11 0.18 2 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................TTTTAGTTTGTTAAACGGGAT...................................................................................................................................... 21 0 11 0.18 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................TAGTTTGTTAAACGGGATTT.................................................................................................................................... 20 0 11 0.18 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................CTAAAAACCAACGAACAATGATCCGCT............................................................................. 27 0 11 0.18 2 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................AATGATCCGCTAGTATTAACT................................................................... 21 0 11 0.18 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................TTAGTTTGTTAAACGGGATTTTT.................................................................................................................................. 23 0 11 0.18 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................AACAATGATCCGCTAGTATTAACTCAT................................................................ 27 0 11 0.18 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................CTTTTTAGTTTGTTAAACGGGATTTT................................................................................................................................... 26 0 11 0.18 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................CAATGATCCGCTAGTATTAAC.................................................................... 21 0 11 0.18 2 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................ACTAAAAACCAACGAACA....................................................................................... 18 1 12 0.17 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................CTTAAGGACAAGCGGACCATTAAATT................................................................................................................................................................ 26 0 20 0.15 3 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................AAAGGACAAGCGGACCATTAAAT................................................................................................................................................................. 23 1 20 0.15 3 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................CTTAAGGACAAGCGGACCATTAAAT................................................................................................................................................................. 25 0 20 0.15 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

