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TTACGAAAGCACACCGTGTGCTTTCGATATCGCGACAATGCTATCTAGAGGTGGAGAAACATCGATGTTTTAAAGAACACAACACATCGATGTTTTTCCACCTCTTTTAAAAGTCGTCAAATAGCAATAATAAATAGGAATAGTTATAAATTTG
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Read
size

#
Mismatch

Hit
Count

Total
Norm Total

SRR317113

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

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
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

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
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

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

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

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V146

S1
cell

V125

ML-
DmD9

SRR341115

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

V147

1182-
4H
cell

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609225

ML-DmBG3-
C2

SRR031692

Total
small
RNAs from
Oregon R

GSM399110

KC-48 #2

GSM609250

ML-DmD32
cell

GSM609230

CS,ovary,AGO1IP

AGO1

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V036

ML-
DmD20c5
cell

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM399101

kc167
cell

SRR001338

IR_non-
beta-
eliminated

V148

mbn2

V032

S1
cell

GSM609248

ML-DmD9
cell

V030

ML-
DmD8
cell

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM628272

ago2[414]
ovary
total RNA

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

V080

Starvation,
female head

V074

S3

V008

S2-
DRSC

GSM322543

male head
#1

GSM609221

1182-4H
cell

SRR341118

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

GSM379065

Zuc
Heterozygote

GSM399100

Kc167
cell

V034

ML-
DmD16c3
cell

SRX247212

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

AGO1

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM379057

Krimp
Mutant

GSM609242

s2+48 #2
GSM609219

GM2 cell

V127

G2

GSM322533

female
head #1

GSM609243

KC+48 #1

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

V132

ML-
DmD32

V079

Oxidation,
female
head

GSM379063

Vasa
Heterozygote

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

GSM609227

CMEW1
Cl.8+
cell

V134

ML-
DmD8

GSE24545

CS ovary
total
RNA

SRR298537

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

GSM379064

Vasa
Mutant

GSM609241

s2+48 #1
GSM385748

OSS_s6

SRR001664

homozygous_dcr-
2_untreated

V078

Desiccation,
female head

V145

S2-
DRSC

SRR001349

heterozygous_dcr-
2_untreated

GSM399107

male body
#2

V015

DreRFHV148h

V037

Felix
sample
+mirtrons

SRR001347

ago2_untreated

GSM272653

KC -48 #1

SRR014280

Ovary_rep1_w1118_P
GSM385744

OSS_s2

V022

ML-
DmD32
cell

GSM361908

s2-48
Biological
Replicate
#2

GSM609249

ML-DmD21
cell

SRR298536

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

SRR341117

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

V130

ML-
DmBG3-
c2

GSM609226

CMEW1
Cl.8+
cell

V128

S3

GSM609235

CMEL1

GSM379052

Aub
Heterozygote

GSM379062

Squ
Mutant

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609238

embryo
14-24hr

GSM322219

2-4day
pupae #1

GSM360262

0-2d
pupae

GSM385822

OSS_s8

GSM609251

aged
female
head

SRR031702

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

V085

CME
W2
wing
disc

GSM609244

KC+48 #2

SRR014277

Ovary_rep1_NA_P

SRR029028

untreated
(mock)

GSM609220

ML-DmD21
cell

V137

Male
aged
head

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRX247213

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

AGO2

SRR351332

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

GSM272652

S2 -48
Biological
Replicate
#1

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR014282

Ovary_rep1_wK_P

GSM609229

embryo 2-
6hr

GSM609237

ago2[414]
ovary
total RNA

V138

Male
cold
body

GSM609218

Sg4

GSM379060

SpnE
Heterozygote

GSM379066

Zuc
Mutant

GSM286605

2-6h #1
(8)

GSM286611

6-10h #2
(11)

GSM360260

0-1d
Pupae (w)

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR341116

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

GSM609247

heat
female
head

V141

Heat_female_body

SRR001339

WT_females_non-
beta-eliminated

GSM379056

Krimp
Heterozygote

GSM286607

6-10h #1
(10)

SRR060653

hs-Penelope_
ovaries_total

V077

cold,
female
head

GSM379051

Armi
Mutant

GSM379053

Aub
Mutant

GSM379061

Squ
Heterozygote

GSM240749

female
head

GSM399106

female
body #2

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR351333

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

V092

dcr-
2[G31R]
male
total
RNA Â 

V091

fGS/OSS
total
Â 

SRR014275

Ovary_rep1_LK_P
GSM385821

OSS_s7

SRR001345

ago2_non-
beta-
eliminated

SRR060644

A2_ovaries_total

V006

r2d2 female:
possibly
heterozygous

V014

DTT
8h

V131

ML-
DmD16-
c3

GSM280082

WT
ovaries
(18-29nt)

GSM280085

WT testes
(18-24nt)

GSM286613

0-1hr #1
(A)

SRR001344

dcr-
2_beta-
eliminated

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

GSM343833

S2R+ cell

GSM609217

MLDmD20c5

V142

Oxidation_female_body

GSM379058

Piwi
Heterozygote

GSM313162

dcr-2
homozygous,
untreated

GSM379067

SpnE
Mutant

GSM286606

2-6h #2
(9)

SRR060643

A2_testes_total

V031

GM2
cell

GSM609224

female,
one day

GSM609234

CS Â male
total RNA
Â 

V140

Dessication_female_body

SRR060652

hs-
Penelope_testes_total

SRR065801

zuc_het(H-
Y)_ovaries

GSM609239

IR- 2-
18hr

V073

mbn2

GSM313163

dcr-2
heterozygous,
untreated

GSM379055

Flam
Mutant

GSM467729

Dmel_wt_sRNAseq

SRR031698

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

SRR032093

ago1
knockdown

SRR060645

yw67c23(2)_testes_total

V038

Felix
sample
S2
only

V093

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

SRR001348

ago2_oxidized

V139

Cold_female_body

GSM280083

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

GSM280088

S2cell
(AGO1IP)

AGO1

GSM379059

Piwi
Mutant

GSM399105

disk #2

GSM275691

imaginal
disc

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR060649

A2_ovaries_FLAG-
Piwi

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

SRR065800

zuc_H-
Y_ovaries

GSM609240

IR+ 2-
18hr

V136

Male
aged
body

GSM343832

S2R+ cell

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2
V133

Sg4

V086

female
body,
aged

V126

CME
L1

GSM467730

Dmel_r2d2_sRNAseq

GSM286601

male head

GSM322245

3rd
instar #1

GSM322208

3rd
instar #2

GSM286602

male body

GSM286604

0-1h #3
(7)

SRR031700

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

SRR060646

yw67c23(2)_ovaries_total

SRR060650

A1_testes_total

V023

Dcr2
female
head

GSM609222

ML-DmBG1-
C1

V144

OSC

GSM609223

male, one
day

GSM180331

early
embryo
(2-6)

GSM313160

dcr-2
homozygous,
oxidized

GSM379050

Armi
Heterozygote

GSM379054

Flam
Heterozygote

GSM322338

2-4day
pupae#2

GSM286603

female
body

SRR010953

Aub
heterozygotes,
oxidized

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

SRR097865

Drosophila
S2-NP
cells

SRR298712

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

V096

loqsKO/f00791
ovary

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

GSM371638

S2-NP

V135

CME
W2
(wing
disc
line)

GSM180330

very
early
embryo
(0-1)

GSM180335

imaginal
discs

GSM180337

tissue
culture
cells (S2
only)

GSM280087

S2cell
(AGO2IP)

AGO2

GSM312995

WT,
oxidized

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM467731

Dmel_loq_sRNAseq

GSM360256

1st
instar #1

S6

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

GSM364902

12-24hr
embryo

GSM272651

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

SRR001337

WT_females_beta-
eliminated

SRR001341

WT_males_non-
beta-
eliminated

SRR001343

dcr-2_non-
beta-
eliminated

SRR001346

ago2_beta-
eliminated

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR014273

Ovary_rep1_Har_P

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

SRR060651

A2_ovaries_Ago3

AGO3

SRR065155

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

SRR097867

Drosophila
S2-NP
cells

SRR298711

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

V003

dsDcr-1
(katsutomo
RNA)

SRR097866

Drosophila
S2-NP
cells

..................................................................................CACATCGATGTTTTTCCACCT................................................... 21 0 1 2063.00 2063 67 158 40 32 145 50 33 22 28 79 17 16 55 57 38 35 39 25 22 9 12 36 17 26 28 27 18 15 6 21 19 18 24 18 17 13 24 17 10 17 16 6 6 11 14 19 13 12 8 12 14 11 8 12 9 10 10 7 2 9 8 10 8 8 10 11 11 8 9 9 0 1 5 7 11 3 2 11 7 6 8 5 5 5 5 4 6 2 10 5 10 7 6 7 7 2 4 6 0 6 0 2 8 2 1 1 4 3 1 0 6 4 3 5 4 7 3 5 6 1 5 2 6 0 3 7 1 4 10 0 3 2 0 4 2 4 0 0 4 3 2 1 0 5 4 5 6 0 2 2 1 4 2 3 6 2 0 2 0 2 2 2 5 6 4 3 1 2 0 1 4 0 0 3 2 3 1 2 1 3 2 1 1 1 0 0 0 1 1 2 0 0 0 2 1 1 0 1 1 0 0 0 1 1 0 1 1 0 0 0 1 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 1 1 1 1 0 0 0 0 0 0 1 0 0 0

..................................................................................CACATCGATGTTTTTCCACCTC.................................................. 22 0 1 2051.00 2051 201 101 138 144 89 137 115 96 47 42 52 51 39 20 23 20 27 9 7 8 8 13 16 13 13 13 10 12 5 13 10 8 4 5 9 7 4 8 6 7 5 6 10 6 3 2 11 7 12 5 4 6 4 9 1 3 9 5 4 11 8 3 4 9 11 7 9 4 7 11 3 11 3 4 5 2 8 2 4 3 3 1 3 3 5 6 5 4 3 2 2 2 8 2 3 6 5 1 5 3 1 1 1 5 6 6 2 6 4 0 2 3 6 1 0 1 3 4 4 1 0 5 2 6 3 2 2 4 0 0 2 2 3 2 1 3 1 0 2 1 3 2 2 1 1 1 2 4 2 0 2 3 2 0 0 3 6 1 0 0 1 1 0 0 0 1 0 0 5 4 0 0 2 2 1 0 2 2 3 1 1 0 1 0 0 0 2 1 2 0 1 1 0 0 1 0 1 1 1 1 1 2 1 1 1 0 0 0 1 1 1 0 2 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 1 0 0 0 0 1 0 0

..................................................................................CACATCGATGTTTTTCCACCTCT................................................. 23 0 1 899.00 899 77 22 46 69 16 31 59 38 65 4 18 14 5 10 13 22 8 17 10 3 20 2 8 3 1 1 6 6 16 4 7 15 3 8 4 4 3 5 9 0 4 4 7 0 3 9 5 8 4 3 1 1 0 2 9 5 4 1 6 2 0 4 2 3 0 0 0 2 4 0 2 2 1 2 0 5 3 1 1 5 2 6 0 4 0 3 3 0 1 2 2 2 1 1 1 3 2 0 2 1 0 5 1 3 0 2 1 0 1 0 1 1 2 0 1 1 0 0 0 0 0 4 2 0 1 1 4 0 0 0 1 1 0 1 2 1 0 0 1 2 0 0 1 2 1 0 0 1 1 0 3 0 0 0 0 1 0 1 0 3 1 1 0 0 1 0 1 0 0 0 0 1 0 0 0 0 1 0 0 0 0 2 1 0 0 0 2 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 1 1 0 0 0 0 0 1 0 1 0 0 0 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 1 0 0 0 0

.................................................................................ACACATCGATGTTTTTCCACCT................................................... 22 0 1 274.00 274 0 1 2 1 12 3 2 2 0 13 2 0 4 3 6 1 6 4 5 1 2 10 8 1 4 1 5 4 1 0 4 0 4 3 4 5 2 2 1 1 4 0 3 3 5 0 0 1 2 1 3 3 2 1 1 0 1 1 2 0 4 2 0 0 0 1 0 5 0 0 6 1 0 1 1 0 2 2 5 0 0 3 2 1 1 2 1 0 0 0 2 2 0 0 3 1 0 6 0 1 3 1 1 1 6 2 1 1 0 0 0 0 0 3 0 1 3 0 0 0 6 0 0 0 1 0 0 0 0 0 0 0 1 0 0 1 1 0 0 1 0 0 0 0 0 1 0 0 0 2 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 1 0 0 0 0 0 0 1 0 0 0 0 0 0 1 2 1 1 0 0 0 0 0 0 2 1 0 0 0 1 0 0 0 1 0 0 0 0 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 0 0

.....................................................................................ATCGATGTTTTTCCACCTCTTTT.............................................. 23 0 1 190.00 190 28 2 31 11 1 13 18 19 0 0 15 19 0 0 0 0 0 1 1 1 1 3 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 2 0 0 2 0 0 0 1 0 0 0 1 0 1 0 0 1 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 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 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 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................ATCGATGTTTTTCCACCTCTTT............................................... 22 0 1 185.00 185 20 1 12 21 2 14 13 17 6 0 14 11 0 0 0 0 0 0 2 2 3 1 0 0 1 0 3 1 4 0 0 1 0 1 0 0 1 0 0 0 0 1 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 2 0 1 0 0 0 0 0 2 0 0 1 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 1 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 1 0 6 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 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

..................................................................................CACATCGATGTTTTTCCACC.................................................... 20 0 1 133.00 133 4 5 1 1 4 3 3 0 3 2 3 0 7 6 2 5 0 4 1 0 0 0 2 0 0 0 0 2 0 2 2 0 0 0 1 3 1 0 0 3 0 0 0 1 1 0 0 1 1 1 0 1 0 0 0 2 0 0 0 0 0 0 2 0 0 0 1 0 0 0 0 1 1 0 2 0 1 1 1 0 3 0 1 1 4 0 0 6 0 1 0 2 0 1 0 0 0 0 0 1 1 0 0 0 0 0 1 0 0 1 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 0 1 0 0 3 0 1 0 0 0 1 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 1 1 0 0 0 0 0 0 0 1 0 0 0 0 0 1 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................TCGATGTTTTTCCACCTCTTTT.............................................. 22 0 1 83.00 83 15 0 15 3 0 5 9 7 0 0 5 6 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 1 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 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 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................ACACATCGATGTTTTTCCACC.................................................... 21 0 1 68.00 68 0 3 0 0 1 2 0 0 0 5 0 0 0 0 3 1 1 0 2 0 0 3 1 0 0 0 0 2 1 2 1 0 0 1 0 2 0 0 0 2 1 0 0 0 1 0 0 0 0 1 0 2 2 0 0 1 0 1 0 0 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 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 1 0 2 0 1 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 1 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................CACATCGATGTTTTTCCACCTCTT................................................ 24 0 1 46.00 46 3 0 1 7 0 5 1 1 4 0 0 1 0 0 0 0 1 0 1 0 2 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 1 0 0 2 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 3 1 0 0 0 0 0 0 0 0 0 0 1 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 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................ACATCGATGTTTTTCCACCTC.................................................. 21 0 1 34.00 34 3 2 3 1 1 3 2 5 0 2 2 2 0 0 0 0 1 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 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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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..................................................................................CACATCGATGTTTTTCCACCTCTAA............................................... 25 2 2 1.50 3 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................CTAGAGGTGGAGAAACATCGAT........................................................................................ 22 0 11 1.45 16 0 7 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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 1 0 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

..................................................GTGGAGAAACATCGATGTTT.................................................................................... 20 0 3 1.33 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................AGCAATAATAAATAGGAATAGT.......... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................TCCACCTCTTTTAAAAGT........................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................ATGTTTTTCCACCTCTTTTAAAAGT........................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................ACACATCGATGTTTTTCCACCC................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................CACATCGATGTTTTTCCACCC................................................... 21 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................AACACATCGATGTTTTTCCA...................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................GGAGAAACATCGATGTTTTAAAGAAC............................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................CGATGTTTTTCCACCTCTTTA.............................................. 21 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................AATAATAAATAGGAATAG........... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................ACATCGATGTTTTTCCAC..................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................AAGAACACAACACATCGATGTTTAAG........................................................ 26 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................AATAGCAATAATAAATAG................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................ATGCTATCTAGAGGTGGA................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................CACATCGATGTTTTTCCACT.................................................... 20 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................TTTCGATATCGCGACAATGCT................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TTTAAAAGTCGTCAAATAGC............................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................AGGTGGAGAAACATCGATGTTT.................................................................................... 22 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

AATGCTTTCGTGTGGCACACGAAAGCTATAGCGCTGTTACGATAGATCTCCACCTCTTTGTAGCTACAAAATTTCTTGTGTTGTGTAGCTACAAAAAGGTGGAGAAAATTTTCAGCAGTTTATCGTTATTATTTATCCTTATCAATATTTAAAC

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

#
Mismatch

Hit
Count

Total
Norm Total

V145

S2-
DRSC

GSM609225

ML-DmBG3-
C2

V008

S2-
DRSC

SRX247213

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

AGO2

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609219

GM2 cell

GSM609237

ago2[414]
ovary
total RNA

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V031

GM2
cell

GSM609222

ML-DmBG1-
C1

GSM609230

CS,ovary,AGO1IP

AGO1

SRR341115

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

V130

ML-
DmBG3-
c2

SRR001347

ago2_untreated

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR001664

homozygous_dcr-
2_untreated

V091

fGS/OSS
total
Â 

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

SRR317117

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

SRR001349

heterozygous_dcr-
2_untreated

SRR317113

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

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR317114

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

SRR298712

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

GSE24545

CS ovary
total
RNA

GSM379057

Krimp
Mutant

SRR001339

WT_females_non-
beta-eliminated

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR060646

yw67c23(2)_ovaries_total

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

GSM609223

male, one
day

V125

ML-
DmD9

V146

S1
cell

GSM609234

CS Â male
total RNA
Â 

V139

Cold_female_body

V136

Male
aged
body

GSM609224

female,
one day

SRR031692

Total
small
RNAs from
Oregon R

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V086

female
body,
aged

GSM609217

MLDmD20c5

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V078

Desiccation,
female head

SRR029028

untreated
(mock)

SRR317116

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

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM322533

female
head #1

SRR031704

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

GSM609227

CMEW1
Cl.8+
cell

V073

mbn2

GSM385821

OSS_s7

V074

S3

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM609239

IR- 2-
18hr

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM385748

OSS_s6

V079

Oxidation,
female
head

SRR317110

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

GSM286613

0-1hr #1
(A)

V085

CME
W2
wing
disc

SRR032094

ago2
knockdown

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

GSM609242

s2+48 #2

SRR031702

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

SRR014277

Ovary_rep1_NA_P

SRR029033

lacZ
knockdown

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

GSM609240

IR+ 2-
18hr

GSM399101

kc167
cell

GSM371638

S2-NP

GSM609229

embryo 2-
6hr

V092

dcr-
2[G31R]
male
total
RNA Â 

V093

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

SRR351333

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

SRR001348

ago2_oxidized

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

GSM609251

aged
female
head

V022

ML-
DmD32
cell

V037

Felix
sample
+mirtrons

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM280087

S2cell
(AGO2IP)

AGO2

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

V036

ML-
DmD20c5
cell

GSM385744

OSS_s2

GSM385822

OSS_s8

GSM343833

S2R+ cell

V142

Oxidation_female_body
V144

OSC

SRR010959

Ago3 IP in
heterozygotes

AGO3

GSM379066

Zuc
Mutant

V138

Male
cold
body

V148

mbn2

V131

ML-
DmD16-
c3

SRR031698

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

V137

Male
aged
head

GSM609221

1182-4H
cell

GSM379053

Aub
Mutant

SRR351332

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

V077

cold,
female
head

...........................................AGATCTCCACCTCTTTGTAGCTA........................................................................................ 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 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

...........................................AGATCTCCACCTCTTTGTAGCT......................................................................................... 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 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

................................................................................TTGTGTAGCTACAAAAAGGTGG.................................................... 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

.................................................................................TGTGTAGCTACAAAAAGGTGGA................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................AGATCTCCACCTCTTTGTAGC.......................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................AAATTTTCAGCAGTTTATCGTT........................... 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

...................................................................................TGTAGCTACAAAAAGGTGGAGA................................................. 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

...............................................................................................AAGGTGGAGAAAATTTTCAG....................................... 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

...................................................................................TGTAGCTACAAAAAGGTGGA................................................... 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

.....................................................................................................GAGAAAATTTTCAGCAGTTTA................................ 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

.......................................................................................GCTACAAAAAGGTGGAGAAAA.............................................. 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

...................................................................................................................CAGTTTATCGTTATTATTTAT.................. 21 0 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

............TGGCACACGAAAGCTATAGCG......................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................GTGGAGAAAATTTTCAGCAGT................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................AGCTACAAAAAGGTGGAGAAAA.............................................. 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

.................................................CCACCTCTTTGTAGCTACAAAA................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................TTAGCTACAAAAAGGTGGAGA................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................TCCACCTCTTTGTAGCTACAA..................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................AAGATCTCCACCTCTTTGTAG........................................................................................... 21 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................GATCTCCACCTCTTTGTAGCT......................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................GATCTCCACCTCTTTGTAGCTA........................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................CGATCTCCACCTCTTTGTAGCTA........................................................................................ 23 1 14 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................TTCTCCACCTCTTTGTAGCTAC....................................................................................... 22 1 18 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 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................ATCTCCACCTCTTTGTAGCT......................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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:14067605-14067759 - dme_86 TT-------------------------------------------------------ACGAAAGCACACCGTGTGCTTTCGATATCGCGACAATGCTATCTAGAGGTGGAGA-AACATCGATGTTTTAAAGAACACAACACATCGATGTT----TTTCCACCTCT----------TTTAAAAGTCGTCAAATAGCA--ATAATAAATAGGAATAGTTATAA-ATTTGT
droSim2 2r:14748282-14748437 - TT-------------------------------------------------------GCGAAAGCACACCGTGCGCTTTCGATACCGCGACAGTGCCATCTAGAGGTGGAGATGCCATCGATGTTTTAAAGAACACAACCCATCGATGTT----TCTCCACCTCTAT----------TAAAAGTCGTCAAATAGCA--ATAATAAATAGGAATAGTTATAG-ATTTGT
droSec2 scaffold_1:11557119-11557274

-
TT-------------------------------------------------------GCGAAAGCACACCGTGCGCTTTCGATACCGCGACAGTGCCATCTAGAGGTGGAGATGCCATCGATGTTTTAAAGAACACAACCCATCGATGTT----TCTCCACCTCTAT----------TAAAAGTCGTCAAATAGCA--ATAATAAATAGGAATAGTTATAG-ATTTGT

droYak3 2R:15118441-15118557 + TT-------------------------------------------------------GCGAAAGCACACCGTGCGCTTTCGATAACACGACAGTGCC-----------------------------------------------------ATCGGTGCCACCACTAATACACAACTATAAAAGTCGTCGAATAGCA--ATAATAAATAGGAATAGTTTTAG-ATTTGT
droEre2 scaffold_4845:8287924-

8288040 -
TT-------------------------------------------------------GCGAAAGCACACCGTACGCTTTCGATAACACAGCAGTGCC-----------------------------------------------------ATCGGTGCCACCACTAATACACAACTATAAAAGTCGTCGAATAGCA--ATAATAAATAGGAATAGTTATAG-ATTTGT

droEug1 scf7180000409672:3061740-
3061856 -

TT-------------------------------------------------------GAGAAAGCACACCGTGCGCTTTCGATACAGCGACAGTGCC-----------------------------------------------------ATCGGTGCCACCACTAATACACAACTATAAAAGTCGTCGAATAGCA--ATAATAAATAGGAATAGTTATAG-TTTTTT

droBia1 scf7180000302292:2082139-
2082255 -

TT-------------------------------------------------------GCGAAAGCACACCGCGCGCTTTCGATAGTGCGACAGTGCC-----------------------------------------------------ATCGGTGCCACCACTAATACACAACTATAAAAGTCGTCGAATAGCA--ATAATAAATAGGAATAGTGATAG-ACTTGT

droTak1 scf7180000416016:685439-
685555 +

TT-------------------------------------------------------GCGAAAGCACACCGTTCGCTTTCGATAGTGGCACAGTGCC-----------------------------------------------------ATCGGTGCCACCACTAATACACAACTATAAAAGTCGTCGAGTAGCA--ATAATAAATAGGAATAGCAGTTG-ATTTGT

droEle1 scf7180000491027:604773-
604888 -

TT-------------------------------------------------------GCGAAAGCACACCGTGCGCTTTCGATAGCGCGACAGTGCC-----------------------------------------------------ATCGGTGCCACCACTAATACACAACTATAAAAGTCGTCGAGTAGCA--ATAATAAATAGGA-TTGTGATAG-ATTTGT

droRho1 scf7180000769565:14029-14136
+

TT-------------------------------------------------------GCGAAAGCACACCGTGCGCTTTCGATA--------GTGCC-----------------------------------------------------ATCGGTGCCACCACTAATACACAACTATAAAAGTCGTCGAATAGCA--ATAATAAATAGGA-TTGTGATAG-ATTTGT

droFic1 scf7180000453851:259371-
259487 +

TC-------------------------------------------------------GCGAAAGCACACTGTGCGCTTTCGATAGCACGACAGTGCC-----------------------------------------------------ATTAATGCCACCACTAATACACAACTATAAAAGTCGTCGAATAGCA--ATAATAAATAGAAACAGTGATAG-ATTTGT

droKik1 scf7180000302471:290332-
290501 +

TTCCCCACCAGAGCTGCCAAGTATCGATGACCGACCGCGCAGCACTGACGCCTGGTGGCGAAAGCACACCGTGGGCTTTCGATAGTGCGATAGTGCC-----------------------------------------------------ATCGGTGCCACCACTAATACACAA--ATAAAAGTCGTCAAATAGCA--ATAATAAATAGGAATAGTTGTAG-ATTTGT

droAna3 scaffold_13266:4463768-
4463813 +

-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAAGTCGTCAAATAGAA--ACAATAAATAGGAATAGTTTTAG-ATTTGT

droBip1 scf7180000395751:271041-
271091 +

TC-------------------------------------------------------T-----------------------------------------------------------------------------------------------------------------------CAAAAGTCGTCAAATAGGA--ATAATAAATAGGAATAGTTTTAG-ATTTGT

dp5 3:11345417-11345464 - TT-------------------------------------------------------C------------------------------------------------------------------------------------------------------------------------AATATTCGCATAATATAT--ATAATG--TAATTATATATATTA-AATTAT
droPer2 scaffold_4:6748638-6748681 - AA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AACGCGTTCAATATTAGCATAATATATAT----AA-TGTAA-TTATAT
droWil2 scf2_1100000004954:2152792-