......GTTGGTATTAACTCATCGTCC................................................................................................................................................................................................................................ 21 0 7 0.14 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............TAACTCATCGTCCACATATGACCCTT................................................................................................................................................................................................................... 26 0 7 0.14 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................CATATGACCCTTGGTTGACT........................................................................................................................................................................................................... 20 0 7 0.14 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................CCACATATGACCCTTGGTTGACTAGCTA...................................................................................................................................................................................................... 28 0 7 0.14 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....CCGTTGGTATTAACTCATCGTCCAC.............................................................................................................................................................................................................................. 25 0 7 0.14 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................TGACCCTTGGTTGACTAGCTAC..................................................................................................................................................................................................... 22 0 7 0.14 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................CGTCCACATATGACCCTTGGTTGAC............................................................................................................................................................................................................ 25 0 7 0.14 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................CCACATATGACCCTTGGTTGA............................................................................................................................................................................................................. 21 0 7 0.14 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................ATATGACCCTTGGTTGACTAGCTAC..................................................................................................................................................................................................... 25 0 7 0.14 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................CGTCCACATATGACCCTTGGTTGACTAG......................................................................................................................................................................................................... 28 0 7 0.14 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................ATTAACTCATCGTCCACATATGACT................................................. 25 0 7 0.14 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................GTATTAACTCATCGTCCACATATGACT................................................. 27 0 7 0.14 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................CAAGCGGACCATTAAATTTAGCTT.......................................................................................................................................................... 24 0 14 0.14 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................AAGCGGACCATTAAATTTAGCTTT......................................................................................................................................................... 24 0 14 0.14 2 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................GCGGACCATTAAATTTAGCTTTTT....................................................................................................................................................... 24 0 14 0.14 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................................TGGAAGACCCTAAGGACAAGCGGACCAT. 28 0 8 0.13 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................................................................................GACCCTAAGGACAAGCGGA..... 19 0 8 0.13 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................................TGGAAGACCCTAAGGACAAGCGGA..... 24 0 8 0.13 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................................................................................CTAAGGACAAGCGGACCATT 20 0 8 0.13 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................................................................ACCCTAAGGACAAGCGGACCA.. 21 0 8 0.13 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................TGGAAGACCTTAAGGACAAGCGGA.......................................................................................................................................................................... 24 0 9 0.11 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................AAGACCTTAAGGACAAGCGGACCAT...................................................................................................................................................................... 25 0 9 0.11 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................TGGAAGACCTTAAGGACAAGCGGACC........................................................................................................................................................................ 26 0 9 0.11 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................AGACCTTAAGGACAAGCGGA.......................................................................................................................................................................... 20 0 9 0.11 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................AGACCTTAAGGACAAGCGGACCATT..................................................................................................................................................................... 25 0 9 0.11 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................CAGTGGAAGACCTTAAGGACAAGCG............................................................................................................................................................................ 25 0 9 0.11 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TAAGACCTTAAGGACAAGCGGACCAT...................................................................................................................................................................... 26 1 9 0.11 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................CAGTGGAAGACCTTAAGGACAAGCGGAC......................................................................................................................................................................... 28 0 9 0.11 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................TTGGAAGACCTTAAGGACAAGCGGA.......................................................................................................................................................................... 25 1 9 0.11 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................CAGTGGAAGACCTTAAGGACAAGC............................................................................................................................................................................. 24 0 9 0.11 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................GAAGACCTTAAGGACAAGCGGACCATT..................................................................................................................................................................... 27 0 9 0.11 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................AGACCTTAAGGACAAGCGGACCAT...................................................................................................................................................................... 24 0 9 0.11 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................GTGGAAGACCTTAAGGACAAGCGG........................................................................................................................................................................... 24 0 9 0.11 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................TGAAGACCTTAAGGACAAGCGGACCAT...................................................................................................................................................................... 27 1 9 0.11 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................GTGGAAGACCTTAAGGACAAGC............................................................................................................................................................................. 22 0 9 0.11 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................AAGACCTTAAGGACAAGCGGACCATT..................................................................................................................................................................... 26 0 9 0.11 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................AAGGACAAGCGGACCATTAAATTT............................................................................................................................................................... 24 0 18 0.11 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................ATTAAATTTAGCTTTTTAGTT................................................................................................................................................... 21 0 10 0.10 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TACCAGTGGAAGACCTTAAGGACAAG.............................................................................................................................................................................. 26 0 10 0.10 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................CGGACCATTAAATTTAGCTTTTTAGTTT.................................................................................................................................................. 28 0 10 0.10 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................TGATCCGCTAGTATTAACTCATCGTCCA.......................................................... 28 0 10 0.10 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TTAGCTTTTTAGTTTGTTAAACGGGATTT.................................................................................................................................... 29 0 10 0.10 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................TTTAGTTTGTTAAACGGGATTTTTAA................................................................................................................................ 26 0 10 0.10 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................GCTACCAGTGGAAGACCTTAA..................................................................................................................................................................................... 21 0 10 0.10 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................AGTTTGTTAAACGGGATTTTTAA................................................................................................................................ 23 0 10 0.10 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................TAGTATTAACTCATCGTCCAC......................................................... 21 0 10 0.10 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................AGCTTTTTAGTTTGTTAAACGGGATT..................................................................................................................................... 26 0 10 0.10 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................GTTGACTAGCTACCAGTGGAAGACCTT....................................................................................................................................................................................... 27 0 10 0.10 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................CTACCAGTGGAAGACCTT....................................................................................................................................................................................... 18 0 10 0.10 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................CCAGTGGAAGACCTTAAGGAC................................................................................................................................................................................. 21 0 10 0.10 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................TAGCTACCAGTGGAAGACCTTAAGGAC................................................................................................................................................................................. 27 0 10 0.10 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................TTAAATTTAGCTTTTTAGTTTGTT............................................................................................................................................... 24 0 10 0.10 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................TTAGTTTGTTAAACGGGATTTTTAAT............................................................................................................................... 26 0 10 0.10 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................GCTAGTATTAACTCATCGTCCAC......................................................... 23 0 10 0.10 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................TTAAGGACAAGCGGACCATTAAATTT............................................................................................................................................................... 26 0 10 0.10 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................GATCCGCTAGTATTAACTCATCGTCCAC......................................................... 28 0 10 0.10 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................CCGCTAGTATTAACTCATCGTCCACATA...................................................... 28 0 10 0.10 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TACCAGTGGAAGACCTTAAGGAC................................................................................................................................................................................. 23 0 10 0.10 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................ACTAGCTACCAGTGGAAGACCTTAAGG................................................................................................................................................................................... 27 0 10 0.10 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TTAGCTTTTTAGTTTGTTAAACGGGAT...................................................................................................................................... 27 0 10 0.10 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................CTACCAGTGGAAGACCTTAAGGACAA............................................................................................................................................................................... 26 0 10 0.10 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TAGCTTTTTAGTTTGTTAAACGGGAT...................................................................................................................................... 26 0 10 0.10 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................CCGCTAGTATTAACTCATCGTCCA.......................................................... 24 0 10 0.10 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................GCTACCAGTGGAAGACCTTA...................................................................................................................................................................................... 20 0 10 0.10 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................GGACAAGCGGACCATTAAA.................................................................................................................................................................. 19 0 20 0.10 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................AAGGACAAGCGGACCATTAAA.................................................................................................................................................................. 21 0 20 0.10 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................GACAAGCGGACCATTAAATTT............................................................................................................................................................... 21 0 20 0.10 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................AAGGACAAGCGGACCATTAAAT................................................................................................................................................................. 22 0 20 0.10 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................CAGGACAAGCGGACCATTAAAT................................................................................................................................................................. 22 1 20 0.10 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