2152884 -
TA-------------------------------------------------------GAGCTGGAAAAACATCGATGTTTGGGAC--CATCGATGTT-----------------------------------------------------TTCGATGTTTTCAA--------------------CGTCAAACATCG--ATGAAA--CATCGATGTTTCGAT-GTTTGC

droVir3 scaffold_12875:380872-380909
-

AA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AATAAGTCAAATAA----------AGTAGTAAT--TAATAGATTTTGC

droMoj3 scaffold_6496:5111146-
5111182 +

AA-------------------------------------------------------A---------------------------------------------------------------------------------------------------------------------------ATAAGTCAAATAA----------AATATAA--ATTAATTA-TTTTGT

droGri2 scaffold_15245:10587093-
10587130 +

TA-------------------------------------------------------A--------------------------------------------------------------------------------------------------------------------------AATAAGTCAAATA----------AAATAGAAAT--TAATAG-AATTGT
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Predicted structure
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Flybase annnotation

three_prime_UTR [CG9821-u3]; breakpoint [Df(3R)Exel8143:bk2]; three_prime_UTR [CG9821-u3]; three_prime_UTR [CG9821-u3]

No Repeatable elements found

Sense Strand Reads
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TTAAAATTTGAGAAAAAAGAAAGAAAACCCCACAAACCAAACAACAACAACAAAACAATAGAAAAAAGAAATAAACAATTGTACATGGCTTTCGTAAAGAAATTTATGAAGGCTTTGTATGATTAACCAAAAAAAAATCCACAAATTTGTGTTTTTATTTGCGTTATCACGTACAGTTTTTCGTTGGCACTTTTAATTCCAGAGCTAAT

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

#
Mismatch

Hit
Count

Total
Norm Total

V147

1182-
4H
cell

V132

ML-
DmD32

V127

G2

V125

ML-
DmD9

V134

ML-
DmD8

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1
V128

S3

V133

Sg4

GSM385822

OSS_s8

V137

Male
aged
head

V146

S1
cell

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V131

ML-
DmD16-
c3

GSM385748

OSS_s6

GSM609250

ML-DmD32
cell

GSM385744

OSS_s2

GSM385821

OSS_s7

V144

OSC

GSM609225

ML-DmBG3-
C2

V078

Desiccation,
female head

V074

S3

V080

Starvation,
female head

V140

Dessication_female_body

SRR317115

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

V077

cold,
female
head

GSM609229

embryo 2-
6hr

V141

Heat_female_body

GSM609238

embryo
14-24hr

V138

Male
cold
body

SRR317110

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

GSM399101

kc167
cell

V079

Oxidation,
female
head

V091

fGS/OSS
total
Â 

V126

CME
L1

V136

Male
aged
body

V142

Oxidation_female_body

GSE24545

CS ovary
total
RNA

V130

ML-
DmBG3-
c2

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

SRX247212

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

AGO1

SRR317114

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

V032

S1
cell

SRR317112

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

V093

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

V085

CME
W2
wing
disc

GSM399100

Kc167
cell

SRR317116

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

GSM609234

CS Â male
total RNA
Â 

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM609223

male, one
day

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

V022

ML-
DmD32
cell

V145

S2-
DRSC

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609230

CS,ovary,AGO1IP

AGO1

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM628272

ago2[414]
ovary
total RNA

GSM609218

Sg4

V034

ML-
DmD16c3
cell

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609221

1182-4H
cell

SRR031704

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

GSM609249

ML-DmD21
cell

SRR317117

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

V139

Cold_female_body

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V030

ML-
DmD8
cell

SRR317113

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

GSM609248

ML-DmD9
cell

GSM399110

KC-48 #2

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V036

ML-
DmD20c5
cell

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR298537

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

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609235

CMEL1

GSM609224

female,
one day

SRR031692

Total
small
RNAs from
Oregon R

V086

female
body,
aged

SRR317111

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

GSM609220

ML-DmD21
cell

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

GSM609217

MLDmD20c5

SRR060645

yw67c23(2)_testes_total

GSM609237

ago2[414]
ovary
total RNA

GSM609244

KC+48 #2

SRR298712

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

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V129

ML-
DmBG1-
c1

SRR031700

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

SRR060646

yw67c23(2)_ovaries_total

V031

GM2
cell

GSM609222

ML-DmBG1-
C1

SRR029608

total small
RNAs from
hen1
heterozygous
flies
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...............................................................................................AAAGAAATTTATGAAGGCTTTGTATG........................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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
.............................................................................................................AGGCTTTGTATGATTAAC.................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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
.........................................................................................................ATGAAGGCTTTGTATGATTACA.................................................................................. 22 2 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................AACAATTGTACATGGCTTTCGTAAAGAA............................................................................................................ 28 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................GTAAAGAAATTTATGAAGGCTTTG............................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................TTATGAAGGCTTTGTATGATTAACCAAAA............................................................................. 29 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....AATTTGAGAAAAAAGAAAGAAAAC..................................................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................ATTTATGAAGGCTTTGTATGATTAA................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................GAAAGAAAACCCCACAAACCAAAC....................................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................AAACCAAACAACAACAACAAAACAATAGA................................................................................................................................................... 29 0 1 2.00 2 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................TATGAAGGCTTTGTATGATTATA.................................................................................. 23 2 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................AAACAACAACAACAAAACAATAGAAAAAA.............................................................................................................................................. 29 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................ACAAACCAAACAACAACAACAAAACAA....................................................................................................................................................... 27 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............AAAAGAAAGAAAACCCCACAAACCAAACA...................................................................................................................................................................... 29 0 1 2.00 2 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................ACAACAACAACAAAACAATAGAAAAAAGAA........................................................................................................................................... 30 0 1 2.00 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................ACAAAACAATAGAAAAAAGAAATAAAC..................................................................................................................................... 27 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................CAATTGTACATGGCTTTCGTAAAGAAAT.......................................................................................................... 28 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................CAAAACAATAGAAAAAAGAAATAAAC..................................................................................................................................... 26 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

AATTTTAAACTCTTTTTTCTTTCTTTTGGGGTGTTTGGTTTGTTGTTGTTGTTTTGTTATCTTTTTTCTTTATTTGTTAACATGTACCGAAAGCATTTCTTTAAATACTTCCGAAACATACTAATTGGTTTTTTTTTAGGTGTTTAAACACAAAAATAAACGCAATAGTGCATGTCAAAAAGCAACCGTGAAAATTAAGGTCTCGATTA

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

#
Mismatch

Hit
Count

Total
Norm Total

V146

S1
cell

V144

OSC

SRX247213

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

AGO2

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V125

ML-
DmD9

GSM609222

ML-DmBG1-
C1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR341117

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

V032

S1
cell

SRR341116

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

V074

S3

V073

mbn2

V085

CME
W2
wing
disc

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V127

G2

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

SRR317117

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

V134

ML-
DmD8

V133

Sg4

V086

female
body,
aged

SRR001349

heterozygous_dcr-
2_untreated

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609242

s2+48 #2

SRR298536

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

SRR341115

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

GSM399101

kc167
cell

V080

Starvation,
female head

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM343833

S2R+ cell

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR031692

Total
small
RNAs from
Oregon R

GSM371638

S2-NP

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM609218

Sg4

GSM379063

Vasa
Heterozygote

V145

S2-
DRSC

GSM379056

Krimp
Heterozygote

GSM379058

Piwi
Heterozygote

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR060645

yw67c23(2)_testes_total

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

V138

Male
cold
body

V141

Heat_female_body

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V008

S2-
DRSC

GSM609217

MLDmD20c5

GSM609225

ML-DmBG3-
C2

GSM609227

CMEW1
Cl.8+
cell

GSM628272

ago2[414]
ovary
total RNA

GSM609223

male, one
day

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR031702

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

GSM609224

female,
one day

V077

cold,
female
head

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR001664

homozygous_dcr-
2_untreated

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

V139

Cold_female_body

SRR032092

mock
oxidized

GSM609248

ML-DmD9
cell

V079

Oxidation,
female
head

V091

fGS/OSS
total
Â 

GSM385748

OSS_s6

GSM609249

ML-DmD21
cell

GSM609238

embryo
14-24hr

SRR010953

Aub
heterozygotes,
oxidized

GSM399110

KC-48 #2

SRR060644

A2_ovaries_total
GSM609219

GM2 cell

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM609226

CMEW1
Cl.8+
cell

V093

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

GSM609229

embryo 2-
6hr

GSM385744

OSS_s2

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

GSM609239

IR- 2-
18hr

V023

Dcr2
female
head

GSM609234

CS Â male
total RNA
Â 

GSM609220

ML-DmD21
cell

GSM379059

Piwi
Mutant

GSM322219

2-4day
pupae #1

V012

Dcr2 male
(Katsutomo,
whole fly?)

SRR001347

ago2_untreated

V006

r2d2 female:
possibly
heterozygous

GSM272652

S2 -48
Biological
Replicate
#1

SRR010960

wt,
oxidized

GSM609221

1182-4H
cell

SRR029028

untreated
(mock)

GSM343287

Drosophila
Toll 10b
mutant
embryos

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V038

Felix
sample
S2
only

GSM385822

OSS_s8

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR031700

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

V078

Desiccation,
female head

V129

ML-
DmBG1-
c1

GSM280085

WT testes
(18-24nt)

SRR065801

zuc_het(H-
Y)_ovaries

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

GSM609237

ago2[414]
ovary
total RNA

V148

mbn2

GSM360262

0-2d
pupae

SRR097867

Drosophila
S2-NP
cells

V030

ML-
DmD8
cell

GSM609250

ML-DmD32
cell

SRR001338

IR_non-
beta-
eliminated

GSM280082

WT
ovaries
(18-29nt)

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM609235

CMEL1

SRX247212

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

AGO1
....................................GGTTTGTTGTTGTTGTTTTGT........................................................................................................................................................ 21 0 1 7.00 7 1 1 0 0 0 0 0 3 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
............................GGGTGTTTGGTTTGTTGTTGT................................................................................................................................................................ 21 0 1 4.00 4 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................TCTTTTGGGGTGTTTGGTTTG....................................................................................................................................................................... 21 0 1 3.00 3 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
............................GGGTGTTTGGTTTGTTGTT.................................................................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................GGGGTGTTTGGTTTGTTGTTGTTGTT............................................................................................................................................................ 26 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
........................................TGTTGTTGTTGTTTTGTTATC.................................................................................................................................................... 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
...................................TGGTTTGTTGTTGTTGTTTTG......................................................................................................................................................... 21 0 1 2.00 2 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 0 0
.........................................GTTGTTGTTGTTTTGTTATCTT.................................................................................................................................................. 22 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
...........................................TGTTGTTGTTTTGTTATCTTT................................................................................................................................................. 21 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................TTTGGTTTGTTGTTGTTGTTT........................................................................................................................................................... 21 0 1 2.00 2 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 0 0 0 0 0 0 0 0 0 0 0 0
........................TTTGGGGTGTTTGGTTTGTTG.................................................................................................................................................................... 21 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................GTGTTTGGTTTGTTGTTGTTG.............................................................................................................................................................. 21 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................TTCTTTTGGGGTGTTTGGTTT........................................................................................................................................................................ 21 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
..........................TGGGGTGTTTGGTTTGTTGTTG................................................................................................................................................................. 22 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
...........................GGGGTGTTTGGTTTGTTGTTG................................................................................................................................................................. 21 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................GGTGTTTGGTTTGTTGTTGTT............................................................................................................................................................... 21 0 1 2.00 2 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 0 0 0 0 0 0 0 0
...................TTTCTTTTGGGGTGTTTGGTTT........................................................................................................................................................................ 22 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
..........................................TTGTTGTTGTTTTGTTATCTT.................................................................................................................................................. 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
.......................................................................................................................................................................GTGCATGTCAAAAAGCAACCG..................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............TTTTTCTTTCTTTTGGGGTGT............................................................................................................................................................................... 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
......................CTTTTGGGGTGTTTGGTTTGTTG.................................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................................TTTAAACACAAAAATAAACGC.............................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................GGGTGTTTGGTTTGTTGT................................................................................................................................................................... 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
.............................GGTGTTTGGTTTGTTGTTGTTGTTT........................................................................................................................................................... 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
.....................................GTTTGTTGTTGTTGTTTTGTT....................................................................................................................................................... 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
...........................GGGGTGTTTGGTTTGTTGTTGTTG.............................................................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................TGTTTGGTTTGTTGTTGTTGT............................................................................................................................................................. 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
................TTCTTTCTTTTGGGGTGTTTG............................................................................................................................................................................ 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
.............................GGTGTTTGGTTTGTTGTTG................................................................................................................................................................. 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
..................................................................................................................................................................CAATAGTGCATGTCAAAAAGC.......................... 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
................................................TTGTTTTGTTATCTTTTTTCT............................................................................................................................................ 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
............................................GTTGTTGTTTTGTTATCTTTT................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................................................................GTCAAAAAGCAACCGTGA.................. 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 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................................................TGTCAAAAAGCAACCGTGAAA................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................TTTGTTGTTGTTGTTTTGTTA...................................................................................................................................................... 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
......................CTTTTGGGGTGTTTGGTTTGTT..................................................................................................................................................................... 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
..................................................GTTTTGTTATCTTTTTTCTTT.......................................................................................................................................... 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
.........................................................................................................................................................................GCATGTCAAAAAGCAACCGTGAAAAT.............. 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
.................TCTTTCTTTTGGGGTGTTTGG........................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................TTGTTAACATGTACCGAAAGCATT................................................................................................................ 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 0 0 0 0 0
......................CTTTTGGGGTGTTTGGTTTGT...................................................................................................................................................................... 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
....................................................TTTGTTATCTTTTTTCTTTAT........................................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................GTTTTTTTTTAGGTGTTTAA.............................................................. 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
.........................................................................TTGTTAACATGTACCGAAAGC................................................................................................................... 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
..................................TTGGTTTGTTGTTGTTGTTTT.......................................................................................................................................................... 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
...........................................TGTTGTTGTTTTGTTATCTTTTTTCT............................................................................................................................................ 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
.........................................................................................................................................................................GCATGTCAAAAAGCAACCGTGA.................. 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
........................................TGTTGTTGTTGTTTTGTTATCTT.................................................................................................................................................. 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
.......................................TTGTTGTTGTTGTTTTGTTAT..................................................................................................................................................... 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
..................................................................................TGTACCGAAAGCATTTCTTTA.......................................................................................................... 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
..................CTTTCTTTTGGGGTGTTTGGTT......................................................................................................................................................................... 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
.................TCTTTCTTTTGGGGTGTTTGGT.......................................................................................................................................................................... 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
..................CTTTCTTTTGGGGTGTTTGGT.......................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................GTTGTTTTGTTATCTTTTTT.............................................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................GGTTTGTTGTTGTTGTTTT.......................................................................................................................................................... 19 0 2 1.00 2 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
...........................................................CCTTTTTTCTTTATTTGTTA.................................................................................................................................. 20 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................TTTTTTCTTTATTTGTTA.................................................................................................................................. 18 0 2 0.50 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
......................................ATTGTTGTTGTTGTTTTGTT....................................................................................................................................................... 20 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 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:4640210-4640418 - dme_421 TTAAAATTTGAGAAAAAA---GAAA--GAA------------------------------AA-CCCC-A------CAAA-CC-----------AAACAA-CAACA-AC------AAAACAATAGAAAA-------------AAGAAATAAA-CAATTGTACATGGCTTTCGTAAAGAAATTTATGAAGGCTTTGTATGATTAACCAAAAAAAA--ATCCA-CAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACAGT-TTTTCGTTGGCACTTTTAATTCCAGAGCTAAT
droSim2 3r:16351710-16351923 + dsi_75 TTAAAATTTGAGAAAAAA---GAAA--GAA------------------------------AA-CCCC-A------CAAA-CC-----------AAACAA----CA-ACAACAACAAAACAATAGAAAA----------AAAAACAAATAAA-CAATTGTACATGGCTTTCGTAAAGAAATTTATTAAAGCTTTGTATGATTAACCAAAAAAAA---TCCT-GAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACAGT-TTTTCGTTGGCAATTTTAATTCCAGAGCTAAT
droSec2 scaffold_0:17217358-

17217567 +
dse_1844 TTAAAATTTGAGAAAAAA---GAAA--GAA------------------------------AA-CCCC-A------CAAA-CC-----------AAACAA-CAACA-AC------AAAACAATAGAAAA-----------AAAACAAATAAA-CAATTGTACATGGCTTTCGTAAAGAAATTTATTAAAGCTTTGTATGATTAACCAAAAAAAA---TTCT-GAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACAGT-TTTTCATTGGCAATTTTAATTCCAGAGCTAAT

droYak3 3R:8702144-8702354 - dya_1796 TTAAATTTTGAGAAAAAA---GAAA--GAA------------------------------AAACCCG-T------CAAA-CC---------------AAACAACA-AC------AAAACAATAGAAGAA---------AAAAACAAATAAA-CAATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACCAAAAAAAA--ATCCT-CAAA-TTTGTGTTTTCATTTGCGTTAT---CACGTACAGT-TTTTCGTTGGCAATTTTAATTCCAGAGCTAAT
droEre2 scaffold_4770:16945880-

16946085 +
der_1521 TTAAAATTTGAGAAAAAA---GAA---GAA----------------------------AAAA-CCCC-A------CAAA-C---------------CAAACAACA-AC------AAAACAATAGAAAA------------AAACAAATAAA-CAATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACCAAAAAAA----TCCT-CAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACAGT-TTTTCGTTGGCAATTTCAATTCCAGAGCTAAT

droEug1 scf7180000409490:80925-
81144 +

TTAACATTTGAATGAA-----GAAGATGAAAAAA---CGAA-------------------AT-CCCC-A------CAAAACC-----------AACCAACCAACA-AC------AAAACAATAGAAAA----------AAAATCAAATAAA-CAATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACAAAAAAAA----ACCT-CAAA-TTTGTGTTTTCATTTGCGTTAT---CACGTACAGT-TTTTCGTTGGCAATTTTATTTTCAGAGCTAAT

droBia1 scf7180000302402:7353473-
7353680 -

TTATAATTTGAAAAAAAATC-GAAA--GAA------------------------------AA-CCCC-A------CAAAACC---------------AACCAACA-AG------AAATCCATAGAAAA-------------AA-CAATAAA-CAATTGTACACGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACAAAAAAAAA--CAACC-AAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACCGT-TTTTCGTTGGCAATTTTATTTTCAGAGCTAAT

droTak1 scf7180000414009:179054-
179264 +

TTAACATTTGAGAAAAAAAACGAAA--GAA------------------------------AA-CCCT-A------TAAAACC-----------AACCAACCAACA-AG------AAAACAATAGAAAA-------------AACAAATAAA-CAATTGTACACGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAAAAAAAAA-----AACCT-CAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACAAT-TTTTCGTTGGCCATTTTATTTTCAGAGCTAAT

droEle1 scf7180000491212:1154149-
1154357 +

TTAACATTTGAGAAAAAATA-GAAA--GAA------------------------------AA-ACCC-A------CAAAAGC--ATC---CAC---CAACCAGC------------AACAATAAAAA-------------AAACAAATAAA-CAATTGTACACGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACAAAAAAAGA---ACCC-CAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTAAAAT-TTTTCGTTGGCA-TTTTATTTTCAGAGCTAAT

droRho1 scf7180000778307:14034-
14245 +

TTAATATTTGAGAAAAAATA-GAAA--GAAA-----------------------------AA-ACCC-A------CAAAACC-----------AACCAACCAACA-TC------AAAACAATAGAAAA------------AAACAAATAAA-CAATTGTACACGGCTTTCGTAAAGCAATTTATTGAAGCTTTGTATAATTAACAAAAAAAA----ACCT-CAAA-TTTGTGTTTTTATTTGCGTCAT---CACGTACAAT-TTTTTGTTGGCA-TTTTATTTTCAGAGCTAAT

droFic1 scf7180000454106:2527549-
2527760 +

TTAACTTTTGAGAAAAAG-C-GAAT--GAA------------------------------AA-CCCC-A------CAAAGCC--AAC---CAC---CAACCAACC-AC------AAAACAATAGAAAA--------------ACAAATAAA-CAATTGTACACGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACAAAAAAAA----ACCT-CCAA-ATTGTGTTTTTATTTGCCTTAT---CACGTACCAT-TTTTCGTTTGTAATTTTATTTTCAGAGCTAAT

droKik1 scf7180000302247:250322-
250539 +

GTAACATTTGAGAAAAACAACTAAA--GA-------------------------------AA-CCCC-A------CAAAACC-----------AACCAACCATCA-AC------AAAACAATAGAAGAA-A------AAAAACAAAATAAA-CAATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAAAAAAAAGAAC---AACC-AAAA-TTTGTGTTTTTATTTGCCTTAT---CACGTACACT-TTTTCGTTGGCGATTTTATTTTCAGAGCTAAT

droAna3 scaffold_13340:11049297-
11049459 -

dan_90 GTAACATTTGAAAGAA-----GAAA--AAA-AAA---C----------------------AAATATTTG------AAAA-AGAAATCAACCCT---CAACCAACC-AC------AAAGCAATAGAAAA-----------------AATAAA-CAATTGTACACGGCTTTCGTAAAGTGATTTATTAAAGCCTTGTATAATTAAGAAAAACAA---------CAAA-TTTGTGTTTTTATTT-----------------------------------------------------

droBip1 scf7180000396374:34234-
34385 +

GTAACATTTGAAAGAAAA---GAAA--AAA------------------------------AA------A------CAAA-AGAAATC---CCT---CAACCAACC-AC------AAAGCAATAGAAAA-----------------AATAAA-CAATTGTACACGGCTTTCGTAAAGTGATTTATTAAAGCCTTGTATAATTAACAAAAACAA---------CAAA-TTTGTGTTTTTATTT-----------------------------------------------------

dp5 2:27294824-27295053 - dps_3827 GTAACATTTGAGAAAAAC---AAAA--GAA------------------------------AAACCCTTA------CAAA-CCAAATC---------CATTCAACAGAA------AAAACAATAGAAGAA-CAAAAA-AAAAAGAAAATAAA-AAATTGTACACGGCTTTTATGAAGTAATTTGTTAAAGCTTTGTATGATTAAACAAAAAAAAA--AAAC-CAAA-TTTGTGTTTTTATTTGCATTTTTTACCCGTTTACTTTTTTAGTTGGCGATTTATTTTTCAGAGCTCAT

droPer2 scaffold_6:2585023-2585254
-

dpe_2481 GTAACATTTGAGAAAAAC---AAAA--GAA------------------------------AAACCCTTA------CAAA-CCAAATC---------CATTCAACAGAA------AAAACAATAGAAGAA-CAAAAA-AAAAAGAAAATAAA-AAATTGTACACGGCTTTTATGAAGTAATTTGTTAAAGCTTTGTATGATTAAACAAAAAAAAAAAACCC-CAAA-TTTGTGTTTTTATTTGCATTTTGTAACCGTTTACTTTTTTAGTTGGCGATTCATTTTTCAGAGCTCAT

droWil2 scf2_1100000004902:4649885-
4650075 +

dwi_5415 GTAACATTTGAGAAAAAATACAAAA--AAA-A--AACCAAAAC---AAAAGAAAAGAA--AA-G-TTTAAAAAATCAAA-AC--AAC---------CAACCAACCAAC------AAAACAATAGAAA------------------AATAAA-CAATTGTACACGGCTTTTATAAAGTAATTTATTAAAGCTTTGTATAATTACCCAAAAAAAAAAACCCA-AAAA-TTTTTGTTTTTATTTG----------------------------------------------------

droVir3 scaffold_13047:1834991-
1835158 +

dvi_24634 AAAGAAT--GAAACGAAA---TGA---GCA----------------------------AAAA-G------------------AGAACAAC--C---CAACCAACA---------AAAACAATAGAAAAA-AAAACATAAAAAAAAAATAAATAAATTGTACACGGCTTTCGTAAAGAAATTTATTGAAGCTTTGTATAATTAACAAAAAAAAA--AACCTTGAAC-TTTGTGTTTTTATTT-----------------------------------------------------

droMoj3 scaffold_6540:3761875-
3762078 +

dmo_3126 AAAAAA----------AA---AAAA--AAA-A--AAACGAAAC---AAAATGAAAGAAAGAA-G------------------AGATGAAC--C---CAACCAACA-ACAAAAAAAAACCAATAGAAAAAACTAAAA-AAAAAAAAAATAAA-CAATTGTACACTGCTTTCGTAAAGAAATTTATTGAAGCTTTGTATAATTAAAAAAAAAAA----AACT-GAACTTTTGTGTTTTTATTTGATTTATT--TACATACA-----------------------------------

droGri2 scaffold_14906:8668110-
8668297 +

dgr_462 GTAAAATTTGAGAAAAGAGCGAAAA--GAAAATA---CGAAAAACTAAAAAAAAAA--AAAA-G------------------TGAACAAC--C---CAACCA----AC------AAAACAATAGAAAA----------------AAATAAA-CAATTGTACACGGCTTTCGTAAAGAAATTTATCGAAGCTTTGTATAATTAACCAAAAAAAAACAACCT-GATC-TTTGTGTTATTATTTGCTTTAT----------------------------------------------
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TTTGTAAGAACTACCTCCCCCTCCTCCCCATTCCGCAGTCCAGTGAAAAGCGAAAGGTTATGTCGTCGACCCGGGTACAGTGCGTTTCGAGGCTGTATGTGCTTGTTTTAATCCCCAATCATACGCATTCAGCAACCTAAGGTTTCATTCGAAGTCATTCTGCAGGTTCAGCAATCCACTTAGTTTCGTACTCAGGACCGCGATTAGAACGAACGAAATTTTGCATTTGTCACATTCACATCTCTTCGCCTACAGCACCGAAACGCACTGTCCCCGGGTCGTCAAACACTCCCAGGCGAGATTTAATGTTTTTTTTTTTTTCTTCCTCATTTACTTAGAATCCGTAAGA
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Krimp
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Ovary_rep1_LK_P