...............................................................ACCTTAAGGACAAGCGGACCATTAAAT................................................................................................................................................................. 27 0 20 0.10 2 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................TAAGGACAAGCGGACCATTAA................................................................................................................................................................... 21 0 20 0.10 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................ATTAGTTTGTTAAACGGGATTT.................................................................................................................................... 22 1 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................AAACACCGTTTAAAATAT........................................................................................................ 18 0 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................AATGATCCGCTAGTATTAACTCATCGT............................................................. 27 0 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................TGATCCGCTAGTATTAACTCATCGTCC........................................................... 27 0 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................ACCAACGAACAATGATCCGCTAGTAT........................................................................ 26 0 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................GAACAATGATCCGCTAGTATTAACTCA................................................................. 27 0 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................TGATCCGCTAGTATTAACTCAT................................................................ 22 0 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................TTTAGTTTGTTAAACGGGATTTTTA................................................................................................................................. 25 0 11 0.09 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................AACCAACGAACAATGATCCGCTAGTAT........................................................................ 27 0 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................ACGAACAATGATCCGCTAGTATTAACT................................................................... 27 0 11 0.09 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................GAACAATGATCCGCTAGTATT....................................................................... 21 0 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................TAGTTTGTTAAACGGGATT..................................................................................................................................... 19 0 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................CTTTTTAGTTTGTTAAACGGGATT..................................................................................................................................... 24 0 11 0.09 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................CAACGAACAATGATCCGCTAGTATTAAC.................................................................... 28 0 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................CCAACGAACAATGATCCGCTAGTATTAA..................................................................... 28 0 11 0.09 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................CGAACAATGATCCGCTAGTATT....................................................................... 22 0 11 0.09 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chrUextra:11019843-

11020093 +
dme_383 NNNNGGCAACCATAATTGAGTAGCAGGTGTATACTG--G--------GAACCAACTGATCGATGGTCACCTTCTGGAATTCCTGTTCGCCTGGTAATTTAAAT-CGAAAAATCAAACAATTT---GCCCTA-AAAATTAGGTTT--TTTGTGGCAAATTTTATAG---------ATTTTTGGTTGCTTGTTACTAGGCGATCATAATTGAGTAGCAGGTGTATACTGATA--------ACTAACTGATCGTTGGTGACC-TTCTGGGATTCCTGTTCGCCTGGTAA

droSim2 x:3972459-3972703 - ----G-TGATCATAAT-GAGTAGCAGGTGTATACTG--A--------AAACCAACTGATCGTTTGTCACCTTCTGGGATTCCTGTTCGCCTGGTAATTTAAAC-CGAAAAATCAAACAATTT---GCATTACAAAATGCGCATT--TTTGTGCCGAATTAGATAG---------ATTTTTGGATTTTTGGTACCAAGTGATCATAATC-AGTAACAGGTGTATACTGAAA--------ACCAACAGATCGTTGGTCACC-TTCTGGGATTCCTGTTCGCCTGGTAA

droSec2 scaffold_4:2447233-
2447477 +

----G-TGATCATAAT-CAGTAACAGGTGTATACTG--A--------AAACCAACTGATCGTTGGTCACCTTCTGGGATTCCTGTTCGCCTGGTAATTTAAAC-CGAAAAATCAAACAATTT---GCATTACAAAATGCGCGAT--TTTGTGCCGAATTTGTTAG---------GTTTTTGGATTTTTGGTACCAAGTGATCATAATC-AGTAACAGGTGTATACTGAAA--------ACCAACTGATCGTTGGTCACC-TTCTGGGATTCCTGTTCGCCTGGTAA

droYak3 X:7185176-7185410 - ----GGCAACCATAAT-TAGCAGTAGGTGGCTACTT--A--------AATCGAAATGATCGTTGGCCACTTCCTGACATTTCTGTTTGCCTGGTATCTGAAATTCGAAATATC--TCAATTTTTCGGCTTA-AAAGTCCGGTT---T-----------TTGGGAC---------ATTTCATTGTTTTATGCACCAGGCAACCATAATT-AGCAGTAGGTGGCTACTTAAA--------TCGAAATGATCGTTGGCCACT-TCCTGACATTTCTGTTTGCCTGGTAT
droEre2 scaffold_4644:1425330-

1425574 +
----GGCAATCATAAT-AAGTAGCAGGTGGCTACCG--A--------AAACCAAACGATCGTTGGTCACCTTCTGGAATTCCTGTTCGCCTGGTAATTTAAATCGCAAAAATCTCACAATTT--TGC-CTACAAAATGTACATT--TTTATGGCAAATTG--TAG---------ACTTTTCGGATTAAATTACCAGGCGATCATAATC-AGCAGCAGGTGGCTACCGAAA--------ACCAAACGATCGTTGGTCACC-TTCTGGAATTCCTGTTCGCCTGGTAA

droEug1 scf7180000409548:621568-
621829 +

----GGCAGCCATATTGAAATGGCAGCCATCTTGAAAAAATGTTCTTACTCAAAATAAACAGAAATCACTTGCTGCGGATTCTGTTCGCCTGGTAGCTGAAAT-ACAAAAATCGATCTATTT---GACTGCGGAAAAATGTCGTT-TGGGCAGGAAATTCAATTGATTTCAACGATTTTGCTTTTTCAAATACCAGGCGAACAGAAACGCATAGCAGGTAAC---CAGAAATCTGTTGACTTACATATTGTTAGAGATGGCTCCGTGATTGCTG------------

droBia1 scf7180000302069:657871-
658060 +

----GGCGAACATAAA-AACTAGTAGGTATCTACCG--GATCTTATAAATTCAGAAATTGCGCAGTCACCTCCTGTAATTTCTGTTCGCCTGGTATTTTAAAT--AAAAAATCTCTGGATTC---GCCCTTCAATATTCGTCA---------------TTGGCAA---------ATTTCCCGTCCCTGAATACCAGGCGAACATAAAC-AATAGTAGGTTTCTACTG-----------------------------------------------------------
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----AACC---GCAGTTTGGGAGCAACTGTGCGCTG--C--------CAAAAAATTTATGAATAACCACTTCCCAACTTTTCTGTTCGCCTGGTACTTCAAAA-TCAGAAATTGCACAATTT---GCTTCG-GAAATATTGGGTTTGGTCGGTCCATTTTGACGG---------ATTTTTCGATTAGCAACACCAGGCCAACATAAGC-AATAGCAGG--------------------------------------------------------------------

droKik1 scf7180000297996:764-825
+

----AAAAA--------------------------------------------------------------------------------------------------------------TTT---TTTTCTTAATATAAGCCTT--GTTATGG-----------------------------------------------------------------------------------------------------TCAGT-TTTTAAGATTTTCGGTCGTTTAT---
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ACTGCTGTAAATCCTTTAAAATTTATTCTTCATATTCGCTTATATATACAGGCATGTAAACAAATTCGTAAGAATTTTACGATATCGATTTGAAATAAAAAAAAACGGTTCTCCGGTTTTCGAAATCGTAAGAATTTTTCGATTTGTAAGACGGGCACTTTTGTCTGGCCGAAATGAAATGTATAAGTATATCTAAACGTTTTATATCAA
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................................................................................................................................TAAGAATTTTTCGATTTGTCT............................................................. 21 2 19 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................TAAGAATTTTTCGATTTG................................................................ 18 0 19 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................TAAGAATTTTTCGATTTGT............................................................... 19 0 19 0.05 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................TAAGAATTTTTCGATTTGTA.............................................................. 20 0 19 0.05 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................GTAAGAATTTTTCGATTTGTAT............................................................. 22 1 19 0.05 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TGACGACATTTAGGAAATTTTAAATAAGAAGTATAAGCGAATATATATGTCCGTACATTTGTTTAAGCATTCTTAAAATGCTATAGCTAAACTTTATTTTTTTTTGCCAAGAGGCCAAAAGCTTTAGCATTCTTAAAAAGCTAAACATTCTGCCCGTGAAAACAGACCGGCTTTACTTTACATATTCATATAGATTTGCAAAATATAGTT

***********************************...............(((......((((((.((.((((.(((((((((.((((.............((..(((....)))..)))))).))))))))).)))).))))))))....((((((....))))))))).....***********************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V145

S2-
DRSC

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

V008

S2-
DRSC

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

SRR031692

Total
small
RNAs from
Oregon R

SRR060648

A2_ovaries_FLAG-
Aub

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR060653

hs-Penelope_
ovaries_total

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

SRR065806

Piwi-
IP_squ_mut_ovaries

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

GSM609234

CS Â male
total RNA
Â 

GSM609222

ML-DmBG1-
C1

GSM286605

2-6h #1
(8)

SRR060649

A2_ovaries_FLAG-
Piwi

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

GSM609227

CMEW1
Cl.8+
cell

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM280082

WT
ovaries
(18-29nt)

SRR065801

zuc_het(H-
Y)_ovaries

V139

Cold_female_body
V144

OSC

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR014273

Ovary_rep1_Har_P

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR001349

heterozygous_dcr-
2_untreated

SRR010953

Aub
heterozygotes,
oxidized

SRR014282

Ovary_rep1_wK_P

GSM609225

ML-DmBG3-
C2

GSM609238

embryo
14-24hr

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM180330

very
early
embryo
(0-1)

GSM313160

dcr-2
homozygous,
oxidized

GSM379053

Aub
Mutant

GSM379062

Squ
Mutant

GSM379065

Zuc
Heterozygote

GSM467731

Dmel_loq_sRNAseq

GSM286613

0-1hr #1
(A)

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR014280

Ovary_rep1_w1118_P

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR060646

yw67c23(2)_ovaries_total

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

GSE24545

CS ovary
total
RNA

V140

Dessication_female_body

V142

Oxidation_female_body

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V085

CME
W2
wing
disc

V074

S3

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM609237

ago2[414]
ovary
total RNA

GSM609229

embryo 2-
6hr

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V073

mbn2

GSM385822

OSS_s8

GSM609226

CMEW1
Cl.8+
cell

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM379064

Vasa
Mutant

GSM609239

IR- 2-
18hr

V078

Desiccation,
female head

V032

S1
cell

GSM467730

Dmel_r2d2_sRNAseq

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM609217

MLDmD20c5

V015

DreRFHV148h

V126

CME
L1

GSM385748

OSS_s6

V022

ML-
DmD32
cell

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V141

Heat_female_body

V146

S1
cell

GSM609223

male, one
day

GSM399105

disk #2

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

GSM379056

Krimp
Heterozygote

GSM609247

heat
female
head

V086

female
body,
aged

GSM609221

1182-4H
cell

V091

fGS/OSS
total
Â 

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

GSM628272

ago2[414]
ovary
total RNA

V135

CME
W2
(wing
disc
line)

SRR001347

ago2_untreated

V003

dsDcr-1
(katsutomo
RNA)

GSM609235

CMEL1

SRR029033

lacZ
knockdown

GSM609224

female,
one day

SRR001348

ago2_oxidized

V079

Oxidation,
female
head

V080

Starvation,
female head

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1
GSM385821

OSS_s7

SRR060651

A2_ovaries_Ago3

AGO3

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

GSM385744

OSS_s2

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

SRR029032

r2d2
knockdown

V096

loqsKO/f00791
ovary

...............................................................................................................AGGCCAAAAGCTTTAGCATTCTTAAA......................................................................... 26 0 1 5.00 5 0 0 0 1 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................TGAAAACAGACCGGCTTTACTTTACATAT......................... 29 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................TTTTTGCCAAGAGGCCAAAAGCTT...................................................................................... 24 0 1 4.00 4 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................CAAGAGGCCAAAAGCTTTAGCATTCT............................................................................. 26 0 1 3.00 3 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................AAGCTAAACATTCTGCCCGTGAAA................................................. 24 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................TTTTTGCCAAGAGGCCAAAA.......................................................................................... 20 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................TAGCATTCTTAAAAAGCTAAACAT.............................................................. 24 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................TTTTTGCCAAGAGGCCAAAAGCTTT..................................................................................... 25 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................TGAAAACAGACCGGCTTTACTTTACAT........................... 27 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................ATTCTTAAAAAGCTAAACATT............................................................. 21 0 19 2.21 42 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 3 17 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................ATTTTAAATAAGAAGTATAAGCGAAT........................................................................................................................................................................ 26 0 1 2.00 2 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................ATATATGTCCGTACATTTGTTTAAGCAT............................................................................................................................................ 28 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................AAAACAGACCGGCTTTACTTTA.............................. 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................ATATGTCCGTACATTTGTTTAAGCAT............................................................................................................................................ 26 0 1 2.00 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................TTGCCAAGAGGCCAAAAGCTTTAGCAT................................................................................ 27 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................GCCAAGAGGCCAAAAGCTTTAGCATTCT............................................................................. 28 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................CGCCCGTGAAAACAGACCGGCTTT.................................... 24 1 3 1.33 4 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................CATTCTTAAAAAGCTAAACAT.............................................................. 21 0 19 1.05 20 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 5 0 0 0 0 0 0 3 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

................................................................AAGCATTCTTAAAATGCTATAGCTA......................................................................................................................... 25 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........TAGGAAATTTTAAATAAGAAGTAT................................................................................................................................................................................ 24 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................AGGCCAAAAGCTTTAGCATTCTTAAAA........................................................................ 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................ACATTCTGCCCGTGAAAACAGACCGGCT...................................... 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................TTTTTGCCAAGAGGCCAAAAGCT....................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................TAAAAAGCTAAACATTCTGCCCGT..................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................AGCGAATATATATGTCCGTACAT........................................................................................................................................................ 23 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................CCAAGAGGCCAAAAGCTTTAGCATTCTT............................................................................ 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................TTTTTTGCCAAGAGGCCAAAAGCTTT..................................................................................... 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................GTATAAGCGAATATATATGT................................................................................................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................TAGCATTCTTAAAAAGCTAAACATTCT........................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................TTTTTTGCCAAGAGGCCAAAAGCTTTA.................................................................................... 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................TTTAAATAAGAAGTATAAGCGAAT........................................................................................................................................................................ 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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.....................AAATAAGAAGTATAAGCGAATATAT.................................................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................TTCTGCCCGTGAAAACAGACCGGCTT..................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................AAGCGAATATATATGTCCGTACAT........................................................................................................................................................ 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................TGCCAAGAGGCCAAAAGCTTTA.................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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.......................................................................................................................................................................CGGCTTTACTTTACATATTCATATAGAT............... 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................TCTTAAAATGCTATAGCTAAACT..................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................CAGACCGGCTTTACTTTACATATTCAT..................... 27 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................TAAAAAGCTAAACATTCTGCCCGTGAAA................................................. 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........TAGGAAATTTTAAATAAGA..................................................................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................GCCAAGAGGCCAAAAGCTTTAGCATT............................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................GCCAAGAGGCCAAAAGCTTTAGCAT................................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................TTAAATAAGAAGTATAAGCGAATAT...................................................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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........................................................................................................TGCCAAGAGGCCAAAAGCTTTAGCAT................................................................................ 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................TTCTGCCCGTGAAAACAGACCGGCT...................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................TATGTCCGTACATTTGTTTA................................................................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................TTTTTTTGCCAAGAGGCCAAAA.......................................................................................... 22 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................GACCGGCTTTACTTTACATATTCAT..................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................TTTTTTGCCAAGAGGCCAAAA.......................................................................................... 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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.........................................................................................................................................AAGCTAAACATTCTGCCCGTGAAAAC............................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................ATGTCCGTACATTTGTTTAAGCATT........................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................TCTGCCCGTGAAAACAGACCGGCTT..................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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........................................................................................................................................................CCCGTGAAAACAGACCGGCTTTACTTT............................... 27 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................CCCGTGAAAACAGACCGGCTTTACT................................. 25 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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.................................................................................................................................TTCTTAAAAAGCTAAACATT............................................................. 20 0 19 0.42 8 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................TGAAAACAGACCGGCTTTACT................................. 21 0 5 0.40 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........CTAGGAAATTTTAAATAA....................................................................................................................................................................................... 18 1 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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.........................................................................................................................................................CCGTGAAAACAGACCGGCTTTAC.................................. 23 0 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................CCGTGAAAACAGACCGGCTTTACTTT............................... 26 0 3 0.33 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................AATTCTTAAAAAGCTAAACATT............................................................. 22 1 19 0.32 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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.........................................................................................................................................................CCGTGAAAACAGACCGGCTTT.................................... 21 0 4 0.25 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................GTGAAAACAGACCGGCTTTACTT................................ 23 0 4 0.25 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................TATTCTTAAAAAGCTAAACATT............................................................. 22 1 20 0.15 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................TCTTAAAAAGCTAAACATT............................................................. 19 0 19 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................TTCTTAAAAAGCTAAACAT.............................................................. 19 0 19 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................ATTCTTAAAAAGCTAAACAT.............................................................. 20 0 19 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................TTTCTTAAAAAGCTAAACATT............................................................. 21 1 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................TTAAAAAGCTAAACATT............................................................. 17 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2RHet:1621819-1622028 + block631678 ACTGC--TGTAAATCCTTTAAAATTTAT---TCTTCATA-TTCGCTT-----ATATATACAGGCAT------GTAAACAAATTC-GTAAGAATTTTACGATATC----------------------------------------G---------ATTTGAA-ATA------AAAAAAAACGGTTCTCCGGTTTTCGA-AA-TCGTAAGAATTTTTCGATTTGTAAGACGGGCACTTTTGTCTGGCCGAAATGAAATGTATAAG----TATATCTAAACGTTTTATATCAA
droSim2 3l:22792532-22792724 + TAATAGTTATTTATCTT-------------------ATA-TTAAAAT-----ATATTACCGGGCATGCTCCGGTAACAGAATTC-GTAAGAATTTTGTGATTTC----------------------------------------G---------ATTTGAA-ACC-------GAAAAAACGGTGCTCCGGTTTTCAA-AA-TCGTAATATT-TTTCGATTTGTAAAACAGGCTCTTTTGTCTGGCCGTAATGCAAAGTAAAGC----CTTTT-------TTTTATATCAA
droSec2 scaffold_70:26234-26494 - ACTGC--TGTAAATCCTTTAAAAATTAT---TTCTTATA-TTTGCTC-----ATATATACGGGCT-------GTAATCAAATTC-GTAAGAATTTTACGATTTTAATTTAAAATCGAAAAATCGGTTCTCCGGTTTTCGAAATCGTATAATTTTTTTTTTA------AATC-GAAAAATCGGTTCTCCGGTTTTCAA-AA-TCGTATAATT-TTTTGATTTGTAAGACGGCCTCTTTTGTCTTGCTGAAATAATATGTACATATATGTAAATATAAATGTATTATATCAA
droYak3 4:1126916-1127112 - TATA-------AAACAACTAGGATTTAT---ACATAA------TCAT-----ATACATACAGGCATGCTCCGGTAATCGAATTC-GTAAGATTTTTAAGATTTT----------------------------------------G---------ATTTGAA-ATC-------GAAAAATTGGTGCTCTGGTTTTCGA-AA-TCGTAAGAATTGTTCGATTTGTAAAA-GGGCACTTTTGTCTGGCCAAAAAGAAAAGTAAATG----CCTCT-------TTTTATATCAA
droEre2 scaffold_4929:23828756-

23828824 +
ACTATGTTGCAAAACCTTTAAATATTAT---TTTTAA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTGTTTGATATATAAATT----CCATT-------TATTTAAACAA

droEug1 scf7180000407987:22249-22280
-

TATT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGGCCAAAATAATATATATAAG----TATAT-----------------C

droBia1 scf7180000302288:9976-10009
-

AAATGTTTA-TATA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTTCAAAA---------------------------------------------------AGTTTATATCAA

droTak1 scf7180000415185:325146-
325191 -

ATTGC--TTTCAATCTTTCAAAATTTAT---ACCCGA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCT-------TTTTATATATA

droRho1 scf7180000778015:30342-30442
-

TCCAAACTT-TA---------------G---TCTGAAAA-TATAATG-----GTATATAATGGTAA------ACAAAAAACACA-TTACGAATTTTTTGAATTC----------------------------------------A---------GTCTGAC-CTG------ATAATTAATTGTTCTCCG-----------------------------------------------------------------------------------------------------

droFic1 scf7180000454040:228123-
228336 +

ATTTA--TTTTATTTCGTTATTAGCCAT---TATCCATAAATCGCATTTACAATATATACAGGCAGGCTCCGGATTTCACTTTC-ACAAGATTCTCTCGTTTTC----------------------------------------G---------TTTTCAA-AAA-------CGAAAATTGGTGCTCCCGTTTTCAC-TT-TCACAAGACTTTTTCGTTTTCAAAAACGGGCAAGTTTTTTTTGTCGAAATGAAAAGTAAATG----CCTTT-------TTCTACATTAA

droKik1 scf7180000302674:123483-
123684 +

ACCC-----TAAATTTTTTATGATGACTCAATTT---------CTAT-----TTATATTCAGGCCTGCTCCGGTAATCGAAAACGGCAAGAATTTTTCGTTTTC----------------------------------------G---------TTTTTGAAAAC-------GAGAAATTGGTGCTCCGGTAATCGA-AA-TCGAAAGATTTTTTCGATTTGAAAAACGGGCACCTTTTTCTGGCCGGAATGAAAAGTAAATG----GCTTT-------TTTTATATGAA

droBip1 scf7180000395315:12916-13095
+

AATTAATTC-TTTTTCGATTGTAG---------A------------T-----AGTCAAACAGGCATGCTCCGGTTT--------------------TCGTTTTC----------------------------------------G---------TTTTGAA-AACCAAAACGAAAAAATTGGTGCTCCCATTTTCAC-TT-TCACAAGATTTTTTCGAATTCCAAAACGAAAAAATTTGTCTTGCCGAAATGAAAAGTAAATG----CCTTT-------TTCTATATTAA

dp5 Unknown_singleton_2299:8248-
8386 -

T---------------------------------------------------------------------------------TC-ACAAAAATTTTCCGACTTT----------------------------------------C---------TTTTGAA-ATC------ACATAAATTGGTGCTCCCGTTTTCAC-AATCCGCAAGATTTAT-CCGTTTTTAAAACGAAAACATTTTCCTCGACGAAATGAAAAGTAAACG----GCTTT-------TTATACAACAA

droPer2 scaffold_1:1325849-1326026 + AAATC--TATTAATTATA---------------------------TA-----ACATATTCAGGTACGCTCCGGTTTTCACTTTC-ACAAAAATGTTCCGATA-----------------------------------------------------------------ATACGCAACAATTTTAGATTCCGTTTTCACAAA-ACGCAAGATTTTTGCCATTTTCAAAACGGAAACATTTTCCTCGCCGTAATTAAAAGTAAACG----TCTTT-------TTATATAACAA
droWil2 scf2_1100000004521:9966183-

9966227 +
ATTCA----------------------T---TGTTCATA-TTTATCT-----ATGTGTACAAATAT------AT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATAT-ATAT
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	sblock216052
	chr2L:12421882-12421990 -
	Known Ortholog
	intron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	Mtp_in3
	chr2L:20920227-20920285 -
	Known Ortholog
	mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dme_401
	chr2L:4955590-4955715 +
	candidate
	Canonical miRNA
	CDS
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	CG30456_in5
	chr2R:12993876-12993936 +
	Known Ortholog
	mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dme_250
	chr3R:13889238-13889299 +
	candidate
	Canonical miRNA
	intergenic
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dme_400
	chr3R:23407009-23407135 -
	candidate
	Canonical miRNA
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	block92371
	chr2L:6973236-6973348 -
	Known Ortholog
	three_prime_UTR
	3pUTR
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	CG7861_in5
	chr2R:1931544-1931600 +
	Known Ortholog
	mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dme_411
	chr2R:12718801-12718875 +
	candidate
	Canonical miRNA
	intergenic
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dme_259
	chr3L:21195567-21195619 +
	candidate
	Canonical miRNA
	antisense_to_intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	sblock181387
	chrX:9538471-9538556 -
	Known Ortholog
	intron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dme-mir-13b-2-as
	chrX:8985263-8985332 -
	Known Ortholog
	antisense_to_intron
	antisense_to_intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	block998659
	chr2R:4838727-4838822 +
	Known Ortholog
	intergenic
	intergenic
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	sblock183131
	chrX:11611112-11611229 -
	Known Ortholog
	antisense_to_CDS
	antisense_to_5pUTR
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dme_393
	chr3R:10725650-10725778 -
	candidate
	Canonical miRNA
	CDS
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	CG4294_in1
	chr2R:18492684-18492767 -
	Known Ortholog
	mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	sblock53072
	chr2R:20896404-20896491 -
	Known Ortholog
	intron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	pds5_in8
	chr2R:7918390-7918451 +
	Known Ortholog
	mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dme_389
	chrX:11653996-11654143 +
	candidate
	Canonical miRNA
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	coilin_in2
	chr2R:4012979-4013037 -
	Known Ortholog
	mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	Pka-C2_in4
	chr3R:26521587-26521648 -
	Known Ortholog
	mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dme-mir-312-as
	chr2R:16471561-16471626 +
	Known Ortholog
	intergenic
	intergenic
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dme_404
	chr3L:4213597-4213727 +
	candidate
	Canonical miRNA
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	Fatp_in4
	chr2L:10512870-10512934 -
	Known Ortholog
	mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dme-mir-986-as
	chr2R:4332487-4332586 -
	Known Ortholog
	antisense_to_intron
	antisense_to_intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dme-mir-13a-as
	chr3R:11243264-11243338 +
	Known Ortholog
	intergenic
	intergenic
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dme_402
	chr2R:19612834-19612969 +
	candidate
	Canonical miRNA
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	block665662
	chr2R:1365763-1365863 -
	Known Ortholog
	intron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dme_412
	chr3L:4134060-4134196 -
	candidate
	Canonical miRNA
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dme_428
	chr2L:6011936-6011985 -
	candidate
	MiRNA
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	sblock209286
	chrX:16431153-16431333 +
	Known Ortholog
	intergenic
	intergenic
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	sblock53978
	chr2R:1252139-1252239 +
	Known Ortholog
	intron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	unc-104_in6
	chr2R:12649949-12650016 -
	Known Ortholog
	mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dme_383
	chrUextra:11019893-11020043 +
	candidate
	Canonical miRNA
	intergenic
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	block631678
	chr2RHet:1621869-1621978 +
	Known Ortholog
	intergenic
	intergenic
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs