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies
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genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies
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r2d2[1]
ovary
total RNA
Â¬â€ 

V134

ML-
DmD8

GSM379057

Krimp
Mutant

GSM379058

Piwi
Heterozygote

GSM379064

Vasa
Mutant

GSM272652

S2 -48
Biological
Replicate
#1

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR014282

Ovary_rep1_wK_P

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
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flies
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from 5-6 days old
flies
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...............................................................................................................................................TTCATTCGAAGTCATTCTGCAGGT...................................................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................ACCCGGGTACAGTGCGTTTCGAGGCT............................................................................................................................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TTTGTAAGAACTACCTCCCCCTCCTC................................................................................................................................................................................................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................AAGCGAAAGGTTATGTCGTCGACCCGGG.................................................................................................................................................................................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................................................................................................TTAGAACGAACGAAATTTTGCAT........................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................CCTAAGGTTTCATTCGAAGTCATTCTGCA......................................................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................................................................................................................................................CGCACTGTCCCCGGGTCGTCAA................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................................................................................ATTAGAACGAACGAAATTTTGCATTTGT....................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................................................................................................................GCATTTGTCACATTCACATCTCTTCGC.................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................AGTGCGTTTCGAGGCTGTA............................................................................................................................................................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................TCCCCATTCCGCAGTCCAGTGAAAAGC.......................................................................................................................................................................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................GTGCGTTTCGAGGCTGTATG.......................................................................................................................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................................TGCAGGTTCAGCAATCCACTTAGT..................................................................................................................................................................... 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 0
.........................................................................................................................................................................................................GATTAGAACGAACGAAATTTTGCATT.......................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................TATGTCGTCGACCCGGGTACAGTG........................................................................................................................................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................................................................................................................................TCTTCGCCTACAGCACCGAAACGCACT................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................................................................................................................................................CTACAGCACCGAAACGCACT................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................GCAGGTTCAGCAATCCACTTAGTT.................................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................................................................................................................................................TCCCAGGCGAGATTTAATGTTTTTT................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................CGAAAGGTTATGTCGTCGACCCGGGT................................................................................................................................................................................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................................................................................................................................................ACTGTCCCCGGGTCGTCAC................................................................ 19 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................................................................................CGCGATTAGAACGAACGAAA................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................GCAGGTTCAGCAATCCACT......................................................................................................................................................................... 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 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

AAACATTCTTGATGGAGGGGGAGGAGGGGTAAGGCGTCAGGTCACTTTTCGCTTTCCAATACAGCAGCTGGGCCCATGTCACGCAAAGCTCCGACATACACGAACAAAATTAGGGGTTAGTATGCGTAAGTCGTTGGATTCCAAAGTAAGCTTCAGTAAGACGTCCAAGTCGTTAGGTGAATCAAAGCATGAGTCCTGGCGCTAATCTTGCTTGCTTTAAAACGTAAACAGTGTAAGTGTAGAGAAGCGGATGTCGTGGCTTTGCGTGACAGGGGCCCAGCAGTTTGTGAGGGTCCGCTCTAAATTACAAAAAAAAAAAAAGAAGGAGTAAATGAATCTTAGGCATTCT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR031702

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

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609222

ML-DmBG1-
C1

V091

fGS/OSS
total
Â 

V129

ML-
DmBG1-
c1

V086

female
body,
aged

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609224

female,
one day

GSM609238

embryo
14-24hr

GSM609234

CS Â male
total RNA
Â 

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR029030

dcr-2
knockdown

V092

dcr-
2[G31R]
male
total
RNA Â 

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR010953

Aub
heterozygotes,
oxidized

V073

mbn2

GSM628272

ago2[414]
ovary
total RNA

GSM609217

MLDmD20c5

SRR317117

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

GSM280087

S2cell
(AGO2IP)

AGO2

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

GSM609223

male, one
day

SRX247213

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

AGO2

GSM467729

Dmel_wt_sRNAseq

SRR298711

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

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V137

Male
aged
head

GSM609225

ML-DmBG3-
C2

V078

Desiccation,
female head

V077

cold,
female
head

V093

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

V136

Male
aged
body

SRR001664

homozygous_dcr-
2_untreated

SRR317115

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

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR341117

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

V003

dsDcr-1
(katsutomo
RNA)

V012

Dcr2 male
(Katsutomo,
whole fly?)

V015

DreRFHV148h

V034

ML-
DmD16c3
cell

V036

ML-
DmD20c5
cell

GSE24545

CS ovary
total
RNA

SRR001347

ago2_untreated

SRR031704

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

SRR298712

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

V074

S3

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

V079

Oxidation,
female
head

V130

ML-
DmBG3-
c2

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

V085

CME
W2
wing
disc

GSM379065

Zuc
Heterozygote

GSM379066

Zuc
Mutant

GSM467730

Dmel_r2d2_sRNAseq

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR031698

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

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

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

GSM609249

ML-DmD21
cell

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V133

Sg4

SRR001349

heterozygous_dcr-
2_untreated

V145

S2-
DRSC

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR031692

Total
small
RNAs from
Oregon R

V080

Starvation,
female head

GSM399110

KC-48 #2

SRR029028

untreated
(mock)

GSM609219

GM2 cell

GSM609227

CMEW1
Cl.8+
cell

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR032093

ago1
knockdown

SRR097865

Drosophila
S2-NP
cells

V008

S2-
DRSC

GSM343832

S2R+ cell

GSM609230

CS,ovary,AGO1IP

AGO1

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

SRR001348

ago2_oxidized

SRR001339

WT_females_non-
beta-eliminated

SRR065802

Piwi-
IP_zuc_mut_ovaries

GSM379059

Piwi
Mutant

GSM609242

s2+48 #2

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR014275

Ovary_rep1_LK_P

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

GSM609239

IR- 2-
18hr

V022

ML-
DmD32
cell

GSM609221

1182-4H
cell

V031

GM2
cell

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM371638

S2-NP

GSM609229

embryo 2-
6hr

V139

Cold_female_body

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM385821

OSS_s7

SRR001338

IR_non-
beta-
eliminated

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

V146

S1
cell

SRR029031

loqs-ORF
knockdown

SRX247212

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

AGO1

GSM272653

KC -48 #1

SRR341115

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

GSM385744

OSS_s2

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

.....................................................................................................................................TTGGATTCCAAAGTAAGCTTC................................................................................................................................................................................................... 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

.........................................................................................................................................................................................................................................................GATGTCGTGGCTTTGCGT.................................................................................. 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 0 0 0 0 0

.....................................................................GGGCCCATGTCACGCAAAGCTC.................................................................................................................................................................................................................................................................. 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

.........................................................................................................................................................................................................................................TAAGTGTAGAGAAGCGGATGT............................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................................................................................................CGTGACAGGGGCCCAGCAGTTTG.............................................................. 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

..............................................................................TCACGCAAAGCTCCGACA............................................................................................................................................................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................AGTCGTTGGATTCCAAAG........................................................................................................................................................................................................... 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 0 0 0 0 0

.....................................................................GGGCCCATGTCACGCAAAGCT................................................................................................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................TTCCAAAGTAAGCTTCAGTAA.............................................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................................................................................GAGAAGCGGATGTCGTGGCT........................................................................................ 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

........................................................................................................................................................................................................................................................................................................................GCAAAAAAAGAAGGAGTAAAT................ 21 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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:9219679-9220027 - sblock180959 TTTGTAAG--AACTACC--TCCCCCTCCTCCC---------C-ATTCCGCAGTCCAGTGAAAAGCGAAAGGTTAT---GT-CGTCGA--CCCGGGTACAGTGCGTTTCGAGGCTGTATG-TGCTTGTTTTAATCC-CC----AATCATACGCATTCAGCA------ACCTAAGGTTTCATTCGAAGTCATTCT---GCAGGTTCAGCAATCCACTTAGTTTCGTACTCAGGACC--GCGATTAGAACGAACGAAATTTTGCATTTGTCACATTCAC--ATCTCTTC--G--------CCTACAGCACCGAAACGCACTGTCCCCG---GG----------TCGTCAAACACTCCCAGGC----------GAGATTTA-ATG--TT---T---TTT--T-------------TTTTTTCTTCC---TCATTTACTTAGAATCCGTAAGA
droSim2 x:8766597-8766938 - TTTGTAAG--AACTACC--TCC--CTCCTCTC---------C-ATTCCGCAGTCCAGTGAAAAGCGAAAGGTTAT---GT-CTTCGA--CCCGGGGACAGTGCGTTTCGAGGCTGTATG-TGCTTGTTTTAATCC-CC----ATTTATACGCATTCATCA------ACCTAAGGTTTCATTTGAAGTCATTCT---GCAGATTCAGCAATCCACTTAGTTTCTTACTCAGGACC--GCGATTAGAACGAACGAAT--TGGCGTTTGTCACTTTCAC--CTCTCTTC--A--------CCTACAGCGCCGAAACGCACTGTCCCCG---GA----------TTGTCAAACGCTCCCAGGC----------GAGATTTA-ATG--GT---T---TT------------------TTTTTTTTCC---TCATTTACTTAGAATTCGTAAGA
droSec2 scaffold_68:110154-110490

-
TTTGTAAG--AACTACC--TCC--CTCCTCTC---------C-ATTCCGCAGTCCAGTGAAAAGCGAAAGGTTAT---GT-CGTCGA--CCCGGGGACAGTGCGTTTCGAGGCTGTATG-TGCTTGTTTTAATCC-CC----ATTCATACGCATTCAGCA------ACCTAAGGTTTCATTTGAAGTCATTCT---GCAGATTCAGCAATCCACTTATTTTCTTACTCAGGACC--GCGACTAAAACAAACGAAA--TGGCGTTTGTCACTTTCAC--ATCTCTTC--G--------CCTACAGCGCCGAAACGCACTGTCCCCA---GG----------TTGTCATACGCTCCCAGGC----------GAGATTTA-ATG--TT-----------------------------TTTTTTCC---TCATTTACTTAGAATTCGTAAGA

droYak3 X:17812825-17813153 - TTTGTAAG--AACTACACCTCC--CTCCTCTC---------C-ATTCCGCAGTCCAGTGA--AGCGAAAGGTTAT---GT-CGTCG---CCC-AGTACAGTGCGTTACGAGGCTATATG-TGCTTGTTGTAA---------------------TACAGC-------ACCTAAGGTTTCATTCGAAGTCATTCT---TTGGGTTCAGCAACCCACATAGTTTCGTACTCAGGACC--ATGATTAGAAC----GAAA--TGGCATTT-GCACCATCAC--ACCGCTGC--G--------CCTACAGCTGCGAAACGCACTGTACTCG---GG----------TCGTCAAACACTCCCAGAC----------GAGATTTA-ATG--TT---T---TTTTTT-------TTTTTTTTCTTGTTTCC---TCATTTACTTAGAATTCGTAAGA
droEre2 scaffold_4690:5899725-

5900055 +
TTTGTAAG--AACTACC--TCC--CTCCTCTC---------C-ATTCCGCAGTCCAGTGA--AGCGAAGGGTTAC---GT-CGCCG---CCC-AGTACAGTGCGTTGCGAGGCTGTATG-TGCTTGTTGCAATCC-CAGCCTCTTCATGCCCCTTCAGCA------ACCTAAGGTTTCATTCGAAGTCATTC---------------AACCCACATAGTTTCGTGCTCAGGAAAT-GACATTAGAAC----GAAA--TGGCATTT-TCACGTTCAC--ATCTCTTC--G--------CCTACAGCCCCGAAACGCACTGTACCCG---GC----------TCGTCAACTACTCCCAGAC----------GAGATTTA-ATG--GT---T---TTTCCC-------------TTTTTTCCCCC---TCATTTACTTAGAATTCGTAAGA

droEug1 scf7180000409032:737152-
737475 +

TTTGTAAG--AACTACC--TCC--CTCCTCTC---------C-ATTCCGCAGACCAGTGA--AGCGAAAGGTTTA---CTTTCTGG---CCC-AGTATAGTGCGTTTCGTGGCCGTATA------GCTATAGTCC-TT----ATTCC--TTTATTCAACA------ATCTAAGGTTTCATTCGAAGTCATTCT---ATAAGTTC---AAACCACTTAATTTTTTACTCAGGATA--ATGATTAGAAG----GAAA--TGGCATTT-TCACTTTCAC--AAATCACT--G--------ATTACAGCAACGAAACGCACTGTCCTCCGCCGG----------TTATTAAACGC-CCCAGAT----------GGGAATTATATG--TA---------------------------TTTTTTTTCC---TCATTTAACTAGAATTTGTAAGA

droBia1 scf7180000301760:5192739-
5193060 -

TTTGTAAG--AACTACC--TCC--CTCCTCTC---------C-ATTCCTCAGTCCAGTGAAGTGCGAAAGGTCAA---AT-CGCGA---CCCGGGTACGGTGCGTTTCGGGTC-GTATG---CCTG---CAATAC-TT----A------TTTATTCAGCA------ACCTAAGGTTTCATTCGAAGTCATTCT---ATATGTTG---AACGCACTTGATTTCTCGCTCAGGATA--TTAATTACCAG----CAAA--CGGCATCC-TCACTTTCAC--CAGTCACC-----------CTTACGGCCCCGAAACGCACCGTCCCCGC-GGGT---------GCGTTACACACTCCCAGTA----------GAGTTTTA--TATATT---T-----------------------TTTCTTCCCA---TAATTTACTTAGAATTCGTAAGA

droTak1 scf7180000414672:184319-
184599 +

TTTGTAAG--AACTACC--TCC--CTCCCCTT-AACTCCCCTAATTTCTCAGTCCAGTGA--AGCGAAAGGTT--------------------GGGACAGTGCGTTTCGTGGCC--------CTTG-----------------------TCTATTCAGCC------ACCTAAGGTTTCATTCAAAGTCATTCT---ATTAGTTT---AACGCACTTACTTTCTTACTCAGGACA--ATGATTAGCAG----CAAA--TGGCATTT-TCACCTTCACACAAATCA--------------------CCCCGGAACGCACTGTCTCTG------------------------ACTCCCAGTA----------GAGATTTA-T-------------TT--CC-------------TTTCCCCGCCC---TCATTTACTTAGAATTCGTAAGA

droEle1 scf7180000491018:31054-
31303 +

TTTGTAAGAGAACTACC--TCC--CTCTTATCCGATTCCTCCAGTCCTCCAGTCCAGTGC--AGCGAAA----------T-CGTAGCCCCCC-AGTACAGTGCGTTTCGGGAGCGTAG--------------------------------------AGCAGTCGAGCCCCAAGGTTTCATTCGAAGTCATTCTTCTATTAGTTCAGCCACCCACTTTATTTCTCACTCAGGATAT-TTGATTAACAG----A-------------------TTAAC--AAATCTTCCCC-------CCTTACAGCCCCGAAACGCATTGTCTT-------------------------------------------------------------------------------------------TTTTTTC-------T----TTAG-------AGAA

droRho1 scf7180000780067:115311-
115629 -

TTTGTAAG--AACTACC--TCC--CTCCTCTC---------C-ATTCCTCAATCCAGTGA--AGCGAAAGGTTTA---GT-CGTAG---CCC-AGTACAGTGCGTTTCGGGGCCTTA--------------------------------TTTATTCAGCA------ACCTAAGGTTTCATTCGAAATCATTCT---ATAAGTTT---AACTCACTTAATTTCATACTCAGGATA--ATGATTAGAAG----GAAA--TGGCATTT-TCACTTTCAC--AAATCTCC--C-------CCTTACAGTCCCGAAACGCACTGTCCCTG---GG-------TCGTCGTCACATACTCCCAAAA----------GAGATTTT-T-------------TTT--TCTCATATTTGTTTTTTTTTGTTCG---TCATTTACTTAGAATTTGTAAGA

droFic1 scf7180000454073:2134513-
2134859 -

TTTGTAAG--AACTACC--TCC--CTCCTCTC---------C-ATTGCTCGATCCAGTGA--AGCGAAAGGTTATTCGAT-CGCAG---CCC-GGTACAGTGCGTTTCGGAGCTGTAGGGTGTGTG---T-ATCCCTT----A------TTTATTCAGCA------ACCTAAGGTTTCATTCGAAGTCATTCT---ATAAGTTT---AATTCACTTACTTTCTTACTCAGGAGATAATGTTTAGAAG----GAAA--TAGCATTT-GCACTTTCAC--AAATCACC--TCCTACGCTCTTACAGCCCCGAAACGCACTGTCCTCG---GG----------TCGTCACATACTCCCAAAA----------GAGATTTG-GTT--TAGGTTTCTTTT--T-------------TTTTTTGTTCATAATGATTTAATTAGAATTCGTAAGA

droAna3 scaffold_13334:330338-
330355 +

TA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTAGTAATCGTAAGT

droBip1 scf7180000396431:1209944-
1210013 -

ATTTATTG--TTTT--------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTTTCGATCAAACA---T--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATAATATATAGTATATTTT---ATGTATATTTAGTAATCGTAAGT

dp5 XL_group1a:7788495-
7788588 +

CC---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TACAGCCCTGAAACGCACTGTATATGT-TAGTATGGGGA--CAGCCA---ACGCGCAGTA----------GAAACTT--------------------------------------CTCTGTTA---TAATTTTGTTTTTACATTTAAGA

droPer2 scaffold_15:138776-138874
+

CC---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TACAGCCCTGAAACGCACTGTATATGT-TAGTATGGGGA--CAGC--------CATAGAAACGCGCAGTAGCAAC--------------------------------------TTCTCTGTTA---TAATTTTGTTTGTACATTTAAGA

droMoj3 scaffold_6473:15804337-
15804372 +

TGTTT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TT--TT-------------TTTTCCTTTTC---TTTTTTATATAAAATC-------

Generated: 09/09/2015 at 01:05 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
1
0
0
0
1
1
1
1
0
1
0
0
0
1
0
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13334:330338-330355
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396431:1209944-1210013
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:7788495-7788588
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_15:138776-138874
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CTTGCGGTCCCAGCGGATGCACCCGTACGCGGCGGCCGCCTCGCTCAACTTGGCAGCCGCCGCCGCTGCCGCCGGCCAGACCTCGTTTGTGCCGTTCAGTTCGGCGGCCACGGCGGTGGCGGCCACGCCCACATTCCAGCACCTGCCGCAGATCTCCTGCTACAACGTGTGATGCAGCA

*********************************************.....((((.((((((((((..((((((((((((((...))))).))).........))))))..)))))))))).)))).......***********************************************
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aged
head

V134
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DmD8

GSE24544

dcr-
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ovary
total RNA

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V0652

dcr2
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AGO1-
IP,
reseq

AGO1

V130

ML-
DmBG3-
c2

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V142

Oxidation_female_body

V140

Dessication_female_body

V141

Heat_female_body

SRR351332

age: 2-
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male:female
= 1:1tissue:
whole
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control wild
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V077
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head
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female head
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female head
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Oxidation,
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V0632
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AGO1-
IP,
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cold
body

V136

Male
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body

GSE24545

CS ovary
total
RNA

GSM628272

ago2[414]
ovary
total RNA

GSM628271

r2d2[1]
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GSM1528798
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cells

V146

S1
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AGO1IP
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2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V132
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DmD32

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote
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strain: vret148-
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associated
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AGO1

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

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

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

SRR060647

A2_ovaries_FLAG-
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AGO2

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:
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GSM609236

dcr-
2[L811fsX],
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AGO1IP
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GSM609233

r2d2[1],
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AGO1IP

AGO1
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2'-O-
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flies

SRR065807
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IP_squ_het_ovaries

SRR001338

IR_non-
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eliminated

V096

loqsKO/f00791
ovary

SRR298712

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

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies
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Total small
RNAs from
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heterozygous
flies
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CS,ovary,AGO1IP

AGO1
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dcr-
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total
RNA Â 
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total
small RNAs
from hen1
homozygous
flies

SRR060645

yw67c23(2)_testes_total

SRR060653

hs-Penelope_
ovaries_total

V023

Dcr2
female
head

SRR001339

WT_females_non-
beta-eliminated

GSM286611

6-10h #2
(11)

GSM322543

male head
#1

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V093

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

SRR014273

Ovary_rep1_Har_P

SRR060652

hs-
Penelope_testes_total

V147

1182-
4H
cell

GSM379050

Armi
Heterozygote

SRR060644

A2_ovaries_total

SRR060646

yw67c23(2)_ovaries_total

GSM609237

ago2[414]
ovary
total RNA

GSM609247

heat
female
head

GSM379066

Zuc
Mutant

GSM286607

6-10h #1
(10)

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

SRR060643

A2_testes_total

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609238

embryo
14-24hr

V128

S3

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609251

aged
female
head

SRR001664

homozygous_dcr-
2_untreated

GSM379054

Flam
Heterozygote

GSM322533

female
head #1

SRR031692

Total
small
RNAs from
Oregon R

SRR298711

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

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR001349

heterozygous_dcr-
2_untreated

SRR014275

Ovary_rep1_LK_P

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V032

S1
cell

GSM609234

CS Â male
total RNA
Â 

GSM609239

IR- 2-
18hr

GSM399107

male body
#2

V133

Sg4

GSM371638

S2-NP

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR014280

Ovary_rep1_w1118_P

SRR014282
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homozygous
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SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb
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.............................................................................................................................................................TGCTACAACGTGTGATGCAGC. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................CACATTCCAGCACCTGCCGC.............................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................TTCCAGCACCTGCCGCAGA........................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........CCCAGCGGATGCACCCGTACGC..................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................CAGCACCTGCCGCAGATCTC....................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................TGCCGCCGGCCAGACCTCGTT............................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................AGTTCGGCGGCCACGGCGGTT............................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................TCAGTTCGGCGGCCACGGCGGCT............................................................. 23 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................TTCAGTTCGGCGGCCACGGCGGT.............................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................CGCCGCTGCCGCCGGCCAGAA.................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................CAGTTCGGCGGCCACGGCGGTA............................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................TTCCAGCACCTGCCGCAGATC......................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................CGCCGCTGCCGCCGGCCAGACCTC............................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................CACCTGCCGCAGATCTCCTGCTT................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................AGTTCGGCGGCCACGGCGTA.............................................................. 20 2 2 1.00 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

GAACGCCAGGGTCGCCTACGTGGGCATGCGCCGCCGGCGGAGCGAGTTGAACCGTCGGCGGCGGCGACGGCGGCCGGTCTGGAGCAAACACGGCAAGTCAAGCCGCCGGTGCCGCCACCGCCGGTGCGGGTGTAAGGTCGTGGACGGCGTCTAGAGGACGATGTTGCACACTACGTCGT

***********************************************.....((((.((((((((((..((((((((((((((...))))).))).........))))))..)))))))))).)))).......*********************************************
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Norm Total

SRR031702

2'-O-
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from r2d2
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flies

GSM609222

ML-DmBG1-
C1

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRX247213

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

AGO2

V144

OSC

GSM609225

ML-DmBG3-
C2

V136

Male
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body

V091

fGS/OSS
total
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GSM628271
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ovary
total RNA
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V096

loqsKO/f00791
ovary
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S2-NP
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ovary
total RNA
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from tj
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fs(1)Yb
ovaries
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from 5-6 days old
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wt
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reseq
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Oxidation,
female
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GSM609224
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one day

SRR031697

Total small
RNAs from
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heterozygous
flies

SRR351332

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

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM180331

early
embryo
(2-6)

GSM379067

SpnE
Mutant

GSM385744

OSS_s2

GSM385748

OSS_s6

GSM360262

0-2d
pupae

SRR014277

Ovary_rep1_NA_P

SRR014282

Ovary_rep1_wK_P

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

GSM609235

CMEL1

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

V077

cold,
female
head

V134

ML-
DmD8

V142

Oxidation_female_body

SRR029633

total
small RNAs
from hen1
homozygous
flies

V093

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

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V126

CME
L1

SRR060651

A2_ovaries_Ago3

AGO3

SRR298711

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

GSM609221

1182-4H
cell

V036

ML-
DmD20c5
cell

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V015

DreRFHV148h
GSM609219

GM2 cell

SRR031692

Total
small
RNAs from
Oregon R

GSM609234

CS Â male
total RNA
Â 

GSM609223

male, one
day

V080

Starvation,
female head

V148

mbn2

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR351333

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

V012

Dcr2 male
(Katsutomo,
whole fly?)

V032

S1
cell

V139

Cold_female_body

GSM609227

CMEW1
Cl.8+
cell

V008

S2-
DRSC

V034

ML-
DmD16c3
cell

GSM609217

MLDmD20c5

GSM609229

embryo 2-
6hr

SRR001349

heterozygous_dcr-
2_untreated

SRR060643

A2_testes_total
GSM343832

S2R+ cell

GSM399101

kc167
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V133

Sg4

GSM609237

ago2[414]
ovary
total RNA

SRR001338

IR_non-
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GSM343833

S2R+ cell

SRX247212

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

AGO1

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

V030

ML-
DmD8
cell

SRR001339

WT_females_non-
beta-eliminated

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM399105

disk #2

V031

GM2
cell

SRR001348

ago2_oxidized

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

V132

ML-
DmD32

V138

Male
cold
body

SRR065807

Piwi-
IP_squ_het_ovaries

V146

S1
cell

GSM609226

CMEW1
Cl.8+
cell

V135

CME
W2
(wing
disc
line)

GSM609250

ML-DmD32
cell

GSM286603

female
body

SRR023402

total RNA
extracted
from NLS-
P19 cells

SRR060645

yw67c23(2)_testes_total

SRR060652

hs-
Penelope_testes_total

V037

Felix
sample
+mirtrons

GSM609230

CS,ovary,AGO1IP

AGO1

GSM609238

embryo
14-24hr

V141

Heat_female_body

.......................................GAGCGAGTTGAACCGTCGGCG....................................................................................................................... 21 0 1 6.00 6 0 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................CGACGGCGGCCGGTCTGGAGCAAACAC........................................................................................ 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................TAGCGAGTTGAACCGTCG.......................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............GCCTACGTGGGCATGCGCCGCCGGCGGAG......................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................TAGCGAGTTGAACCGTCGG......................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................CGGCCGGTCTGGAGCAAACAC........................................................................................ 21 0 1 1.00 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

......................................................................................................................CGCCGGTGCGGGTGTAAGGTCGT...................................... 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

...................................................................CGGCGGCCGGTCTGGAGCAAA........................................................................................... 21 0 1 1.00 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

.................................................................................................................................................GGCGTCTAGAGGACGATGTTGC............ 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 0 0 0 0 0 0 0 0

................................................................................................................................GGTGTAAGGTCGTGGACGGCGTCT........................... 24 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

....................TGGGCATGCGCCGCCGGCGGA.......................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................AGAGGACGATGTTGCACACTACGT... 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

................................................................CGACGGCGGCCGGTCTGGAGCAAAC.......................................................................................... 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

..................................................................ACGGCGGCCGGTCTGGAGCAAAC.......................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................CGGCGTCTAGAGGACGATGTTGCACACT....... 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 0 0 0 0 0 0 0

.................................................................................................................................GTGTAAGGTCGTGGACGGCG.............................. 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

.............................GCCGCCGGCGGAGCGAGTTG.................................................................................................................................. 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

........................................................................................................................................................AGAGGACGATGTTGCACACTA...... 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

...............................................................................................................................................ACGGCGTCTAGAGGACGATGTT.............. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................CGCCGGCGGAGCGAGTTGAAC............................................................................................................................... 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

.........................................................................................................................................................GAGGACGATGTTGCACACTAC..... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................CGGCGGAGCGAGTTGAACCGT............................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................CGGCGGCCGGTCTGGAGC.............................................................................................. 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

..............................................................................................................................CGGGTGTAAGGTCGTGGACGG................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................AGAGGACGATGTTGCACACTACGTCGT 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

........................................................GGCGGCGGCGACGGCGGC......................................................................................................... 18 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 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:910088-910266 - dme_377 CTTGCGGTCCCAGC---GGATGCACCCGTACGCG------------GCGGCCGCCTCGCTCAACTTGGCAGCCGCCGCCGCTGCCGCCG---------GCCA-GACCTCGTT-----TGTGCCGTTCAGTTCGGCGGCCACGGCGGTGGCGG---------CCACGCCCACATTCCAGCACCTG---CCGCAGATCTCCTGCTACAACGTGTGAT------------------------------------GCAG-----CA---------------
droSim2 3r:817585-817763 - dsi_32437 CTTGCGGTCTCAGC---GGATGCACCCGTACGCG------------GCGGCCGCCTCGCTCAACTTGGCAGCCGCCGCCGCTGCTGCCG---------GCCA-GACCTCGTT-----TGTGCCGTTCAGTTCGGCGGCCACGGCGGTGGCGG---------CCACGCCCACATTCCAGCACCTG---CCGCAGATCTCCTGCTACAACGTGTGAT------------------------------------GCAG-----CA---------------
droSec2 scaffold_6:1033600-1033778

-
dse_1834 CTTGCGGTCTCAGC---GGATGCACCCGTACGCG------------GCGGCCGCCTCGCTCAACTTGGCAGCCGCCGCCGCTGCCGCCG---------GCCA-GACCTCGTT-----TGTGCCGTTCAGTTCGGCGGCCACGGCGGTGGCGG---------CCACGCCCACATTCCAGCACCTG---CCGCAGATCTCCTGCTACAACGTGTGAT------------------------------------GCAG-----CA---------------

droYak3 3R:1255630-1255808 - dya_1786 CTTACGGTCTCAGC---GGATGCACCCGTACGCG------------GCGGCCGCCTCGCTCAACTTGGCAGCCGCCGCCGCTGCCGCCG---------GACA-GACCTCGTT-----TGTGCCGTTCAACTCGGCGGCCACGGCGGTGGCGG---------CCACGCCCACATTCCAGCACCTG---CCGCAGATCTCCTGCTACAATGTGTGAT------------------------------------GCAG-----CA---------------
droEre2 scaffold_4770:1183274-

1183452 -
der_59 CTTGCGGTCTCAGC---GGATGCACCCGTACGCG------------GCGGCCGCCTCGCTCAACTTGGCAGCCGCCGCCGCTGCCGCCG---------GACA-GACCTCGTT-----TGTGCCGTTCAGTTCGGCGGCCACGGCGGTGGCGG---------CCACGCCCACATTCCAGCACCTG---CCGCAGATCTCCTGCTACAACGTGTGAT------------------------------------GCAG-----CA---------------

droEug1 scf7180000409759:861174-
861352 -

CTTGCGTTCGCAGC---GGATGCACCCGTATGCG------------GCGGCCGCGTCGCTCAACTTGGCAGCCGCCGCCGCTGCCGCCG---------GTCA-GACTTCTTT-----CGTGCCGTTCAGCTCGGCGGCCACGGCGGTGGCGG---------CCACGCCAACATTCCAGCACCTG---CCGCAGATCTCCTGCTACAACGTGTGAT------------------------------------GCCG-----CA---------------

droBia1 scf7180000302411:644872-
645045 -

CTTGCGGTCCCAGC---GGATGCATCCCTATGCG------------GCGGCCGCCTCGCTCAACCTGGCAGCCG---CCGCTGCCGCCG---------GACA-GACCTCATT-----CGTGCCGTTCAGCTCGGCGGCCACTGCGGTGGCGG---------CCACGCCCACATTCCAGCACCTG---CCGCAGATCTCCTGCTACAACGTGTGAT------------------------------------GCAG----------------------

droTak1 scf7180000415789:614398-
614573 -

TCTGCGGTCCCAGC---GGATGCATCCCTATGCT------------GCGGCCGCTTCGCTCAACATGGCTGC---CGCCGCTGCCGCTG---------GACA-AACCTCTTT-----TGTGCCGTTCAGTTCGGCGGCCACGGCGGTCTCGG---------CCACGCCCACATTCCAGCACCTG---CCCCAGATCTCCTGCTACAACGTGTGAT------------------------------------GCGG-----CA---------------

droEle1 scf7180000491104:2701989-
2702167 -

CTTGCGGTCCCAGC---GGATGCACCCGTATGCG------------GCGGCCGCCTCGCTCAACTTGGCCGCCGCCGCAGCAGCCGCTG---------GACA-GACGTCCTT-----TGTGCCGTTCAGTTCGGCGG------------------------CCACGCCCACATTCCAGCACCTG---CCGCAGATCTCCTGCTATAATGTGTGAT------------------------------------GCAG-----CAGCAAGGACAACGGCA

droRho1 scf7180000779558:37757-
37920 -

CTTGCGGTCCCAGC---GGATGCATCCGTACGCG------------GCGGCCGCCTCGCTCAACTTGGCAGCCGCCGCCGCTGCCGCTG---------GACA-GACGTCGTT-----CGTGCCGTTCAGCTCGGCGG------------------------CCACGCCCACATTCCAGCACCTG---CCGCAGATCTCCTGCTACAACGTGTGAT------------------------------------GCAG-----CA---------------

droFic1 scf7180000453850:254223-
254401 -

CTTGAGGTCGCAGA---GGATGCACCCGTACGCG------------GCGGCCGCCTCGCTGAACTTGGCCGCCGCCGCCGCTGCCGCTG---------GACA-GACGTCGTT-----CGTGCCGTTCAGCTCGGCGGCTACGGCGGTCTCGG---------CCACGCCCACATTCCAGCACCTG---CCGCAGATCTCCTGCTACAACGTGTGAT------------------------------------GCAG-----CA---------------

droKik1 scf7180000302634:592878-
593056 -

CCTGCGGTCCCAGA---GAATGCATCCGTATGCG------------GCGGCCGCCTCGCTCAACCTGGCAGCCGCTGCTGCTGCCGCCG---------GTCA-GACGTCCTT-----TGTCCCGTTTAGCTCGGCGGCCACAGCGGTGGCGG---------CCACGCCCACATTCCAGCACCTG---CCGCAGATCTCCTGCTACAACGTGTGAT------------------------------------GCAG-----TA---------------

droAna3 scaffold_13340:23109602-
23109802 -

dan_4055 CTTGCGGTCGCAGC---GGATGCATCCATATG---------------------CTTCGCTTAATCTGGCAGCCGCCGCCGCTGCCGCCGGCAACTTGGGGCA-AACATCGTT-----TGTGCCCTTCAGCTCGGCGGCCACGGCGGTGGCGG---------CCACGCCCACATTCCAGCATCTG---CCGCAGATCTCCTGCTACAATGTGTGATCATC---------------CGCAGGACAAAGGCAAC----AGCAACA---------------

droBip1 scf7180000396395:117225-
117440 -

CTTGCGGTCGCAGC---GGATGCATCCATATG---------------------CTTCGCTCAATCTGGCAGCCGCCGCCGCTGCCGCCGGCAACTTGGGTCA-GACATCGTT-----TGTGCCCTTCAGTTCGGCGGCCACGGCGGTGGCGG---------CCACGCCCACATTCCAGCATCTG---CCGCAGATCTCCTGCTACAACGTGTGATCATCAGGACAGGAGAGATCCGCAGGACAAAGGCAAC----AGCAACA---------------

dp5 2:21905631-21905813 + dps_3837 CCTGCGCTCGCAGC---GGATGCACCCCTATGCG------------GCGGCGGCCTCCCTCAACCTGGCCGCAGCCGCCGTGGCCGCCGGGAGCCTGGGGCA-GACCTCGTT-----TGTGCCATTCGGTGCGGCCGC---------GGCGG---------CGACGCCCACATTCCAGCATCTGCAGCAGCAGATATCCTGCTACAATGTGTGATCCCC-----------------------------------C-----TC---------------
droPer2 scaffold_3:4687061-4687243

+
CCTGCGCTCGCAGC---GGATGCACCCCTATGCG------------GCGGCGGCCTCCCTCAACCTGGCCGCTGCCGCCGTGGCCGCCGGGAGCCTGGGGCA-GACCTCGTT-----TGTGCCATTCGGTGCGGCCGC---------GGCGG---------CGACGCCCACATTCCAGCATCTGCAGCAGCAGATATCCTGCTACAATGTGTGATCCCC-----------------------------------C-----TC---------------

droWil2 scf2_1100000004515:3758782-
3758950 -

GCGGCAGCCGCAAA---CGAAGCATCTGTGCCCT------------GCGGTCAACTGGCC------GGCGGTC-CAGGCAGTGGAGCAG---------GCCAGGACTTAGGTTTCGCTGTGCCGCCCAGTGCTGTGG------------TGG---------ATGAG--CATA-GCAAGCTCCTG---GGACAGAATC-------------GTGATTTCC------------------TGGCCCGTCTAAT-G---AGCAGTG---------------

droVir3 scaffold_12855:7979110-
7979300 +

dvi_24659 TCTGCGCACGCAGCATCGCATGCATCCCTACGCA---GCAGCGGCAGCGGCCGCCTCCCTCGCAGCGGCAGCGGCCGGCGCCAATTTGG---------GGCC-AGCTTCGTT-----TGTGCCCTTTGGCACGGCGGCGACGTCGGCGACGG---------CAGCGCCAACATTCCAGCAACTG---CAGCAAATCTCCTGCTACAACGTGTGAT------------------------------------CCAA-----CA---------------

droMoj3 scaffold_6540:23216850-
23217049 +

dmo_3161 TCTGCGCACGCAGCATCGCATGCATCCCTACGCAGCAGCAGCGGCGGCGGCCGCCTCCCTCGCAGCAGCAGCGGCCGGCGCCAACTTGG---------GTCC-GGCTTCGTT-----TGTGCCCTTCGGAACGGCGGCGACGTCGGCGACGG---CAGCGGCAGCGCCAACATTCCAGCAACTG---CAGCAAATCTCCTGCTACAACGTGTGAT------------------------------------CCTC-----CT---------------

droGri2 scaffold_15245:7396521-
7396701 -

CTTTTGGACCCGCC---G-CCATGGCCATGGGCG---CCG------GCGGC--ACTGGCTCCACT-GGCGG-TGCGGGTGGTGCTGCTG---------GCATGGTTGGCGTT-----GGTGCTGG-CAG--TGGAGGTGGCGGTGGTGGCGGCAGCA--------GCAACAGCTCCAGCAGCAA--GTCGAACAAATCGCGCAAGGAGAAAAGGGCCGC--------------------------------CCAG-----CA---------------
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TCTGGCTGCTCCTTCGCTCCGTGCACGATTCCTTCAAGTACAAGGGACTGGTAAGTGGCATGAGGATGGCCAAAGTGATTGTAACTCTATACGGTCCAATTTCATTTGCAGGCATTCTCCGTACTGTTCGTGTGCATAGCGATAACGTCGGATCTGGTCTG
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.............................TCCTTCAAGTACAAGGGACTGGC............................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................ACTGTTCGTGTGCATAGCGATAAC............... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......TGCTCCTTCGCTCCGTGCA........................................................................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................ATTCTCCGTACTGTTCGTGTGC.......................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................CTCCGTACTGTTCGTGTGCATA....................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........CTTCGCTCCGTGCACGATTC.................................................................................................................................. 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 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................GTGTGCATAGCGATAACGTCGGATC....... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTAAGTGGCATGAGGATGGCCAAAG...................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................TACGGTCCAATTTCATTTGCAA.................................................. 22 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 0 0 0 0 0 0 0 0 0
.........................................................................................TACGGTCCAATTTCATTTGCAGCT................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.CTGGCTGCTCCTTCGCTCCGTGCACGA..................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................CTCCGTACTGTTCGTGTGCATAGC..................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................ATACGGTCCAATTTCATTTGCAG.................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................................AGCGATAACGTCGGATCTGGTC.. 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
........CTCCTTCGCTCCGTGCACGATTCCT................................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................GCGATAACGTCGGATCTGGTC.. 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
.............................TCCTTCAAGTACAAGGGA.................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................TAGCGATAACGTCGGATCTG..... 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 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................TACGGTCCAATTTCATTTGCACT................................................. 23 2 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
.........................................................................................TACGGTCCAATTTCATTTGCATTT................................................ 24 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................TCATTTGCAGGCATTCTCCGT....................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................TCTCCGTACTGTTCGTGTGCATAG...................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................CATGAGGATGGCCAAAGTGATTGT............................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................ATAGCGATAACGTCGGATCTGGTCT. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

AGACCGACGAGGAAGCGAGGCACGTGCTAAGGAAGTTCATGTTCCCTGACCATTCACCGTACTCCTACCGGTTTCACTAACATTGAGATATGCCAGGTTAAAGTAAACGTCCGTAAGAGGCATGACAAGCACACGTATCGCTATTGCAGCCTAGACCAGAC

**************************************************.((((((.(((((.....((.......)).....)).))).))))))......**********************************************************
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...............CGAGGCACGTGCTAAGGAAGT............................................................................................................................. 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

..............................................................................................................................AAGCACACGTATCGCTAT................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............CGAGGCACGTGCTAAGGA................................................................................................................................ 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

............................................................................................................................................CTATTGCAGCCTAGACCAGA. 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

...CCGACGAGGAAGCGAGGCACGTG....................................................................................................................................... 23 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:17043185-17043350 - dme_341 CATTCTGGCTGCTCCTTCGCTCCGTGCACGATTCCTTCAAGTACAAGGGACTGGTAAGTGGCAT--G--------------------AGG--------------------------------------------------A--TGG--------CCAAAGTGATTGTAACTCT---------------------ATA---CGGTCC-A----------ATT-TCATTTGCAGGCATTCTCCGTACTGTTCGTGTGCATAGCGATAACGTCGGATCTGGTCTGTT
droSim2 2r:17597998-17598175 - CATTCTGGCTGCTCCTTCGCTCCGTGCACGATTCCTTCAAGTACAAGGGACTGGTAAGTGGAGG--GGCGAT--------GGGCATGAGG--------------------------------------------------A--TGG--------CCAAAGTGATTGTAACTCT---------------------ATA---CGGTCC-A----------ATT-TCATTTGCAGGCATTCTCCGTACTGTTCGTGTGCATAGCGATAACGTCGGATCTGGTCTGTT
droSec2 scaffold_9:369230-369407 - CATTCTGGCTGCTCCTTCGCTCCGTGCACGATTCCTTCAAGTACAAGGGACTGGTAAGTTGAAG--GGCGAT--------GGGCATGAGG--------------------------------------------------A--TGG--------CCAAAGTGATTGTAACTCT---------------------ATA---CGGTCC-A----------ATT-TCATTTGCAGGCATTCTCCGTACTGTTCGTGTGCATAGCGATAACGTCGGATCTGGTCTGTT
droYak3 2R:12153552-12153730 + CATTCTGGCTGCTCCTTCGCTCCGTGCACGATTCCTTCAAGTACAAGGGACTGGTAAGTGGA-T--G--------------GGCATAGAG--------------------------------------------------A--TGGGTTCGCAGGCAAAGCAATTGAAACTCT---------------------ATA---CGGTAC-A----------ATT-TCATTTGCAGGCATTCTCCGTACTGTTCGTGTGCATAGCGATAACGTCGGATCTGGTCTGTT
droEre2 scaffold_4845:11185188-

11185373 -
CATTCTGGCTGCTCCTTCGCTCCGTGCACGATTCCTTTAAGTACAAGGGACTGGTAAGTGGAAA--GGCGAT--------TGGCATGAGG--------------------------------------------------A--TGGGTGCCGAGCCAAAGCGATTGAAACTCT---------------------ATA---CGGTCC-A----------ATT-TCATTTGCAGGCATTCTCCGTACTGTTCGTGTGCATAGCGATAACGTCGGATCTGGTCTGTT

droEug1 scf7180000409474:904480-
904661 +

CATTCTGGCTGCTCCTTCGCTCCGTGCACGATTCCTTCAAGTACAAGGGTCTGGTAAGTGGAAT--G--------------ATCAGAGGGCTAGGGAC--------------------------------------TCAA------------ATGCGGAGTGCTTGAAACTCT---------------------ATA---TGACCC-A----------ATT-TCATTTGCAGGCATTCTCCGTACTCTTCGTGGGCATAGCGATAACGTCGGATCTGGTCTGTT

droBia1 scf7180000301754:447472-
447649 +

CATTCTGGCTGCTCCTCCGCTCCGTGCACGATTCCTTCAAGTACAAGGGACTGGTGAGTGGAAT--G----------G----------GC--------------------CTGG--------------------CTTCAC------------CGCCGGAATCTG-----------------ACTCTGACTCTATATA---TGGCCC-A----------ATT-CCCTTTGCAGGCATTCTCCGTACTGTTCGTGTGCATAGCGATAACGTCGGATCTGGTCTGTT

droTak1 scf7180000415376:54173-
54342 -

CATTCTGGCTGCTCCTTCGCTCCGTGCACGATTCCTTCAAGTACAAGGGACTGGTAAGTGAA-T--G----------G----------AG------ATAAGGTCATTGAGT--------------------------TAC------------CCAC-----------GACTCT---------------------ATA---TGGGCC-A----------ACT-TCATTTGCAGGCATTCTCCGTACTGTTCGTGTGCATAGCGATAACGTCGGATCTGGTCTGTT

droEle1 scf7180000491232:349785-
349981 +

CATTCTGGCTGCTCCTCCGCTCCGTGCACGATTCCTTTAAGTATAAGGGACTGGTAAGTGAAAC--G----------G----------GA--------------------CGGGACGGGACGGGACGGAGCGAGTGACAC------------CTCCGGAGCGAGTGAAACACT---------------------ATATAGGGGCCC-A----------ATT-TAATTTGCAGGCATTCTCCGTGCTGTTCGTGTGTATAGCGATAACGTCGGATCTGGTCTGTT

droRho1 scf7180000777447:1535-1704
+

CATTCTGGCTGCTCCTCCGCTCCGTGCACGATTCCTTTAAATACAAGGGATTGGTAAGTGGGAT--G----------G----------GG------AC--------------------------------------ACAC------------CTCCGGAGTAAGTGAAACACT---------------------CTA---TGAGCT-A----------ATC-TAATTTGCAGGCATTCTCCGTGCTGTTCGTGTGCATAGCGATAACGTCGGATCTGGTCTGTT

droFic1 scf7180000454044:494815-
494986 -

CATTTTGGCTGCTCCTTCGCTCCGTACACGATTCCTTCAAGTACAAGGGACTGGTGAGTGGAGT--G----------G----------GG--------------------T--------------------------TAC------------CCCCGATGTGATTGAAACT---------------TACTTT--ATC---TAAGCC-A----------ACT-TCATTTGCAGGCATTCTCCGTTCTGTTTGTGTGCATAGCGATAACGTCGGATCTGGTCTGTT

droKik1 scf7180000302476:2171898-
2172068 -

CATTCTGGCTACTCCTTCGCTCCGTGCACGATTCCTTCAAGTACAAGGGCCTGGTGAGTGGAAC--GTCGGT--------C------------------------------CGC--------------------------------------CTTCATTCCAAGCGAAACTCT--------A------------ATT---GGGGTC-A----------CTT-ACTTTTGCAGGCATTTTCCGTGCTGTTCGTGTGCATAGCGATAACGTCGGATCTGGTCTGTT

droAna3 scaffold_13266:6919440-
6919613 +

CCTTCTGGCTGCTCCTGCGCTCGGTGCACGATTCTTTCAAGTACAAGGGCCTGGTAAGTGACCC---TCCCTCCATCCATC------------------------------C----------------------------------------ATTCCTTCAAAACCAA----T--------A-------CTT--A-T---CATCACCA----------A-T-TATATTGCAGGCCTTCTCCGTGCTATTCGTATGCATAGCGATAACGTCGGATCTGGTCTGTT

droBip1 scf7180000396423:457437-
457605 +

CCTTCTGGCTGCTCCTGCGCTCAGTGCACGATTCTTTCAAGTACAAGGGCCTGGTAAGTGAATC--ATCGAT--------C------------------------------CTC--------------------------------------AATGGCTATAAC----ACA---------------GACCTT--A-A---CGTGACCC----------A-T-TACTTTGCAGGCCTTCTCCGTGCTATTCGTATGCATAGCGATAACGTCGGATCTGGTCTGTT

dp5 3:17679735-17679903 - CATTCTGGCTGCTCCTGCGCTCAGTGCACGATTCCTTCAAGTACAAGGGCCTGGTAAGTTGTGG--ATCACT--------ATATATGTGT--------------------------------------------------G--TGCAT--------AGTTTAA---------T---------------------ATA---TGTTCT-G----------ATT-ACTTGTACAGGCATTCTCCGTGCTATTCGTCTGTATTGCGATAACATCGGATCTGGTCTGCT
droPer2 scaffold_31:110261-110265 + CATTC---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droWil2 scf2_1100000004512:1844443-

1844619 -
CATTTTGGCTGTTATTACGCTCTGTGCACGATTCTTTCAAATACAAGGGCCTGGTAAGTCAGAA--ATTAAT--------AAAAATACAA--------------------------------------------------A--CGCGT------TAACAATGATAAAAACCAA---------------------ACA---CGA----A----------ATC-CTTTTTGCAGGCATTCTCCGTACTTTTCGTGTGCATAGCGATTACATCGGATTTGGTGTGTC

droVir3 scaffold_12875:10919478-
10919653 +

CTTTCTGGCTGCTGCTCCGCTCCGTGCATGATTCCTTCAAGTACAAGGGACTGGTAAATGAATT--G---CTTG---T--G------------------------------CGG--------------------------------------CTTT-------GCAAAACTTTATAATATTAATTTGGTTTTACA-----------------------TTGACTTGCTGCAGGCATTTTCTGTGCTTTTTGTGTGCATTGCAATAACATCGGATCTGGTGTGTT

droMoj3 scaffold_6496:16019692-
16019865 -

CATTCTGGCTGCTGCTGCGCTCCGTGCATGACTCCTTTAAGTACAAGGGCTTGGTAAATACACA--ATAAAT---------AGTATAATA--------------------------------------------------A--TAAAT--------AGTATAAT------------------------------ATA--T-AT-----TTCTTATACATTT-TGTGCTCCAGGCATTTTCTGTGCTATTCGTGTGCATTGCAATAACATCGGATCTGGTGTGCT

droGri2 scaffold_15245:4020950-
4021134 +

CATTCTGGCTGCTCCTTCGCTCCGTGCACGACTCGTTCAAGTACAAGGGTTTGGTAAATATATATTG---CTCA---TAT-ATCATAAT-------TG--------------------------------------TTATATATACAT--------TTTATTAA------------------------------TTA--T-AC-----ATTTTACCCACTT-TGTGCAACAGGCCTTTTCCGTGCTATTTGTGTGCATTGCAATAACATCGGATCTGGTGTGTT
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CCTGCACAAATCAAAAGATCACGTATACGCGGCTGTGCCATGTGTGCGATATGCATTATCCTGGCTGATCCCGGCAAGGATTATACGCTGGAGCAGCCAAGATAGTGTCTGAAAAATTGTGAACATTCTTAAACGGAGATCACTGGGCCAATGCAAGGTTT
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SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

V141

Heat_female_body

V142

Oxidation_female_body

SRR298712

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

V138

Male
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body

GSE24544

dcr-
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ovary
total RNA
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GSM609223
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day
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RNA
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from 5-6 days old
flies
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flies
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SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
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........................................................................................TGGAGCAGCCAAGATAGTGTCTG.................................................. 23 0 1 354.00 354 39 29 35 27 27 27 10 15 1 3 9 3 3 13 7 6 11 1 7 2 2 3 4 8 3 5 5 0 1 6 2 6 2 2 1 3 3 0 0 2 0 0 0 0 0 0 2 1 0 0 1 0 0 0 0 1 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 1 0 2 0 0 1 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 1 1 0 0 0 1 1 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

........................................................................................TGGAGCAGCCAAGATAGTGTCTGA................................................. 24 0 1 209.00 209 18 5 11 8 8 2 16 8 13 12 8 12 7 5 7 3 6 7 3 6 3 2 3 0 3 3 2 0 4 2 2 0 0 1 0 0 2 0 0 1 0 0 0 1 0 0 0 2 1 0 0 0 0 0 2 2 0 0 1 0 0 0 0 0 2 0 0 0 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 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

........................................................................................TGGAGCAGCCAAGATAGTGTCT................................................... 22 0 1 185.00 185 6 24 5 10 4 5 27 3 10 4 0 8 2 3 6 4 1 2 0 5 3 1 2 1 1 3 4 7 1 0 2 1 0 0 1 1 0 2 0 1 2 0 0 2 2 1 0 0 0 1 2 0 2 0 0 0 1 0 0 0 2 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 1 0 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................AGCAGCCAAGATAGTGTCTGA................................................. 21 0 1 115.00 115 5 5 2 2 10 1 1 4 5 4 8 1 2 1 2 2 2 5 3 3 1 5 0 0 2 2 0 2 2 1 0 1 5 3 1 0 1 1 0 1 0 0 0 0 0 0 1 1 1 0 0 0 0 4 1 1 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 1 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

........................................................................................TGGAGCAGCCAAGATAGTGTC.................................................... 21 0 1 70.00 70 4 1 4 7 1 9 2 9 4 2 1 1 1 2 1 3 1 3 1 1 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................AGCAGCCAAGATAGTGTCTGAA................................................ 22 0 1 65.00 65 2 1 5 0 6 1 1 0 0 3 3 0 2 1 1 1 0 0 2 1 0 1 0 0 2 0 2 1 2 1 0 0 1 0 0 0 0 1 7 0 1 0 1 1 3 0 0 1 0 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 2 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 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

.......................................................................................CTGGAGCAGCCAAGATAGTGTC.................................................... 22 0 1 35.00 35 0 1 0 3 3 5 1 3 2 0 0 0 2 2 0 0 2 0 0 0 0 1 1 0 0 1 0 0 0 0 1 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 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TGGAGCAGCCAAGATAGTGT..................................................... 20 0 1 29.00 29 1 0 3 2 0 2 0 8 0 0 2 0 0 0 1 0 1 0 0 0 1 1 2 1 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................CTGGAGCAGCCAAGATAGTGTT.................................................... 22 1 1 15.00 15 0 0 1 0 1 0 0 2 3 1 2 0 0 1 0 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TGGAGCAGCCAAGATAGTGTCTT.................................................. 23 1 1 11.00 11 0 2 0 1 0 1 1 0 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................CTGGAGCAGCCAAGATAGTGTCT................................................... 23 0 1 10.00 10 0 2 0 1 0 1 0 0 0 0 0 0 1 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TGGAGCAGCCAAGATAGTGTCTGT................................................. 24 1 1 9.00 9 1 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................AGCAGCCAAGATAGTGTCTG.................................................. 20 0 1 9.00 9 1 0 3 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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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........................ATACGCGGCTGTGCCATGATC.................................................................................................................... 21 3 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

GGACGTGTTTAGTTTTCTAGTGCATATGCGCCGACACGGTACACACGCTATACGTAATAGGACCGACTAGGGCCGTTCCTAATATGCGACCTCGTCGGTTCTATCACAGACTTTTTAACACTTGTAAGAATTTGCCTCTAGTGACCCGGTTACGTTCCAAA

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

#
Mismatch

Hit
Count

Total
Norm Total

GSM609225

ML-DmBG3-
C2

GSM609222

ML-DmBG1-
C1

GSM609237

ago2[414]
ovary
total RNA

V073

mbn2

GSM609224

female,
one day

V074

S3

SRR031700

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

GSM609221

1182-4H
cell

SRX247213

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

AGO2

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM609220

ML-DmD21
cell

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM628272

ago2[414]
ovary
total RNA

V091

fGS/OSS
total
Â 

V092

dcr-
2[G31R]
male
total
RNA Â 

V142

Oxidation_female_body

SRR001347

ago2_untreated

SRR001664

homozygous_dcr-
2_untreated

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR031702

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

GSM609234

CS Â male
total RNA
Â 

SRR029633

total
small RNAs
from hen1
homozygous
flies

V012

Dcr2 male
(Katsutomo,
whole fly?)

V085

CME
W2
wing
disc

SRR031692

Total
small
RNAs from
Oregon R

GSM609244

KC+48 #2

GSM609229

embryo 2-
6hr

SRR010959

Ago3 IP in
heterozygotes

AGO3

GSM609251

aged
female
head

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM286606

2-6h #2
(9)

SRR010953

Aub
heterozygotes,
oxidized

V138

Male
cold
body

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM286607

6-10h #1
(10)

GSM399105

disk #2

GSM322543

male head
#1

GSM399110

KC-48 #2

V003

dsDcr-1
(katsutomo
RNA)

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR001338

IR_non-
beta-
eliminated

SRR097865

Drosophila
S2-NP
cells

V008

S2-
DRSC

V015

DreRFHV148h

GSM361908

s2-48
Biological
Replicate
#2

GSM609241

s2+48 #1

SRR001349

heterozygous_dcr-
2_untreated

SRR351333

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

V038

Felix
sample
S2
only

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V146

S1
cell

SRR031704

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

GSM343832

S2R+ cell

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

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

GSM609223

male, one
day

..............................................GCTATACGTAATAGGACCGACTA............................................................................................ 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:2114919-2115080 - dme_114 CCTGCAC-----AAAT--CAAAA-----GATCA----CG--TATA------------------C--------GCGGC------------TGTGCCATGTGTGCG-ATATGCATTATCCTGGC------T--GATCCCGGCAAGGATTATACGCTGGAGCAGCCAAGAT-------------------------------------------AGTGTCT-GAAAAATTGTGAA------CATTCTT------------AAACGGAG---ATC------ACTGGGCC--AATGC--AA---GGTTT---T
droSim2 3l:2012830-2012991 - dsi_32442 CCTGCAC-----AAAT--CAAAA-----GATCA----CG--TATA------------------C--------GCGGT------------TCTGCCATGTGTGCG-ATGTGCATTATCCTGGC------T--GATCCTGGCAAGGATTATACGCTGGAGCAGCCAAGAT-------------------------------------------AGTGTCT-GAAAAATCGTGAA------CATTCTC------------AAACGGAG---ATC------ACTGGGCC--AATGC--AA---GGTTT---T
droSec2 scaffold_2:2140506-

2140667 -
dse_1837 CCTGCAC-----AAAT--CAAAA-----GATCA----CG--TATA------------------C--------GCGGT------------TCTGCCATGTGTGCG-ATGTGCATTATCCTGGC------T--GATCCTGGCAAGGATTATACGCTGGAGCAGCCAAGAT-------------------------------------------AGTGTCT-GAAAAATCGTGAA------CATTCTC------------AAGCGGAG---ATC------ACTGGGCC--AATGC--AA---GGTTT---T

droYak3 3L:2067760-2067920 - dya_1787 CCTGCAC-----AAAT--CAAAA-----GATCA----CG--TATA------------------C--------GCAGT------------CCTTCCATGTGTGCC-ATATGCATTATCCTGGC------T--GATCCTGGCAAGGATTTTACGCTGGAGCAGCTAAGAT-------------------------------------------AGTGTCT-AAAAAATAGTGG-------CATTCTC------------AAACGGAG---ATT------ATTGGGCC--AATGC--AA---GGTTT---T
droEre2 scaffold_4784:2108784-

2108945 -
der_94 CCTGCAC-----AAAT--CAAAA-----GATCA----AG--TATA------------------C--------GCGGT------------CCTTCCATGTGTGTC-ATGTGCATTATCCTGGC------T--GATCCTGGCAAGGATTATACGCTGGAGCAGCCAAGAT-------------------------------------------AGTGTCT-GAAAATTTGTGGA------CACTCTC------------AAACGGAG---ATC------ATTGGGCC--AATGC--AA---GGTTT---T

droEug1 scf7180000409091:158120-
158282 +

CCTGCAC-----ATAT--CAAAC-----GATCT----CG--TATA------------------T--------ACGCT------------CCTGCCATGTGTATGAATGTGCATTATCCTGGC------T--GATCCTGGCAAGGATTACCCGCTGGAACAGCCAAGAT-------------------------------------------AATTCCA-CAAAAGTTGTGAA------AATTCTT------------TTACATAG---ATC------ATTGGGCC--AATGC--AA---GGTTT---T

droBia1 scf7180000302428:8837689-
8837854 -

CCTGCAT-----ATAT--CAAAA-----GATCA----CG--CATA------------------T--------GCGCTCCC---------TCTGCCATGTGTGTGAGTGTGCACTATCCTGGC------T--GATCCTGGCCAGGATTACCCGCTGGAACGGCCAAGAT-------------------------------------------AGTGCCA-GCAAAAGTGTGAA------AATTCTT------------CGGCAAAG---ATC------ATTGGGCC--AATGC--AA---GGTTC---T

droTak1 scf7180000414400:42689-
42862 -

CCTGCAT-----ATAT--CGAAA---AAGATCTCATATA--TGTA------------------T--------ACGCC------------AGTGCCATGTGTGTGAATGTGCATTATCCTGGC------T--GATCCTGGCAAGAATTACGCGCTGGAAAAGCCAAGAA-------------------------------------------AATAGCA-GGAAAATTGTGAAAAGAA-AATTATT------------CAACAAAG---ATC------ATTGGGCC--AATGC--AA---GGTTT---T

droEle1 scf7180000491249:3380319-
3380472 +

CCTGCAT-----ATAG--CGAAA---GAGATCA----CG--T--------------------------------------------------ACCATGTGTGCGAATGTGCATTATCCTGGC------T--GATCCCGGCAAGGATTACCCGCTGGAACTGCCAAAAA--T----------------------------------------AGTGCCA-GGAATATTGTGAA------AATTCTT------------AAGAAAAG---TTC------ATTGGGCC--AATGC--AA---GGTTT---T

droRho1 scf7180000779211:43050-
43199 -

CCTGCAT-----ATAT--CCGTA-----GACTA----CG----------------------------------------------------TGCCATGTGTGCGAATGTGCATTAGCCTGGC------T--GATCCTGGCAAGGATTACCCACTGGAACAGCCAAAAT-------------------------------------------AGTGCCG-GAA-AAGTGTGAA------ACTTCTT------------TAGCAAAG---ATC------ATTGGGCC--AATGC--AA---GGTTT---T

droFic1 scf7180000453052:945724-
945885 +

CCTGCAC-----ATAT--TAAAA-----GGACA----TG--GATA------------------T--------GCGCT------------CCTGCAATGTGTGTGAATGTGCACTATTCTGGC------T--GATCCTGGCAAGGATTACCGACTGGAACAGCCAAAAT-------------------------------------------AGTGACT-GGAAAA-TGTGAA------AATTCTC------------GAACAGAG---ATC------ATTGGGCC--AACGC--AA---GGTTT---T

droKik1 scf7180000302441:1692360-
1692502 +

TATATAT-----G-----CGAAA-----GCCTG----CA--TATA------------------T--------CTA--------------------------GTGAATGTGCATTATCCTGGCTGCCGCT--GATCCTGGCAAGGATTACACGCTGAAAAAGCTCAAGC-------------------------------------------AGTGACC-CGAAAAGTGTGAA------TAT-----------------------------C------GTTGGGTTTGGCTGC--AAGAGGGTTT---T

droAna3 scaffold_13337:715327-
715492 +

dan_4047 AAAGCAA-------AT--CGAAA-----GTACC--TACCACTATC------------------T--------CAGTG------------ACTATAATCTGT--GCACCTGCATTGTCCTGAC------T--GATCCTCGCAAGGATCAGCCCCCAAAAGAGCCGTG-C-------------------------------------------AGTGGCCGGCAGTGCCGTGAA------AATAGTT---G--------AGGCGGTG---GCC------GATGCACC--AATCTCATA---CGGTT---T

droBip1 scf7180000395155:42405-
42568 -

AAAGAAG-----CA-TATTGAAA-----GCACC--TACA--TATA------------------T--------C--TTACA--AGT---GACTAACAAGTGT--GCACCTGCATTGTCCTGGA------ATATATCCTTGCAAGGACGGACCCCCCAAATAGCCGTG-C-------------------------------------------AGT----------GCTGTGAA------AATATTT---G--------AGGCGGTG---GCC------AATGCATC--AATCTCATA---CGGTT---T

dp5 XR_group6:12020041-
12020215 -

AATATAG-----GAAC--AAAA---------CATATACA--TATA------------------T--------CAGGG------------AGTGT-ACATATGCATGCGGACATTATCCTGGC------T--GATCCTGGCAAGGATTACAGGCCACTCGAGCTGGGATAATGCCTCTCCCTCCCTCTCTCTCTGTGGGAAAAAGGAGTTCA---------------------AACCAAT-T---TTTTTAT------------TG---TT--------------------TT--TT---GTTTT---T

droPer2 scaffold_33:40923-41108 - TATGCTA-----TAAA--TATAGGAACAAAACATATACA--TATA------------------T--------CAGGG------------AGTGT-ACATATGCATGCGGACATTATCCTGGC------T--GATCCTGGCAAGGATTACAGGCCGCTCGAGCTGGGATAATGCCTCTCCCTC--TCCCTCTCTGTGGGAAAAAGGAGTTCA---------------------AACCAATTT---TTTTTAT------------TG---TT--------------------TT--TT---GTTTTTTTT
droVir3 scaffold_13049:11999098-

11999299 +
TATGCGATC---CAATTTAAAGA-----TATCC----AA--TATACACATGTATATTTAAATATAT------C----CATCTTGTTATGCATGACAAATGTGCTTAAGTGCATTATCCTGGC------T--TATCCTGCCCAGGATTACAGGCTACGATAGCTGTGATAATGTACAGAAC-----------------------------------TGT-GAAAAATAA----------CGCTCTT------------GA--TAAA---ATAAATAGAAG-CGAGC--ACTGC--AG---AGTTT---T

droMoj3 scaffold_6680:8821377-
8821571 -

TATATATGTCAGATAT--CAAAA-----AAT-A----TA--TATACATACATATA--------T--TTATATC----TAT---------TTTATAATATATACTTGAGTGCATTATCCTAGC------T--CATCCTGCCCAGGATTACAGGCAAAGAGAGCTGCGAT-------------------------------------------AATGCAC-GAA--CTAGTGAAAACCAATAC---CGAATATACTGTGTAATCATG---AAA------ATCAAAAC--TGTGC--AG---AGTTT---T

droGri2 scaffold_15110:11439205-
11439377 +

CATACAT-----ATAT--AATAA-----TAT-A--TGGA--TA--------------------CGT------C----TAGATTGT----TATAC-AAATGTGATCAAGTGCATTATCCTGGC------T--TATCCTGCCCAGGATTACAGGCAAAGATAGCTGCGAT-------------------------------------------AATGTAC-A--GAATTGTGAA------TAACTAT----ATACTG--TGTGTAGAATCATC------AGTGA-GC--AGTTC--AG---AGTTT---T
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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
1
1
1
1
0
1
0
0
0
1
4

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:2114920-2115080
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:2114919-2115080
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_114.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:2012830-2012991
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32442.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2:2140506-2140667
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1837.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:2067760-2067920
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1787.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:2108784-2108945
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_94.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409091:158120-158282
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:8837689-8837854
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414400:42689-42862
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491249:3380319-3380472
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779211:43050-43199
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453052:945724-945885
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302441:1692360-1692502
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:715327-715492
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4047.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395155:42405-42568
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:12020041-12020215
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_33:40923-41108
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:11999098-11999299
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:8821377-8821571
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:11439205-11439377


ID:

dme_422

Coordinate:

chr3R:27444082-27444191 +

Confidence:

confident

Class:

Canonical miRNA

Genomic Locale:

5pUTR
[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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AGACGCAGCAAGTAGCATCGTTTACAATCCGCGAAAGTGCAGTCGCAGAATTTTCCGGCGGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACTAGACAGTTCCGATCAGTCCGCACTAAACCCCTCCCGCTTTAG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR065155

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

SRR317114

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

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR317110

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

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

SRR317116

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

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

SRR317115

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

GSM609229

embryo 2-
6hr

GSM628272

ago2[414]
ovary
total RNA

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR317112

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

V096

loqsKO/f00791
ovary

SRR065806

Piwi-
IP_squ_mut_ovaries

SRR031702

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

SRR060648

A2_ovaries_FLAG-
Aub

SRR010955

Aub IP in
Ago3
heterozygotes

SRR010956

Piwi IP in
Ago3
heterozygotes

GSM609224

female,
one day

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR065807

Piwi-
IP_squ_het_ovaries

GSE24545

CS ovary
total
RNA

SRR317113

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

SRR010960

wt,
oxidized

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR014282

Ovary_rep1_wK_P

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR014280

Ovary_rep1_w1118_P

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609237

ago2[414]
ovary
total RNA

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

SRR298536

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

SRR010952

Ago3 trans-
heterozygotes,
oxidized

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR060649

A2_ovaries_FLAG-
Piwi

SRR065805

Piwi-
IP_zuc_het(H-
Y)_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

V145

S2-
DRSC

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR060653

hs-Penelope_
ovaries_total

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

V032

S1
cell

V036

ML-
DmD20c5
cell

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM286613

0-1hr #1
(A)

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR014275

Ovary_rep1_LK_P

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

GSM399100

Kc167
cell

V022

ML-
DmD32
cell

GSM399101

kc167
cell

V125

ML-
DmD9

V127

G2

V132

ML-
DmD32

V146

S1
cell

GSM609223

male, one
day

SRR351333

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

GSM379056

Krimp
Heterozygote

GSM379057

Krimp
Mutant

GSM379063

Vasa
Heterozygote

GSM286607

6-10h #1
(10)

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR060646

yw67c23(2)_ovaries_total

V034

ML-
DmD16c3
cell

V080

Starvation,
female head

GSM609238

embryo
14-24hr

V128

S3

V140

Dessication_female_body
V148

mbn2

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM280083

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

GSM379060

SpnE
Heterozygote

GSM379061

Squ
Heterozygote

GSM467729

Dmel_wt_sRNAseq

GSM286605

2-6h #1
(8)

GSM286611

6-10h #2
(11)

SRR010951

Ago3
heterozygotes,
oxidized

SRR014273

Ovary_rep1_Har_P

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRR060651

A2_ovaries_Ago3

AGO3

SRR065801

zuc_het(H-
Y)_ovaries

SRR298537

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

V008

S2-
DRSC

GSM609250

ML-DmD32
cell

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V130

ML-
DmBG3-
c2

V142

Oxidation_female_body

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR031704

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

GSM280082

WT
ovaries
(18-29nt)

GSM379050

Armi
Heterozygote

GSM379064

Vasa
Mutant

GSM379066

Zuc
Mutant

SRR001349

heterozygous_dcr-
2_untreated

SRR010953

Aub
heterozygotes,
oxidized

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR029031

loqs-ORF
knockdown

SRR032093

ago1
knockdown

SRR060644

A2_ovaries_total

SRR298711

strain: egg1473/
Df(2R)Dll-
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..................................................................................................................TTGGATGCTCTCAGTATTGGTA.......................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................TGGATGCTCTCAGTATTGGTTATT....................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................TTGGTTATTGGCGAGATTGGCCCCGGG..................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................................................................TCCGATCAGTCCGCACTAAACCCCTC......... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............TAGCATCGTTTACAATCCGCGAAAGTGC.......................................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................ATTTTCCGGCGGGGCTTCTGGCTTAAC...................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................AAGGCGTTGGATGCTCTCAGTAT............................................................................... 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 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................AAGGCGTTGGATGCTCTCA................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................................................................ATCAGTCCGCACTAAACCCCTCCC....... 24 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................TGGATGCTCTCAGTATTGGTTATTG...................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................TAACCAATGTGGCACTTC........................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0
.............................................................................AATGTGGCACTTCCAATGAGAAATC............................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................AGTGCAGTCGCAGAATTTTCC.......................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................TTGCAAGGCGTTGGATGCT....................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................TCTCAGTATTGGTTATTT...................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................ATGAGAAATCAATTGCAAGGCGTTGGATGC........................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................GAGAAATCAATTGCAAGGCGTTGGA........................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................TTGCAAGGCGTTGGATGCTCTCAT.................................................................................. 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
............................................................................................ATGAGAAATCAATTGCAAGGCGTTGG............................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................TAACCAATGTGGCACTTCCAATGAGAAATCAATT........................................................................................................ 34 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................AATGTGGCACTTCCAATGA.................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0
....................TTTACAATCCGCGAAAGTGCAGTCGCA................................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................TTGGATGCTCTCAGTATTGGTATC........................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................TTGCAAGGCGTTGGATGCTCT..................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................AGGCGTTGGATGCTCTCAGT................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................GCAAGGCGTTGGATGCTCTCA................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................TTGGATGCTCTCAGTATTGGTTATTT...................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................TGCTCTCAGTATTGGTTATTG...................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................ATTGCAAGGCGTTGGATGCTCTCAGTG................................................................................ 27 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

TCTGCGTCGTTCATCGTAGCAAATGTTAGGCGCTTTCACGTCAGCGTCTTAAAAGGCCGCCCCGAAGACCGAATTGGTTACACCGTGAAGGTTACTCTTTAGTTAACGTTCCGCAACCTACGAGAGTCATAACCAATAACCGCTCTAACCGGGGCCCTGTCGTAATGATCTGTCAAGGCTAGTCAGGCGTGATTTGGGGAGGGCGAAATC

****************************************************************........(((.(((((((((((((((((..(((((((.................))))))))))...)).)))))))))..))).)))*********************************************************
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GSM371638

S2-NP
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Â 
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reseq
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Drosophila
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18hr
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GSM609242
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SRR060645
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cell
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...........................................................CCCCGAAGACCGAATTGGT.................................................................................................................................... 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

...........................................................................................................................GAGTCATAACCAATAACCGCTCT................................................................ 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

..................................................................................CCGTGAAGGTTACTCTTTAGTT.......................................................................................................... 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

...................................................................................................................................................................................TAGTCAGGCGTGATTTGGGGA.......... 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

.............................................................................................................................................................................AAAGGCTAGTCAGGCGTGATTT............... 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

........................................................................ATTGGTTACACCGTGAAGGTTA.................................................................................................................... 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

..................GCAAATGTTAGGCGCTTTCAC........................................................................................................................................................................... 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

..............................................................CGAAGACCGAATTGGTTACA................................................................................................................................ 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:27444032-27444241 + dme_422 AGACGCAGCAAG-T-----------AGCATCGTTTACA--------------ATC------CGCGAAAGTGC----------------AG------TCGCAGAA---TTT------TCCGGC--GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACTAGA--------------------------------------------C--AGT------------TCCGATCAGTCCGCACTA-AA------CCC-CTC---CCGCTTTAG
droSim2 3r:26724006-26724214 + dsi_32457 AGACGCAGCA-G-T-----------AGCAACGTTTACA--------------ATC------CGCGAAAGTGC----------------AG------TCGCAGAA---TTT------TCCGGC--GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACTAGA--------------------------------------------C--AGT------------TCCGATCAGTCCGCACTA-AA------CCC-CTC---CCGATTTAG
droSec2 scaffold_2807:1075-1283 + dse_1845 AGACGCAGCA-G-T-----------AGCAACGTTTACA--------------ATC------CGCGAAAGTGC----------------CG------TCGCAGAA---TTT------TCCGGC--GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACTAGA--------------------------------------------C--AGT------------TCCGATCAGTCCGCACTA-AA------CCC-CTC---CCGATTTAG
droYak3 3R:28380146-28380356 + dya_1797 AGACGCAGCAAG-T-----------AGCAACGTTTGTA--------------ATC------CGCGAAAGTGC----------------AG------TCGCAGAA---TTT------TCCGGC--GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACCAGA--------------------------------------------C--CGT------------TCCGATTAGTCCGAATTA-AA------CCCCCTT---CCGATCTAG
droEre2 scaffold_4820:530465-530675

-
der_1522 AGACGCAGCAAG-T-----------AGCAACGTCTACA--------------ATC------CGCGAAAGTGC----------------AG------TCGCAGAA---TTT------TCCGGC--GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGGCAGCATAACTAGA--------------------------------------------C--AGT------------TCCGATCAGTCCGCACTA-AA------CCCTCTC---CCGATTTAG

droEug1 scf7180000409488:463408-
463612 -

AGACGCAGCAAG-T-----------AGCAACGT-TACA--------------AAT------CGCGAAAGTGC----------------------------AGAA---TTT------TCCGGCC-GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGAGACAGCATTTCTAAG--------------------------------------------C--AGT------------TTCGTTCAGTCCGAGTTA-AA------ACTCCCC---TCGATTTAG

droBia1 scf7180000302035:101871-
102097 +

AGACGCAGCAAG-------------AGCAACGTTTTG---------------AAT------CGCGAAAGTGC----------------AGTCGGCGTAGCAGAC---TTTC-CTCCTCCGGC--GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCTGTATTGGTTATTGGCGAGATTGGCCCCGAGGCAGCGTCACTAGG-------------------TCTAGG-------------------C--AGT------------TCCGATCAGTCCGAGTTA-AA------CCC-C-CCGTTCGATTTAG

droTak1 scf7180000415712:510626-
510859 +

AGACGCAGCAAA-AAGC--------AGCAACGTTTTCC---ACTTCCAT----TTCCCGACCGCGAAAGTGC----------------------------AGAT---TTTCCCTTTTCCCGC--GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGTTTGGCCCCGAGGCAGCATAACTATA-------------------TCTAG--------------ATCC----GGGT------------TCCGATCAGTCCGAGTTA-AA------CCC-C-C---TCGATTTAG

droEle1 scf7180000491194:1479812-
1480049 +

AGACGCAGCAAATT-----------AGCAACGTTTGTA--------------AAT------CGCGAAAGTGC----------------T--CGGAGTCTCAGAC---TTT------TTTGGCG-GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGACGTTGGATGCTCTCAGTATTGGTTATTGGCAAGATTGGCCCCGAGACA-----------GCAGTATTC-T-A----------GGCACTTGGATACCAATCCAAT--AGT------------TCCGATCAGTCCGACTTTAAT------ACC-CTC---CCGATTTAG

droRho1 scf7180000779322:264785-
265023 -

AGACGCAGCAAG-T-----------AGCAACGTTTGTA--------------AAT------CGAGAAAGTGCTTGGGGACGCGGTCGCAG------TCGCAGAC---TTT------TCCGGCG-GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATAGGCCCCTAGGCA-----------GCAATATTA--------------GGCACTGG-------TACCCAT--AGT------------TCCGATCAGTCCGAATTA-AA------CCC-CTT---CCGATTTAG

droFic1 scf7180000454114:125751-
125977 +

AGTCGCAGCCAG-T-----------AGCAACAGTAAAA--------------AAT------CGCGAAAGTGC----------------AG------TCGAAGAG---TTT------ACCGGC--GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGAGGCA-----------GCGGTATTG--------------GGCACTAG-------ACCCTAT--AGT------------TCCGATCAGTCCGAATTT-GAACCCAACA--CCC---CTGATTTAG

droKik1 scf7180000302810:681789-
682024 +

AGACGCAGCCTAAGAGCCAAACAGAGACAAAA------AACACAACCGTAAGAATCGCGAGTGGGAAAGAGT---G------------GG------ACGCGGTG----TA------TCCGGCGCGGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGGAATCAATTGCAAGTCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCCAGGCA-----------GCTATAGTT-G---------------------------------T--TGT------------TCCGCTTAGTCCGAGT-A-AT------TTT-CCC---CCAATTTAG

droAna3 scaffold_12911:3664247-
3664472 -

dan_200 AGAGTAAGCCGG-A-----------AGCAACAA--ACCATCCGTACCGGAAGAAT------CGCGAT----C----------------AG------TGGCAGAAAAGTTA------TACGGCG-GGCGATTCTGGCCTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGTCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGGCCCGAGACA-----------ACTGTTGTC-C-ACCCAC-TCTAGT-------------------C--CGT------------TC----------TAGTTT-GACTC---TCG-CCC---CCCTTTGAA

droBip1 scf7180000396640:523293-
523516 -

AGAGTAAGCCGG-A-----------AGCAACAATTC--ATCGAAACCGGAAGATT------CGCGAT----C----------------AG------TGGCAGAAAAGTTA------TACGGCG-GGCGACTCTGGCCTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGTCCTTGGATGCTCTCAGTATTGGTTTTTGGCGAGATTGGCCCCGCGGCA-----------ACTGTTGTC-T-ACC-----------------------------C--AGT------------CTAGTCCATTCTAGGTTG-CC------CCT-TTA---CCGCTCCGA

dp5 2:16675546-16675698 - dps_3828 ----------------------------------------------------------------------------------------------------------------------------GGGGTCTCTGGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTACAAGTCGTTGGACGTTCTCAGTATTGGTTATTGGCAAGAAGAGCCCACAGGCA-----------GCTATAAGA-GTTACAA---------------------------T--TGT------------AAAGATAGATTAGCGCTT-AA------GCA-TGT---CCGA---GG
droPer2 scaffold_0:3721652-3721804

+
dpe_2482 ----------------------------------------------------------------------------------------------------------------------------GGGGTCTCTGGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTACAAGTCGTTGGACGTTCTCAGTATTGGTTATTGGCAAGAAGAGCCCACAGGCA-----------GCTATAAGA-GTTACAA---------------------------T--TGT------------AAAGATAGATTAGCGCTT-AA------GCA-TGT---CCGA---GG

droWil2 scf2_1100000004902:9400240-
9400383 +

dwi_5416 -------------------------------------------------------------------------------------------------------------------------------GCTTCTAGCTTAATCAATGCGACACTTCCAATGAGGAATCCATTCGAAATCGTTGGATGATATCAGTATTGGTTATTGGCGAGAAGCATCTAAAAGCA-----------GCTTTAAGT-T-AACAAA--------------------------C--AAT------------T-AGATTGTTAAGCAT----------------TA---TAAGTTAAG

droVir3 scaffold_13047:9559431-
9559595 -

dvi_24635 ----------------------------------------------------------------------------------------------------------------------------GGGTTTTCTAGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTCGAAATCGTTGGATGTTCTCAGTATTGGTTATTGGCCAGAAGAACCCAAACACA-----------GCTATAAGA-A-ACCAAA-AAT------------------AAAATAAACA------------ACAAAAGACACCTAACAA-AA------TAG-CAT---AAGTTTTAA

droMoj3 scaffold_6540:7667619-
7667784 -

dmo_270 ----------------------------------------------------------------------------------------------------------------------------GAGTTTTCTAGCTTAACCAATGTGGCACCTCCAATGAAAAATCAATTCGAAATCGTTGGATGTTCTCAATATTGGTTATTGGCCAGAAGAGCTCAAACACA-----------GCTATAAGA-A-ACGAAACCAT------------------CAAATATATG------------ATATAAACTCTGAAATTA-AA------TAG-CAT---AGATTTTAA

droGri2 scaffold_14906:2448906-
2449065 -

dgr_463 ----------------------------------------------------------------------------------------------------------------------------GGGTTTTCTAGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTTGCAATCGTTGGATGTTCTCAGTATTGGTTATTGGCCAGATGAATCCAAACACA-----------GCAATAATTAAAACCAA---------------------ATAC----AACAACAAAAAACTGTAAAATATAGTATAAGT------------------------TTTTAA
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302810:681789-682024
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12911:3664247-3664472
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_200.html
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http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3828.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:3721652-3721804
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2482.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:9400240-9400383
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5416.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:9559431-9559595
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24635.html
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http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_270.html
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CTGGGCGTCAGCGGAGCGTAGGCTGCCGCATTGGCGGACAGTTGAGCGCCATCACCGGCAGCCGCGGCGGCAGCGGCAGCAGCACTGGCGAGCAGCAGATTATTGACGTCGCTGCTGCTGCCGTTGCCACCGAAGCTGGCTGATGGGTTAGCCGCTGAGGTGTTGCACGAGGCATTGGTTTGTTGTCCCACGACTC
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............................................................................................................TCGCTGCTGCTGCCGTTGCCA................................................................... 21 0 1 155.00 155 86 25 15 0 0 0 11 6 0 0 0 0 0 4 0 0 0 0 3 1 0 0 0 2 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

............................................................................................................TCGCTGCTGCTGCCGTTGCCAA.................................................................. 22 1 1 7.00 7 6 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................GCAGCGGCAGCAGCACTGGC........................................................................................................... 20 0 1 4.00 4 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

............................................................................................................TCGCTGCTGCTGCCGTTGCC.................................................................... 20 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

.....................................................................GCAGCGGCAGCAGCACTGG............................................................................................................ 19 0 1 3.00 3 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

...................................................TCACCGGCAGCCGCGGCG............................................................................................................................... 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................GCAGCGGCAGCAGCACTGGCGA......................................................................................................... 22 0 1 2.00 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................GCAGCGGCAGCAGCACTGGA........................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................CGTCGCTGCTGCTGCCGTTGC..................................................................... 21 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

............................................................................................................TCGCTGCTGCTGCCGTTGCCAC.................................................................. 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

.............................................................................................................................................................AGGTGTTGCACGAGGCAT..................... 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

....GCGTCAGCGGAGCGTAGGCTG........................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................CTGCTGCTGCCGTTGCCACCG................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................GCTGCTGCTGCCGTTGCCA................................................................... 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

.............................................................................................................CGCTGCTGCTGCCGTTGCCC................................................................... 20 1 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................GCTGCTGCTGCCGTTGCCAA.................................................................. 20 1 3 0.67 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

............................................................................................................TCGCTGCTGCTGCCGTTGCCC................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................GCAGCGGCAGCAGCACTGGCA.......................................................................................................... 21 1 2 0.50 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

Anti-sense strand reads

GACCCGCAGTCGCCTCGCATCCGACGGCGTAACCGCCTGTCAACTCGCGGTAGTGGCCGTCGGCGCCGCCGTCGCCGTCGTCGTGACCGCTCGTCGTCTAATAACTGCAGCGACGACGACGGCAACGGTGGCTTCGACCGACTACCCAATCGGCGACTCCACAACGTGCTCCGTAACCAAACAACAGGGTGCTGAG

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

#
Mismatch

Hit
Count

Total
Norm Total

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM1528798

follicle
cells

GSM286605

2-6h #1
(8)

SRR317112

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

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR060646

yw67c23(2)_ovaries_total

V140

Dessication_female_body

SRR014277

Ovary_rep1_NA_P

GSM628272

ago2[414]
ovary
total RNA

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

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

SRR317117

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

V096

loqsKO/f00791
ovary

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

GSM379065

Zuc
Heterozygote

GSM609222

ML-DmBG1-
C1

SRX247213

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

AGO2

SRR065800

zuc_H-
Y_ovaries

SRR298711

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

SRR317110

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

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V137

Male
aged
head

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

SRR317113

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

SRR010955

Aub IP in
Ago3
heterozygotes

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

GSM180330

very
early
embryo
(0-1)

GSM280083

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

GSM280087

S2cell
(AGO2IP)

AGO2

GSM379057

Krimp
Mutant

GSM379060

SpnE
Heterozygote

GSM379061

Squ
Heterozygote

S6

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

GSM286604

0-1h #3
(7)

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR014273

Ovary_rep1_Har_P

SRR014282

Ovary_rep1_wK_P

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

SRR298536

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

SRR317115

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

GSE24545

CS ovary
total
RNA

V141

Heat_female_body

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR001339

WT_females_non-
beta-eliminated

SRR001348

ago2_oxidized

SRR010953

Aub
heterozygotes,
oxidized

SRR010959

Ago3 IP in
heterozygotes

AGO3

GSM379053

Aub
Mutant

GSM609226

CMEW1
Cl.8+
cell

V091

fGS/OSS
total
Â 

V074

S3

GSM609224

female,
one day

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

SRR001347

ago2_untreated

GSM609244

KC+48 #2

V008

S2-
DRSC

GSM609251

aged
female
head

V003

dsDcr-1
(katsutomo
RNA)

SRR029633

total
small RNAs
from hen1
homozygous
flies

V132

ML-
DmD32

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM379050

Armi
Heterozygote

GSM379051

Armi
Mutant

GSM379056

Krimp
Heterozygote

GSM379059

Piwi
Mutant

GSM379063

Vasa
Heterozygote

GSM467730

Dmel_r2d2_sRNAseq

GSM286611

6-10h #2
(11)

GSM240749

female
head

GSM399106

female
body #2

GSM360256

1st
instar #1

GSM275691

imaginal
disc

SRR001337

WT_females_beta-
eliminated

SRR010952

Ago3 trans-
heterozygotes,
oxidized

SRR010956

Piwi IP in
Ago3
heterozygotes

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR014275

Ovary_rep1_LK_P

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR031698

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

SRR060643

A2_testes_total

SRR060645

yw67c23(2)_testes_total

SRR060651

A2_ovaries_Ago3

AGO3

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

SRR065806

Piwi-
IP_squ_mut_ovaries

SRR317116

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

SRR351332

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

GSM609248

ML-DmD9
cell

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

V128

S3

V129

ML-
DmBG1-
c1

V139

Cold_female_body

V142

Oxidation_female_body

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR029029

dcr-1
knockdown

V022

ML-
DmD32
cell

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM609238

embryo
14-24hr

GSM609237

ago2[414]
ovary
total RNA

SRR031692

Total
small
RNAs from
Oregon R

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM609234

CS Â male
total RNA
Â 

SRR029032

r2d2
knockdown

GSM609217

MLDmD20c5

V015

DreRFHV148h

V080

Starvation,
female head

GSM609223

male, one
day

V131

ML-
DmD16-
c3

SRR032093

ago1
knockdown

V077

cold,
female
head

V034

ML-
DmD16c3
cell

V085

CME
W2
wing
disc

SRR001349

heterozygous_dcr-
2_untreated

V032

S1
cell

V073

mbn2

GSM609229

embryo 2-
6hr

GSM272653

KC -48 #1

GSM360260

0-1d
Pupae (w)

GSM609225

ML-DmBG3-
C2

GSM286607

6-10h #1
(10)

SRR060644

A2_ovaries_total

................................................................................................................ACGACGACGGCAACGGTGGC................................................................ 20 0 1 19.00 19 3 0 0 0 0 0 0 1 2 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 1 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 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 0 0 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

.............................................................................................................GCGACGACGACGGCAACGGTG.................................................................. 21 0 1 14.00 14 0 3 1 0 0 0 4 0 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................ACGACGACGGCAACGGTGGCT............................................................... 21 0 1 7.00 7 1 2 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................GCCGTCGCCGTCGTCGTGACC............................................................................................................ 21 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 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................GCAGCGACGACGACGGCAACG..................................................................... 21 0 1 6.00 6 0 1 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................ACGACGACGGCAACGGTGGCTT.............................................................. 22 0 1 6.00 6 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 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 0 0 0 0

............................................................................................................AGCGACGACGACGGCAACGGTG.................................................................. 22 0 1 5.00 5 0 0 1 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

................................................................................................................ACGACGACGGCAACGGTGG................................................................. 19 0 1 4.00 4 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 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

.................................................................................................................CGACGACGGCAACGGTGGCTT.............................................................. 21 0 1 4.00 4 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

.......AGTCGCCTCGCATCCGACGGCGT...................................................................................................................................................................... 23 0 1 3.00 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 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................ACGACGACGGCAACGGTGGCTTCGAC.......................................................... 26 0 1 3.00 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................GCAGCGACGACGACGGCAACGGT................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................GACGGCAACGGTGGCTTCGAC.......................................................... 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 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................GACGACGACGGCAACGGTG.................................................................. 19 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................CCACAACGTGCTCCGTAACCAAAC.............. 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................TGGCTTCGACCGACTACC.................................................. 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 0 0 0 0 0 0 0 0

................................................................................................................ACGACGACGGCAACGGTGGCTTCGACCG........................................................ 28 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................AGCGACGACGACGGCAACGGTGG................................................................. 23 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 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................TCAACTCGCGGTAGTGGCCGTCG...................................................................................................................................... 23 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
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..............................................................GCGCCGCCGTCGCCGTCGTCGT................................................................................................................ 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

..................................................................................................AAATAACTGCAGCGACGACGAC............................................................................ 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

...................................................................................................................................................AATCGGCGACTCCACAACGTGCTCCGT...................... 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

.................................................................................CGTGACCGCTCGTCGTCTAA............................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................CGACTCCACAACGTGCTCCGTAAC................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................GGCAACGGTGGCTTCGACCGACTA.................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................TCCGTCGCCGTCGTCGTGACC............................................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................TTGCAGCGACGACGACGGCAACGGTG.................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................AACGACGACGGCAACGGTGGCTT.............................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................CGGCGACTCCACAACGTGCTC......................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................GTAACCAAACAACAGGGTGC.... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................ACGGCAACGGTGGCTTCG............................................................ 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 0 0 0

....................................CTGTCAACTCGCGGTAGTGGCCGT........................................................................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.ACCCGCAGTCGCCTCGCATCCGACGGC........................................................................................................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................GCAGCGACGACGACGGCAA....................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................GCTCCGTAACCAAACAACAGGGT...... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................CGGTGGCTTCGACCGACTACCCAAT.............................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................CTCGTCGTCTAATAACTGCAGC..................................................................................... 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

...............................................................................................................GACGACGACGGCAACGGT................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................TCGTCGTGACCGCTCGTCGT................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................ACGACGACGGCAACGGTG.................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................CGGCGTAACCGCCTGTCAACTC...................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................TGTCGTGACCGCTCGTCGT................................................................................................... 19 1 2 0.50 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

............................................................................................................AGCGACGACGACGGCAACG..................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................GCGACGACGACGGCAACG..................................................................... 18 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

..............................................................................................................CGACGACGACGGCAACGG.................................................................... 18 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................TCACGACGACGGCAACGGTGGC................................................................ 22 2 4 0.25 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

...............................................................CGCCGCCGTCGCCGTCGTCGT................................................................................................................ 21 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 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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:19094899-19095094 + sblock221622 CTGGGCGTCAGCGGAGCGTAGGCTGCCGCATTGGCGGACAGTTGAGCGCCA---------------TCACCGGCAGCCGCGGCGGCAGCGGCAGCAGC---------------ACTG---GCGAGCAGCAGATTATTGAC---GTCGCTGCTGCTGCC-GTTGCCACC------GAAGCTGGCTGATGGGTTAGCCGCTGAG---------G-T-GTTGCACGAGGCAT---------------------TGG-TTTGTTGTCCCACGACTC---------
droSim2 3r:18637331-18637523 + CTGGGCGTCAGCGGAGCGTAGGCCGCCGCATTGGCGGACAGTTGAGCGCCA---------------TCACCGGCAGCCGCGGCGGCAGCGGCAGCAGC---------------ACTG---GCGAGCAGCAGATTATTGAC---GTCGCTGCTGCTGCC-GTTGCCACC------GAAGCTGGCGGATGGGTTAGCCGCTGAG---------G-T-GTTGCACGTGGCAT---------------------TGG-AT---TGCCCCACGACTC---------
droSec2 scaffold_0:19459717-

19459909 +
CTGGGCGTCAGCGGAGCGTAGGCCGCCGCATTGGCGGACAGTTGAGAGCCA---------------TCACCGGCAGCCGCGGCGGCAGCGGCAGCAGC---------------ACTG---GCGAGCAGCAGATTATTGAC---GTCGCTGCTGCTGCC-GTTGCCACC------GAAGCTGGCGGATGGGTTAGCCGTTGAG---------G-T-GTTGCACGTGGCAT---------------------TGG-TT---TGCCCCACGACTC---------

droYak3 3R:19969831-19970023 + CTGGGCGTCAGCGGAGCGTAGGCTGCCGCATTGGCGGACAATTGAACGCCA---------------TCACCGGCAGCCGCGGCGGCAGCGGCAGCGGC---------------ACTG---GCGAGCAGCAGATTATTGAC---GTCGCTGCTGCTGCC-GTTGCCACC------GAAGCTGGCGGATGGGTTAGCCGCCGAT---------G-G-GTTGCTCGAGGCAT---------------------TGG-TT---TGTCCCAAGACTC---------
droEre2 scaffold_4820:8959282-

8959483 -
CTGGGCGTCAGCGGAGCGTAGGCGGCCGCACTGGCGGACAGTTGGACGCCA---------------TCACCGGCAGCCGCGGCGGCAGCGGCAGCAGC---------------ACTG---GCGAGCAGCAGATTATTGAC---GTCGCTGCTGCTGCC-GTTGCAACC------GAAGCTGGCGGATGGGTTGGCCGCCGAG---------G-T-ATTGCTCGAGGCAT---------------------TGG-TT---TGTGCCAGGACTCCTGCGCCTC

droEug1 scf7180000409473:254949-
255129 -

CTGGGCGTTAGTGGAGCGTAGACAGCCGCATTGGCGGACAGTTGAACGCCA---------------TCACCGG---------CGGCAGCGGCAGCAGC---------------ACTG---GCGAGCAGTAGATTATTGAC---GTCGCTACTGCTGCC-GTTGCCACC------GAAGCTGGCGGATGAGTTGACCGCCGGA-TGG-----G-A-GTTGTTTGTGGCGG------------------TAATGG-TA---TGTC------------------

droBia1 scf7180000302075:4603998-
4604183 +

CTGGGCGTCAGTGGAGCGTAGACCGCCGCATTGGCGGACAGTTGGACGCCA---------------TCACCGGCGGC---------AGCGGCAGCAGCAGCGGCTGCGGCCGCACTG---GCGAGCAGCAGATTATTGAC---GTCGCTGCCGCTGCC-GTTGCCACC------GAAGCTGGCGGATGGGTTGCC--------------------------CGTGGCGG---------------------CGG-TTGCTGGTCCCGCGACT----------

droTak1 scf7180000414295:164478-
164657 +

CTGGGCGTCAGTGGGGCGTAGACCGCCGCATTGGCGGACAGTTGAACGCCA---------------TCGCCGGCG---------GCAGCGGCAGCAGCAGC---GGCTGCCGCACTG---GCGAGCAGCAGATTATTGAC---ATCGCTGCCGCTGCC-GTTGCCACC------GAAGCTGGCGGATGGGTTGC-----------------------CGCCCGTGACGG---------------------TGG-TT---TGTCCCACG-------------

droEle1 scf7180000491280:209244-
209448 +

CTGGGCGTTAGTGGAGCGTAGACGGCCGCATTGGCGGACAGTTGAGCGCCA---------------TCGCCGGCAGCCGCGGCGGCAGCGGAAGCAGCAGC---GGCTGCCGCATTG---GCGAGCAGCAGATTGTTGAC---GTCGCCGCTGCTGCC-GTTGCCCCC------GAAGCTGGCGGATGGGTTGCCCGCCGGG---------C-T-GTTGCCCGTGGCGG---------------------TGG-TT---TGTCCCACGACTC---------

droRho1 scf7180000780099:44780-
44984 +

CTGGGCGTCAGTGGAGCGTAGACGGCCGCATTGGCGGACAGTTGAACGCCA---------------TCGCCGGCAGCCGCGGCGGCAGCGGCAGCAGCAGC---GGCTGCCGCACTG---GCGAGCAGCAGATTGTTGAC---GTCGCTGCTGCTGCC-GTTGCTACC------GAAGCTGGCGGATGGGTTGCCCGCCGGG---------C-T-GTTGCCCGTGGCGC---------------------TGC-TT---TGTCCCACAACTC---------

droFic1 scf7180000453906:760167-
760359 -

CTCGGAGTCAGCGGAGCGTAGACCGCCGCATTGGCGGACAGTTGAACGCCA---------------TCGCCGGCAGCCGCGGCGGCAGCGGCAGCAGCAGC---GGCTGCCGCACTG---GCGAGCAGCAGATTGTTCAC---TTCGCTGCTGCTGCC-GTTGCCACC------GAAGCTGGCGGATGGGTTGCCCGTG-----------------------GTGGCGG---------------------TGG-TT---TGTCCTCCGACTC---------

droKik1 scf7180000302307:473313-
473486 -

CTGGGCGTGAGGGGAGCATAGACCGCCGCGTTTGGGGAAAGTTGGATGCCA---------------TCACCGGCAGACGCGGCGACAGCGGCAGCGGC---------AGCAGCGCTG---GCGAGCAGCAGATTGTTGAC---GCCGCTGCTGCTGCC-GTTGCCACC------AAAGCTGCCGGGGGTTTGGCTCGCGGGG---------C-A-GTTGGCT-----------------------------------------------------------

droAna3 scaffold_13340:8296246-
8296471 -

CTGGGCGTAAGTGGAGCGTAGACCGCCGCGTTGGCCGACAGTTGGACGCCAACACCA---------TCGCCAGCAGCCGCGGCGGCAGCGGCAGCAGCAGC---GGCTGCCGCACTG---GCGAGCAGCAGATTGTTCAC---GCCGCTGCTACTGCC-GTTGCCACCAACGCCGACGCTGGCCGATGCGTGGCTCGCGGGG---------C-T-ACCGCCCGTGGCTGTGGCGGCGGGTGTTCCGGTGC----------------CGGTAC---------

droBip1 scf7180000396708:540438-
540663 +

CTGGGCGTTAGAGGAGCGTAGGCTGCAGCGTTGGCCGACAGCTGGACGCCAACTCCA---------TCGCCAGAAGCCGCGGCGGCAGCGGCAGCAGCAGC---GGCTGCCGCACTG---GCGAGCAGCAGATTGTTAAC---ACCGCTGCTGCTGCC-GTTGCCACCCACTCCGACGCTGGCCGATGCGTGGCTCGCAGGA---------C-T-GCCGCCCGTGACTGTCGCGTCGGGTGCTCCGGTGC----------------CGGTAC---------

dp5 2:9553415-9553597 - CTGGGCGTCAGGGGGGAGTAGATGGCCGCATTGGCCGACAGTTGGACACCAACGCCAACGCCCACACCATCGCCAGAGGCGGCGGCAACGGCAGTAGT---------------AGCG---GCATTCAGACGATTCGTGCT---GCCACTGCTGATGCC-GTTGTCTCC------GCTGCTC-------------------TG---------G-T-TCTGGTTCAGGGTC---------------------TGG-TT---T------TGATTC---------
droPer2 scaffold_0:10926539-

10926690 +
CTGGGCGTCAGGGGGGAGTAGATGGCCGCATTGGCCGACAGTTGGACACCAACGCCAACGCCCACACCATCGCCAGAGGCGGCGGCAACGGCAGTAGT---------------AGCG---GCATTCAGACGATTCGTGCT---GCCACTGCTGATGCC-GTTGTCTCC------GTTGCT-----------------------------------------------------------------------------------------------------

droWil2 scf2_1100000004902:723995-
724166 -

TTTGGTGTGAGCGGAGCATAGACCGACGCATTGGCGGACAATTGGACGCCG---------------TCTCCAGCAGCGGCGGCGGCAGCGGCAGCAGC---------AGCCGCACTG---GCGAGCAGCAAGTTGTTGACTCCGCCGCTGCTGCTGCC-GTTGCCGCT------GACGCAGACGCTACTGTTGGTCATATTG---------T-----------------------------------------------TGT-------------------

droVir3 scaffold_12932:1166922-
1167078 +

C----------------------------------------------GCCA---------------GCGGCGGCGGCGGCGGCGGCAGCGACAACTGC---------------TGCGGCAGCAT---TTGCATTGTTGAC---CTCGCTGCTGCTGCCCGCCGCGACA------GCAGCCGCC-GTTGAGTTGGCGGCGACGGCGGCAGAGTTTGTTTGCACGGG--AT---------------------TCAGTTGCTTG-CCAACGAC-----------

droMoj3 scaffold_6540:10633878-
10634014 +

CTAGGTGTTAGCGGTGCATAGGACACGGCAGTCGCCGACAATTGACCGCAA---------------TCGCCAGTGGCAGC---GACAGCGGCAGCTGCAGC---AGTCGCCGAATTG---CCAAGTAGCAAGTTATTAAC---GCCGCTGCTGCTGCT-GCTGCC--------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_14906:4290764-
4290904 -

CTCGGTGTCAATGGTGCATAGGTAACTGCAGTCGCCGTCAATTGACCGCAA---------------TCGTCAGGGGCAGC---GACAGCGGCAGTTGCAAC---AGTCGCCGAATTG---CCAAGTAGCAAGTTATTAAC---GCCGCTGCTGCTGCT-GCTGCTGCC------G----------------------------------------------------------------------------------------------------------
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TCACGCGTTGTCTACGGTTATCGATTGTCGTCGTCTCGCTCCCTCGTACGCATACGCATCGAGTTGTTGTTTGTTTGTTGTTTGTGTCTGTCCTCGCGTTTTGTTTGTGTACTGACAAAATAACAACAAAATAAAACCCGAAAGACTGCGAATAAGCATAAATAATAAACAACGAGACAAGTGCAAAAAGCGCAGCGAAAAGGCCAGGTAAAAAAAAGAAAAGCTGGCGCTAACGGTGAA
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GSM609229

embryo 2-
6hr

SRR317110

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

V077

cold,
female
head

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
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

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR317117

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

GSE24545

CS ovary
total
RNA

GSM628272

ago2[414]
ovary
total RNA

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR317115

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

SRR298536

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

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609237

ago2[414]
ovary
total RNA

V138
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cold
body

SRR317111

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

V078

Desiccation,
female head

SRR317113

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

GSM286607

6-10h #1
(10)

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V137

Male
aged
head

GSM322543

male head
#1

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V139

Cold_female_body

GSM609234

CS Â male
total RNA
Â 

SRR014280

Ovary_rep1_w1118_P

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V134

ML-
DmD8

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

SRR298537

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

SRR317112

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

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V125

ML-
DmD9

SRR001349

heterozygous_dcr-
2_untreated

SRR031692

Total
small
RNAs from
Oregon R
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Starvation,
female head

SRR031697

Total small
RNAs from
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heterozygous
flies
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GSM609223
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day
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SRR298712

strain:
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GSM609225
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GSM609240
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GSM609224
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SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant
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transfected
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targeting
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type:
Schneider 2
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cellsoxidation
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GSM286605

2-6h #1
(8)
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S3

GSM379054
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female
body #2

GSM399110
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SRR014276
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FLAG-IP
from S2-
R+, FLAG-
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S1
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GSM385821
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GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM379065

Zuc
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GSM322533

female
head #1

GSM399107

male body
#2

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR060648

A2_ovaries_FLAG-
Aub
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Piwi-
IP_squ_mut_ovaries

GSM609247

heat
female
head

V129

ML-
DmBG1-
c1

V130

ML-
DmBG3-
c2

GSM385744

OSS_s2

GSM385822

OSS_s8

GSM609230

CS,ovary,AGO1IP

AGO1

V085

CME
W2
wing
disc

GSM280083

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

GSM379056

Krimp
Heterozygote

GSM379057

Krimp
Mutant

GSM379062

Squ
Mutant

GSM360262

0-2d
pupae

GSM609242

s2+48 #2

GSM275691

imaginal
disc

SRR001338

IR_non-
beta-
eliminated

SRR001345

ago2_non-
beta-
eliminated

SRR010955

Aub IP in
Ago3
heterozygotes

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR060643
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ovaries_total
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Piwi-
IP_zuc_het(mut)_ovaries
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ML-
DmD16c3
cell

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1
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ML-
DmD16-
c3

V140

Dessication_female_body
GSM385748

OSS_s6

GSM609217

MLDmD20c5

GSM399100

Kc167
cell

GSM399101

kc167
cell

GSM379066

Zuc
Mutant

SRR001341

WT_males_non-
beta-
eliminated

SRR351333

age: 2-
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= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1
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fGS/OSS
total
Â 

GSM609241

s2+48 #1
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S3

GSM180328

adult
heads
(female
heads,
male
heads)

GSM180331

early
embryo
(2-6)

GSM180332

mid
embryo
(6-10)

GSM180335

imaginal
discs

GSM379051

Armi
Mutant

GSM379052

Aub
Heterozygote

GSM379059

Piwi
Mutant

GSM379060

SpnE
Heterozygote

GSM379063

Vasa
Heterozygote

GSM467731

Dmel_loq_sRNAseq

GSM286611

6-10h #2
(11)

GSM360257

1st
instar #2

GSM360260

0-1d
Pupae (w)

GSM286602

male body

GSM609244

KC+48 #2

GSM364902

12-24hr
embryo

SRR010953

Aub
heterozygotes,
oxidized

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR014273

Ovary_rep1_Har_P

SRR014282

Ovary_rep1_wK_P

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR031704

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

SRR060644

A2_ovaries_total

SRR060646

yw67c23(2)_ovaries_total

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRR060649

A2_ovaries_FLAG-
Piwi

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

SRR065801

zuc_het(H-
Y)_ovaries

SRR341117

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)

GSM609235

CMEL1

V012

Dcr2 male
(Katsutomo,
whole fly?)

V015

DreRFHV148h
GSM343832

S2R+ cell

V022

ML-
DmD32
cell

V023

Dcr2
female
head

GSM609221

1182-4H
cell

GSM609250

ML-DmD32
cell

V096

loqsKO/f00791
ovary

V145

S2-
DRSC

V147

1182-
4H
cell
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S1
cell

GSM286613

0-1hr #1
(A)

SRR001348

ago2_oxidized

V003

dsDcr-1
(katsutomo
RNA)

SRR031702

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

GSM609251

aged
female
head

V037

Felix
sample
+mirtrons

GSM371638
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.......................................................................TGTTTGTTGTTTGTGTCTGTCCTC................................................................................................................................................. 24 0 1 486.00 486 56 44 38 23 23 30 25 17 15 14 13 9 13 7 11 5 1 10 5 2 3 2 1 4 0 0 1 2 7 3 4 0 0 8 4 4 7 0 1 0 0 3 1 3 5 2 2 3 0 2 2 2 2 1 0 2 3 0 0 1 0 0 0 0 1 3 1 1 0 0 0 1 1 0 0 1 0 0 0 1 0 0 1 1 0 1 0 0 3 0 1 0 1 0 0 0 0 0 2 0 2 0 0 1 0 1 0 0 1 0 0 0 0 2 0 0 0 1 0 0 0 0 1 0 0 0 0 0 1 0 1 0 1 0 1 0 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 0 0 0 0 0 1 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0
.......................................................................TGTTTGTTGTTTGTGTCTGTCC................................................................................................................................................... 22 0 1 146.00 146 1 3 2 11 12 4 2 6 8 7 8 5 4 8 2 0 0 1 3 2 5 0 0 5 0 0 5 0 2 2 4 0 0 0 2 1 0 0 4 0 0 4 0 2 1 1 2 1 0 1 0 0 0 1 1 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 1 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 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 1 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
.......................................................................TGTTTGTTGTTTGTGTCTGTCCT.................................................................................................................................................. 23 0 1 139.00 139 9 12 4 8 9 6 8 6 6 9 5 4 4 3 1 0 0 3 3 3 0 6 1 0 0 0 2 0 0 1 0 0 0 0 0 2 1 0 0 0 0 0 0 2 1 1 0 1 0 0 1 1 0 0 2 0 0 0 2 0 1 0 0 0 0 0 0 2 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 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 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 1 0 0 0 0 0 0 0 0 0 0
.......................................................................TGTTTGTTGTTTGTGTCTGTC.................................................................................................................................................... 21 0 1 95.00 95 1 3 1 7 4 1 2 3 3 4 3 4 1 0 0 1 0 1 3 2 2 0 0 2 0 2 2 0 2 0 1 3 0 0 2 0 0 0 4 0 0 1 0 0 0 0 0 0 0 2 2 1 2 0 2 1 0 0 2 1 1 0 1 0 0 0 0 0 0 0 1 1 1 0 0 0 2 1 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 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 1 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
.......................................................................TGTTTGTTGTTTGTGTCTGT..................................................................................................................................................... 20 0 1 36.00 36 0 1 0 1 0 1 1 1 0 1 0 1 2 0 1 1 1 1 0 0 0 0 2 1 0 0 0 0 0 0 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 1 1 1 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 2 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................GTACTGACAAAATAACAACA................................................................................................................ 20 0 1 28.00 28 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 5 0 3 5 0 0 0 2 0 1 1 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 1 0 0 0 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................GTACTGACAAAATAACAACAAA.............................................................................................................. 22 0 1 26.00 26 0 1 0 0 1 1 0 2 2 0 0 0 0 1 0 3 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 2 2 0 1 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 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................GTACTGACAAAATAACAACAA............................................................................................................... 21 0 1 12.00 12 0 0 0 0 0 1 0 0 1 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 2 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 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
.......................................................................TGTTTGTTGTTTGTGTCTG...................................................................................................................................................... 19 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 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................TGTTTGTTGTTTGTGTCTGTCCTCG................................................................................................................................................ 25 0 1 5.00 5 1 1 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................TACGCATCGAGTTGTTGTTTGT...................................................................................................................................................................... 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 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
.......................................................................TGTTTGTTGTTTGTGTCTGTCCTT................................................................................................................................................. 24 1 1 4.00 4 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................TGTTTGTTGTTTGTGTCTGTCCTCGC............................................................................................................................................... 26 0 1 4.00 4 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................TGTTTGTTGTTTGTGTCT....................................................................................................................................................... 18 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 0 0 0 0 0 0 0 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
.......................................................................TGTTTGTTGTTTGTGTCTGTCT................................................................................................................................................... 22 1 1 3.00 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................AAATAAAACCCGAAAGACTGC........................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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
.......................................................................TGTTTGTTGTTTGTGTCTGTCA................................................................................................................................................... 22 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................TTTGTTGTTTGTGTCTGTCCT.................................................................................................................................................. 21 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................GTCCTCGCGTTTTGTTTGTGTACTG.............................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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
...................................................................................................................................TAAAACCCGAAAGACTGCGAATAAGCAT................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 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
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..........TCTACGGTTATCGATTGTCGTCGTCT............................................................................................................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................TGTTTGTTGTTTGTGTCTGTCCCT................................................................................................................................................. 24 2 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
...................................................................................................................................TAAAACCCGAAAGACTGCGAATAAGCA.................................................................................. 27 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................CCCGAAAGACTGCGAATAAGCATAAA.............................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................................TAAGCATAAATAATAAAC...................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................ATCGATTGTCGTCGTCTCGCTC....................................................................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............CGGTTATCGATTGTCGTCGTC............................................................................................................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................................................ATAAACAACGAGACAAGTGC........................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................GTCTGTCCTCGCGTTTTGTT....................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................GTTGTTTGTTTGTTGTTTGTGTCTGTCC................................................................................................................................................... 28 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
.......................................................................TGTTTGTTGTTTGTGTCTGTA.................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................................................................AGACAAGTGCAAAAAGCGCAGCGAAA........................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................GTACTGACAAAATAACAACAAAA............................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................TGTTTGTTGTTTGTGTCTGTCCTCT................................................................................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................................AAATAACAACAAAATAAAACCCGAAAGAC.............................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................TTTGTTTGTTGTTTGTGTCT....................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................GTGTCTGTCCTCGCGTTTTGT........................................................................................................................................ 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 0 0 0 0 0 0 0
......GTTGTCTACGGTTATCGATTGTCGT................................................................................................................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................TGTCGTCGTCTCGCTCCCTC................................................................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................GTCCTCGCGTTTTGTTTGTGTACTGACA........................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................GTTTGTTGTTTGTGTCTGT..................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................CTGTCCTCGCGTTTTGTTTGT.................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................CGCATACGCATCGAGTTGTTG........................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................................................AACGAGACAAGTGCAAAAAGCG................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................................................CGAGACAAGTGCAAAAAGCG................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................TGTTTGTTGTTTGTGTCTGTAA................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................GTTGTTGTTTGTTTGTTGT............................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

AGTGCGCAACAGATGCCAATAGCTAACAGCAGCAGAGCGAGGGAGCATGCGTATGCGTAGCTCAACAACAAACAAACAACAAACACAGACAGGAGCGCAAAACAAACACATGACTGTTTTATTGTTGTTTTATTTTGGGCTTTCTGACGCTTATTCGTATTTATTATTTGTTGCTCTGTTCACGTTTTTCGCGTCGCTTTTCCGGTCCATTTTTTTTCTTTTCGACCGCGATTGCCACTT

*************************************************************************************************..(((.(((....((((((.(((((((.((((.((...((((.......)))).)).)))))))))))))))))....))).)))..********************************************************
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AGO1
.............................................................................AACAAACACAGACAGGAGCGCAA............................................................................................................................................ 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
.........................................GGAGCATGCGTATGCGTAGCT.................................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................GCATGCGTATGCGTAGCTCAA............................................................................................................................................................................... 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
.....................................CGAGGGAGCATGCGTATGC........................................................................................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................GCATGCGTATGCGTAGCT.................................................................................................................................................................................. 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
...GCGCAACAGATGCCAATAGC......................................................................................................................................................................................................................... 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
.........................................................................................................................GGGTTGTTTTATTTTGGGCTT.................................................................................................. 21 2 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
........................TTCAGCAGCAGAGCGAGGG..................................................................................................................................................................................................... 19 2 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
..........................................................................................................................................TGTTTCTGACGCTTATTCG................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................TCGCGTATGCGTAGCTCAA............................................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................TGAAACACATGACTGTTT......................................................................................................................... 18 2 16 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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:15518509-15518748 - sblock48653 T---CACGCG-TTGTCTACGGTTATCGATTGTCGTCGTCTCGCTCCCTCG--TACGCATACGCA-TCGAGTTGT--TGT--TTGTTTGTTGTTTGTGTCT-------------------------GT----------------------------------------------------------------CCTCG------CGTTTTGTTTGTGTACT-GACAAAA----------------------------------------------------------------------TAACAACAAAAT-----AAAACCCGAAAGACT--GCGAATAAGCATAAA---------TAATAAACAAC--------------GAGACAAGTGCAA------AAA-----------GCGCAGCGAA-AA-------GGCCAGGTAAAA----A---------AAAGAAAAG---CTGGCGC----TAACGGTGAA
droSim2 2r:16165537-16165776 - T---CACGCG-TTGTCTACGGTTATCGATTGTCGTCGTCTCGCTCCCTCG--TACGCATACGCA-TCGAGTTGT--TGT--TTGTTTGTTGTTTGTGTCT-------------------------GT----------------------------------------------------------------CCTCG------CGTTTTGTTTGTGTACT-GACAAAA----------------------------------------------------------------------TAACAACAAAAT-----AAAAGCCGAAAGACT--GTGCATAAGCATAAA---------TAATAAACAAC--------------GAGACAAGTGCAA------AAA-----------GCGCAGCGAA-AA-------GGCCAGGTAATA----A---------AAAGAAAAG---CTGGCGC----TAACGGTGAA
droSec2 scaffold_1:13033145-

13033382 -
T---CACGCG-TTGTCTACGGTTATCGATTGTCGTCGTCTCGCTCCCTCG--TACGCATACGCA-TCGAGTTGT--TGT------TTGTTGTTTGTGTCT-------------------------AT--------------------------------------------------------------GTCCTCG------CGTTTTGTTTGTGTACT-GACAAAA----------------------------------------------------------------------TAACAACAAAAT-----AAAAGCCGAAAGACT--GTGCATAAGCATAAA---------TAATAAACAAC--------------GAGACAAGTGCAA------AAA-----------GCGCAGCGAA-AA-------GGCCAGGTAATA----A---------AAAGAAAAG---CTGGCGC----TAACGGTGAA

droYak3 2R:13655614-13655886 + T---CACGCG-TTGTCTACGGTTATCGATTGTCGCCGTCTCGCTTCCCCG--TAC------GCA-GCGAGTTGT--TGT--TTGTTTGTTGTTTGTGTCT-------------------------GTCGCTC--TCTCTCTCCC--CGTCTCCCTGT--------CAAACTCT---------CGC---CGCCGTCG------CGTTTTGTTTGTGTACT-GAAAAGAGG--------------------------------------------------------------------CAGCAACAAAAT-----AAAAGCAAAAAGACT--GCGAATAAGCATAAA---------TAATAAACAAC--------------GAGACAAGTGCAA------AAA-----------GCGCAGCGAA-AA-------GGCCAGGTAA----------------AAAGAAAAG---CTGGCGC----TAACGGTGAA
droEre2 scaffold_4845:9716861-

9717134 -
TCTTCACGCG-TTGTCTACGGTTATCGATTGTCGCCGTCTCGCTCCCCCG--TAC------GCA-GCGAGTTGT--TGT--TTGTTTGTTGTTTGTGTCT-------------------------GTCG----CTCTCTCTCCC--CGTCTCCCTGT--------CACACTCT---------CGC---CGCCGTCG------CGTTTTGTTTGTGTACT-GAAAAGAGG--------------------------------------------------------------------CAGCAACAAAAT-----AAAAGCCGAAAGACT--GCGAATAAGCATAAA---------TAATAAACAAC--------------GAGACAAGTGCAA------AAA-----------GCGCAGCGAA-AA-------GGCCAGGTAA----------------AAAGAAAAG---CTGGCGC----TAACGGTGAA

droEug1 scf7180000409474:2432968-
2433252 +

TCTTCACGCGCTTGTCTACGGTTATCGATTCTCGTTGTCTCGTTCCCCCT--CAC------GCA-GCGATTT-----GT--TTGTTTGTTGTTTGTGTCT-------------------------GACG----CTCTCTCGCCC--CGTCT--CTGTCGCTCTCTCACTCTCT---------TGC--CCGCCGTCG------CGCTTTGTTTGTGTACT-GAAAAGAGT--------------------------------------------------------------------CAGCAACAAAATATAAAAAAATCCAAAAGACT--GCGAAAAAGCATAAA---------TAATAAACAAC--------------GAGACAAGTGCAA------AAA-----------GCGCAGCGAAAAA-------GGCCAGGTAA----------------AAAGAAAAG---CTGGCGC----TAACGGTGAA

droBia1 scf7180000302143:3016526-
3016798 -

TCTTCACGCGCTTGTCTACGGTTATCGATTCTCGTCGTCTCGCTCCCCCG--CAC------GCA-GCGAGCTGT--TGT--TTGTTTGTTGTTTGTGTCT-------------------------GTCA----CTCTCTCGCCC--CGTCT--CTCT--------CCCTCGCC---------CGC--CCGCCGTCG------TGTTTTGTTTGTGTACT-GAAAAGAGG--------------------------------------------------------------------CAGCAACAAAAT-----AAAAGCCAGGCGACT--GCGAA-AAGCATAAA---------TAATAAACAAC-----G------ACGAGACAAGTGCAA-------AA-----------GCGCAGCGAA--A-------GGCCAGGTAA-----------------AAGAAAAG---CTGGCGC----TAACGGTGAA

droTak1 scf7180000415384:139506-
139779 +

TCTTCACGCGCTTGTCTACGGTTATCGATTCTCGTCGTCTCGCTCCCCCG--CAC------GCA-GCGAGTTGT--TGT--TTGTTTGTTGTTTGTGTCT-------------------------GACA----CTCTCTCGCCC--CGTCT--CTCT--------CACTCTCT---------CGC--CCGCCGTCG------CGATTTGTTTGTGTACT-GAAAAGAGG--------------------------------------------------------------------CAGCAACAAAAT-----AAAAGCCAAAAGACT--GCGAAAAAGCATAAA---------TAATAAACAAC--------------GAGACAAGTGCAA------AAA-----------GCGCAGCGAA-AA-------GGCCAGGTAA----------------AAAGAAAAG---CTGGCGC----TAACGGTGAA

droEle1 scf7180000491201:1971065-
1971342 -

TCTTCACGCGCTTGTCTACGGTTATCGATTCTCGTCGTCTCGCTCCCCCG--CAC------GCA-GCGAGTTGT--TGT--TTGTTTGTTGTTTGTGTCT-------------------------GTCGCTCACTCTCTCTCCC--TGTCT----------------CGCTCT---------CGC---CGCCGTCGCGTTTGCGTTTTGTTTGTGTACT-GAAAAGAGG--------------------------------------------------------------------CAGCAACAAAAA-----TAAAGCGAAAAGACT--GCGAAAAAGCATAAA---------TAATAAACAAC--------------GAGACAAGTGCAA------AAA-----------GCGCAGCGAA-AA-------GGCCAGGTAA------A---------AAAGAAAAG---CTGGCGC----TAACGGTGAA

droRho1 scf7180000780066:116164-
116438 +

T---CACGCGCTTGTCTACGGTTATCGATTCTCGTCGTCTCGCTCCCCCG--CAC------GCA-GCGAGTTGT--TGT--TTGTTTGTTGTTTGTGTCT-------------------------GTCGCTCACTCTCTCTCCC--TGTCT----------------CTCTCT---------CGC---CGCCGTCGCGTTTGCGTTTTGTTTGTGTACT-GAAAAGAGG--------------------------------------------------------------------CAGCAACAAAAT-----AAAAGCTAAAAGACT--GCGAAAAAGCATAAA---------TAATAAACAAC--------------GAGACAAGTGCAA------AAA-----------GCGCAGCGGA-AA-------GGCCAGGTAA------A---------AAAGAAAAG---CTGGCGC----TAACGGTGAA

droFic1 scf7180000454039:809947-
810167 -

T---CACGCG-CTGTCTACGGTTATCGATTG------------------------------------------------------------TTTGTCTCT-------------------------GTCG----CTCTCACTCAC--CGTCT--CGCT--------CTTTCGC------------CCGCCGTCGTCG------CGTTTTGTTTGTGTACC-GAAAAGAGG--------------------------------------------------------------------CAGCAACAAAAT-----AAAAGCTAAAAGACT--GCGAA-AAGCATAAA---------TAATAAACAAC--------------GAGACAAGTGCAA------AAA-----------GCGCAGCGAA-AA-------GGCCAGGTAA----------------AAAGAAAAG---CTGGCGC----TAACGGTGAA

droKik1 scf7180000302679:53556-
53844 -

TCTTTACGCGCTTGTCTACGGTTATCGATTCTCGTTGTCTCGCTCGCTCTCGCACACGCACGCA-GCGAGTTGT--TGT--TTATCTGTTGTCTCCCTCT---------------------------------CTCTCTTTCCC--TCC------------------CTCTCTGGCAGTTTGCGT---CGCCGTCG-------GTTTTGTTTGTGTACT-GAAAAGAAGCAG----------------CAGAAACGGCAGC---------------------------------------AAACAAAAT-----AAAAACCC-AAGACT--GCGAA-AAGCATAAA---------TAATAAACAAC--------------GAGACAAGTGCAAAGTGGAAAA-----------GCGCAGCCGA--C-------AAACAGGTAA----------------AAAGAAAAG-------CGC----TAACGGTGAA

droAna3 scaffold_13266:9761106-
9761424 +

G----------CCGTCTACGGTTATCGATTCTCGTCGTCCCGCTCGCTCT--CAC------GCGCTCTTGTTGC--TGT--TTGTTTGTT---TG--TCT----------------------------------------------------------------------------------CGCCGCCGACGTCG------CGTTTTGTTTGTGTACT-GAGAAGAAGCAGAAAAA-----------------CATCAGCAGTGGCAGTGGCAGTGGTAGGTGGAAGTGGCAGTGGCAACAACAAAATACTGCAATAGC---AAGACT--GCAAAAAAAAATAACAACAAATTTTTATAAACAAA-TAACG------TGGCGACAAGTGCAA------AAAACAAAAAAAAAGCGCAGGTAA--C-------AACCAGGTAACA--AGAAAGAAAAAGAAAGAAAAG-------CGC----TAACGGTGAA

droBip1 scf7180000396427:909629-
909910 +

-------------GTCTACGGTTATCGATTCTCGTCATCCCGCTCGCTCT--CAC------GCGCTCTTGTTGC--TGT--TTGTTTGTT---TG--TCT----------------------------------------------------------------------------------CGCCGCCGACGTCG------CGTTTTGTTTGTGTACT-GAGAAGAAGCAGAAAACATCAGCAGTGGCAGT------------------GG-------------------CAGTGGCAACAACAAAATACTGG-ATAGC---AAGACTCGGCAAA-AAAAATAACAA--AA---TTATAAACAAA-------TACTGTGGCGACAAGTGCAA------AAAACAAAAAAAAAGCGCAGGTAA--A-------AACCAAGTAACC----A---------AAAGAAAAG---C--GCTA----TAACGGTGAA

dp5 3:12644844-12645171 - G---TCGGCG-TTGTCTACGGTTATCGATTCTCGTTGTCCCGCTCGCACG--CAC------GCACGTTG---GTTCTGTTCTTGTTTGTT----GTGTCTCGCCACAGTCGTCGTCGCCGTCGAA--------------GTCCCAGCGTCG--CTGT--------CGCTG-----------------TCGCCGTCG------CGTTTTGTTAGTGTGTTTGTGTATGTGTGGAAAAGGGCCGCCGCGGCAGA------------------G-------------------------AAAGCAACAAAAG-----AA------GGAGACT--GTGGAAAATAGTAAA------------TAAACCAGGTGCCGCCGCTTT-AGGACAGGTGCAA------AGA-----------GCATATCACA-ACAGCCAGCAA--AGGTAATGCCAAA---------CAGGAAAAGCAGTTGGGGCTGCATAACGGTGAA
droPer2 scaffold_2:8937411-

8937744 +
G---TCGGCG-TTGTCTACGGTTATCGATTCTCGTTGTCCCGCTCGCACG--CAC------GCACGTTG---GTTCTGTTCTTGTTTGTT----GTGTCTCGCCACAGTCGTCGTCGCCGTCGAA--------------GTCCCAGCGTCG--CTGT--------CGCTGTCG---------CTG--TCGCCGTCG------CGTTTTGTTAGTGTGTTTGTGTATGTGTGGAAAAGGGCCGCCGCGGCAGA------------------G-------------------------AAAGCAACAAAAG-----AA------GGAGACT--GTGGAAAATAGTAAA------------TAAACCAGGTGCCGCCGCTTT-AGGACAGGTGCAA------AGA-----------GCATATCACA-ACAGCCAGCAA--AGGTAATGCCAAA---------CAGGAAAAGCAGTTGGGGCTGCATAACGGTGAA
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Predicted structure

Show Alternate Folds

Flybase annnotation

Antisense to intron [MFS17-in]; Antisense to pre_miRNA [mir-2279-RM]; Antisense to miRNA [mir-2279-RB]; Antisense to miRNA [mir-2279-RA]

No Repeatable elements found

mature star

1. dme-mir-2279-as  chr2RHet:1322896-1322917 +
2. chr3LHet:1092010-1092031 +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TCCTACTTCCAACGTAAGATTACCCGGGACCCATTATGTATGTTGGCACCCCGGTTATTATAGGGACAAATGTAAAAATAAATATCTTCGCGTGAAATTAATCTTTTAAATAATTTCACACACAGATATTTAATTTCAAATTGTCTTTCATAATCCTCTCCCGCCATGGGTCATCGGACATATCCGGGCCATTTAAGAGCATTCCCGAAGAGA

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

#
Mismatch

Hit
Count

Total
Norm Total

V030

ML-
DmD8
cell

V134

ML-
DmD8

V127

G2

GSM609222

ML-DmBG1-
C1

GSM609225

ML-DmBG3-
C2

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR031702

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

V146

S1
cell

V073

mbn2

SRR317117

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

V032

S1
cell

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

SRR317115

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

V148

mbn2

SRR031704

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

V129

ML-
DmBG1-
c1

V080

Starvation,
female head

V147

1182-
4H
cell

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR032092

mock
oxidized

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR317110

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

V130

ML-
DmBG3-
c2

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR317112

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

GSM609221

1182-4H
cell

V137

Male
aged
head

SRR065802

Piwi-
IP_zuc_mut_ovaries

V077

cold,
female
head

SRR317114

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

SRR031698

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

V074

S3

SRX247213

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

AGO2

SRR031692

Total
small
RNAs from
Oregon R

SRR341118

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

V079

Oxidation,
female
head

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR317113

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

GSM609217

MLDmD20c5

V036

ML-
DmD20c5
cell

V096

loqsKO/f00791
ovary

SRR001347

ago2_untreated

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR341115

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

SRR001664

homozygous_dcr-
2_untreated

GSM609235

CMEL1

V038

Felix
sample
S2
only

SRR010953

Aub
heterozygotes,
oxidized

GSM609223

male, one
day

GSM467731

Dmel_loq_sRNAseq

SRR341116

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

V006

r2d2 female:
possibly
heterozygous

V008

S2-
DRSC

GSM609219

GM2 cell

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1
GSM371638

S2-NP

V078

Desiccation,
female head

V126

CME
L1

V136

Male
aged
body

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V085

CME
W2
wing
disc

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM379064

Vasa
Mutant

SRR001348

ago2_oxidized

V093

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

GSM628272

ago2[414]
ovary
total RNA

GSM272653

KC -48 #1

V034

ML-
DmD16c3
cell

GSM609237

ago2[414]
ovary
total RNA

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM609224

female,
one day

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

GSM312995

WT,
oxidized

GSM379055

Flam
Mutant

GSM379057

Krimp
Mutant

GSM379060

SpnE
Heterozygote

GSM379063

Vasa
Heterozygote

GSM467729

Dmel_wt_sRNAseq

GSM286605

2-6h #1
(8)

GSM399110

KC-48 #2

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

SRR032093

ago1
knockdown

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

SRR065155

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

SRR341117

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

GSM609226

CMEW1
Cl.8+
cell

V031

GM2
cell

GSM609250

ML-DmD32
cell

V037

Felix
sample
+mirtrons

GSE24545

CS ovary
total
RNA

V142

Oxidation_female_body

V145

S2-
DRSC

SRR001349

heterozygous_dcr-
2_untreated

GSM322533

female
head #1

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

GSM609218

Sg4

V023

Dcr2
female
head

V091

fGS/OSS
total
Â 

V086

female
body,
aged

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR065807

Piwi-
IP_squ_het_ovaries

SRR031700

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

GSM379062

Squ
Mutant

SRR029031

loqs-ORF
knockdown

SRR060644

A2_ovaries_total

V022

ML-
DmD32
cell

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM385744

OSS_s2

GSM385821

OSS_s7

SRR298536

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

GSM609227

CMEW1
Cl.8+
cell

.............................................................................ATAAATATCTTCGCGTGAAATT.................................................................................................................. 22 0 1 449.00 449 75 72 44 24 31 17 16 18 9 13 9 14 3 5 6 7 8 6 4 2 8 2 0 4 1 0 1 4 0 3 0 3 2 0 0 1 2 2 2 2 1 0 0 1 1 0 1 2 0 1 1 1 0 0 0 0 2 0 1 2 1 1 1 0 0 0 0 0 1 1 0 0 1 0 1 0 0 1 1 0 1 0 0 0 0 0 1 1 0 0 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

.............................................................................ATAAATATCTTCGCGTGAAAT................................................................................................................... 21 0 1 32.00 32 4 9 4 1 0 1 0 1 2 0 1 0 0 0 2 0 1 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 1 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

............................................................................AATAAATATCTTCGCGTGAAAT................................................................................................................... 22 0 1 30.00 30 9 7 5 2 3 0 0 0 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 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................AAATAAATATCTTCGCGTGAAA.................................................................................................................... 22 0 1 22.00 22 1 6 3 0 0 2 0 0 2 0 4 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................AAATAAATATCTTCGCGTGAA..................................................................................................................... 21 0 1 16.00 16 2 2 3 1 2 0 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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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..................................................................................................................................................................................CATATCCGGGCCATTTAAGAGCATT.......... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................CATCGGACATATCCGGGCCATTTAAGA............... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................AAAATAAATATCTTCGCG......................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TTAAATAATTTCACACACAGA....................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................ATAAATATCTTCGCGTGAAATG.................................................................................................................. 22 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

..CTACTTCCAACGTAAGATTACCCGGGA........................................................................................................................................................................................ 27 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

......TTCCAACGTAAGATTACCCGG.......................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................GACCCATTATGTATGTTGGCACCCCGG............................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................ATAGGGACAAATGTAAAAATA..................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................CTCCCGCCATGGGTCATCGG.................................... 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

...............................................................................................................................................TCTTTCATAATCCTCTCCCGCCATGGG........................................... 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

......................................................................TGTAAAAATAAATATCTTCGCGTGAAAT................................................................................................................... 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

.............................................................................ATAAATATCTTCGCGTGTT..................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................TTTCACACACAGATATTTAA................................................................................ 20 0 3 0.67 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................TTTCACACACAGATATTTAATTA............................................................................. 23 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................TAATTTCACACACAGATATTTAATT.............................................................................. 25 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

AGGATGAAGGTTGCATTCTAATGGGCCCTGGGTAATACATACAACCGTGGGGCCAATAATATCCCTGTTTACATTTTTATTTATAGAAGCGCACTTTAATTAGAAAATTTATTAAAGTGTGTGTCTATAAATTAAAGTTTAACAGAAAGTATTAGGAGAGGGCGGTACCCAGTAGCCTGTATAGGCCCGGTAAATTCTCGTAAGGGCTTCTCT

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

#
Mismatch

Hit
Count

Total
Norm Total

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR317117

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

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

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

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM609225

ML-DmBG3-
C2

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR317110

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

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V074

S3

SRR317115

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

SRR317112

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

V127

G2

SRR317116

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

GSM371638

S2-NP

SRR317111

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

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

GSM609222

ML-DmBG1-
C1

V144

OSC

V073

mbn2

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

SRR341115

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

SRR341118

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

V032

S1
cell

GSM628272

ago2[414]
ovary
total RNA

V091

fGS/OSS
total
Â 

V146

S1
cell

GSE24545

CS ovary
total
RNA

GSM609230

CS,ovary,AGO1IP

AGO1

GSM609237

ago2[414]
ovary
total RNA

V140

Dessication_female_body

SRX247212

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

AGO1

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V147

1182-
4H
cell

V079

Oxidation,
female
head

GSM609238

embryo
14-24hr

V145

S2-
DRSC

V137

Male
aged
head

V096

loqsKO/f00791
ovary

V078

Desiccation,
female head

SRX247213

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

AGO2

SRR014280

Ovary_rep1_w1118_P
V128

S3

GSM609229

embryo 2-
6hr

SRR341116

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

V037

Felix
sample
+mirtrons

V077

cold,
female
head

V148

mbn2

SRR341117

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

V080

Starvation,
female head

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

V130

ML-
DmBG3-
c2

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

V141

Heat_female_body

SRR029633

total
small RNAs
from hen1
homozygous
flies

V129

ML-
DmBG1-
c1

SRR065801

zuc_het(H-
Y)_ovaries

GSM609219

GM2 cell

V142

Oxidation_female_body

V093

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

SRR298537

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

SRR031702

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

GSM379065

Zuc
Heterozygote

SRR031698

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

V008

S2-
DRSC

GSM379063

Vasa
Heterozygote

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1
GSM343832

S2R+ cell

V038

Felix
sample
S2
only

V086

female
body,
aged

GSM379057

Krimp
Mutant

SRR298536

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

V134

ML-
DmD8

V126

CME
L1

GSM313161

dcr-2
heterozygous,
oxidized

GSM343833

S2R+ cell

SRR031704

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

V036

ML-
DmD20c5
cell

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR031692

Total
small
RNAs from
Oregon R

V092

dcr-
2[G31R]
male
total
RNA Â 

V136

Male
aged
body

SRR060644

A2_ovaries_total

SRR014275

Ovary_rep1_LK_P

GSM379064

Vasa
Mutant

GSM399100

Kc167
cell

GSM379062

Squ
Mutant

SRR014273

Ovary_rep1_Har_P

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR065800

zuc_H-
Y_ovaries

SRR032092

mock
oxidized

V014

DTT
8h

GSM609234

CS Â male
total RNA
Â 

GSM379066

Zuc
Mutant

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

V138

Male
cold
body

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

GSM609221

1182-4H
cell

SRR060646

yw67c23(2)_ovaries_total

SRR014282

Ovary_rep1_wK_P

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

GSM379056

Krimp
Heterozygote

GSM379061

Squ
Heterozygote

GSM385744

OSS_s2

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR031700

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

GSM609239

IR- 2-
18hr

SRR001349

heterozygous_dcr-
2_untreated

V031

GM2
cell

V085

CME
W2
wing
disc

GSM609217

MLDmD20c5

GSM385748

OSS_s6

V030

ML-
DmD8
cell

GSM313160

dcr-2
homozygous,
oxidized

V139

Cold_female_body

SRR014277

Ovary_rep1_NA_P

GSM379050

Armi
Heterozygote

GSM286613

0-1hr #1
(A)

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

GSM286605

2-6h #1
(8)

GSM379051

Armi
Mutant

GSM286604

0-1h #3
(7)

GSM379067

SpnE
Mutant

GSM379058

Piwi
Heterozygote

GSM609241

s2+48 #1

GSM609223

male, one
day

GSM379054

Flam
Heterozygote

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM609240

IR+ 2-
18hr

GSM609224

female,
one day

GSM379060

SpnE
Heterozygote

SRR060645

yw67c23(2)_testes_total
GSM385822

OSS_s8

GSM280083

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

GSM609242

s2+48 #2

SRR298712

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

GSM399110

KC-48 #2

SRR001664

homozygous_dcr-
2_untreated

GSM399101

kc167
cell

GSM313163

dcr-2
heterozygous,
untreated

GSM379059

Piwi
Mutant

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

V023

Dcr2
female
head

V133

Sg4

GSM322533

female
head #1

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR060652

hs-
Penelope_testes_total

SRR060650

A1_testes_total
GSM609235

CMEL1

V125

ML-
DmD9

SRR065807

Piwi-
IP_squ_het_ovaries

GSM609251

aged
female
head

GSM312995

WT,
oxidized

GSM313162

dcr-2
homozygous,
untreated

GSM322543

male head
#1

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609250

ML-DmD32
cell

GSM379055

Flam
Mutant

GSM609248

ML-DmD9
cell

GSM379052

Aub
Heterozygote

GSM360262

0-2d
pupae

SRR060643

A2_testes_total

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

SRR298711

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

SRR001345

ago2_non-
beta-
eliminated

V034

ML-
DmD16c3
cell

GSM379053

Aub
Mutant

GSM385821

OSS_s7

V006

r2d2 female:
possibly
heterozygous

SRR001347

ago2_untreated

GSM399106

female
body #2

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM240749

female
head

GSM399107

male body
#2

SRR010953

Aub
heterozygotes,
oxidized

GSM272653

KC -48 #1

GSM609243

KC+48 #1

GSM272652

S2 -48
Biological
Replicate
#1

GSM360260

0-1d
Pupae (w)

GSM272651

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

SRR010960

wt,
oxidized

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRR097866

Drosophila
S2-NP
cells

V003

dsDcr-1
(katsutomo
RNA)

GSM609220

ML-DmD21
cell

SRR060653

hs-Penelope_
ovaries_total

V132

ML-
DmD32

GSM399105

disk #2

GSM361908

s2-48
Biological
Replicate
#2

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR351332

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

GSM609226

CMEW1
Cl.8+
cell

GSM609227

CMEW1
Cl.8+
cell

S6

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

GSM286607

6-10h #1
(10)

SRR032093

ago1
knockdown

SRR065802

Piwi-
IP_zuc_mut_ovaries

GSM280082

WT
ovaries
(18-29nt)

GSM286603

female
body

SRR060651

A2_ovaries_Ago3

AGO3

SRR001338

IR_non-
beta-
eliminated

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM286601

male head

SRR001341

WT_males_non-
beta-
eliminated

GSM609247

heat
female
head

V135

CME
W2
(wing
disc
line)

GSM280085

WT testes
(18-24nt)

V015

DreRFHV148h

GSM1528798

follicle
cells

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM280088

S2cell
(AGO1IP)

AGO1

GSM313164

ago2
homozygous,
oxidized
(technical
replicate
#1)

GSM286611

6-10h #2
(11)

GSM360256

1st
instar #1

GSM609244

KC+48 #2

SRR001339

WT_females_non-
beta-eliminated

SRR001348

ago2_oxidized

SRR010956

Piwi IP in
Ago3
heterozygotes

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

SRR351333

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

GSM609218

Sg4

V022

ML-
DmD32
cell

GSM180328

adult
heads
(female
heads,
male
heads)

GSM322245

3rd
instar #1

GSM322219

2-4day
pupae #1

GSM286602

male body

SRR001344

dcr-
2_beta-
eliminated

SRR010952

Ago3 trans-
heterozygotes,
oxidized

SRR010955

Aub IP in
Ago3
heterozygotes

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

GSM609249

ML-DmD21
cell

GSM180329

adult
bodies
(female
bodies,
male
bodies)

GSM180330

very
early
embryo
(0-1)

GSM180331

early
embryo
(2-6)

GSM180333

late
embryo
(12-24)

GSM180335

imaginal
discs

GSM180336

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

GSM239041

fly heads,
non beta-
eliminated

GSM313165

ago2
homozygous,
oxidized
(technical
replicate
#2)

GSM322338

2-4day
pupae#2

GSM360257

1st
instar #2

GSM275691

imaginal
disc

GSM364902

12-24hr
embryo

SRR001337

WT_females_beta-
eliminated

SRR001343

dcr-2_non-
beta-
eliminated

SRR010951

Ago3
heterozygotes,
oxidized

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR029031

loqs-ORF
knockdown

SRR097865

Drosophila
S2-NP
cells

SRR065155

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

...............................................................................................................TTAAAGTGTGTGTCTATAAATT................................................................................ 22 0 3 3763.33 11290 544 1134 410 838 798 315 126 261 443 218 111 89 333 312 120 282 0 230 97 72 100 51 88 91 108 110 87 129 63 102 95 61 48 77 50 64 86 62 58 87 67 40 49 104 61 37 37 99 42 35 53 97 48 35 27 47 50 19 20 39 28 26 4 47 65 33 74 29 37 5 17 22 32 22 13 20 48 27 17 69 24 51 24 14 27 26 2 27 36 24 22 6 22 15 18 31 13 10 16 12 37 19 8 10 19 25 11 15 16 13 11 10 3 12 14 13 11 13 6 15 4 18 13 14 11 5 14 7 19 18 14 8 7 14 5 3 20 5 2 9 6 1 11 11 11 16 5 6 15 3 17 1 5 7 1 5 8 4 4 0 4 14 10 9 2 2 4 3 8 7 6 4 8 3 0 2 1 4 1 8 0 4 9 0 6 6 7 6 6 2 3 6 0 7 2 7 2 5 5 4 0 0 0 4 1 0 5 1 2 2 3 0 3 3 2 1 2 2 0 0 0 2 3 0 3 1 0 2 0 0 0 0 1 1 2 2 0 1 2 1 1 0 0 0 1 0 1 1 0 1 1 1 1 0 1 0 1 1 1 0
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........................................................................................................................................................................................GCCCGGTAAATTCTCGTAAGGGCT..... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................................AAGTATTAGGAGAGGGCGGTACCC........................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................................................................GCCTGTATAGGCCCGGTAAAT.................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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 chr2RHet:1322783-1322995 + dme-

mir-
2279-
as

TCCTACTTCCAACG--------------TAAGATTACCCGGGA-CCCATTATGTATGTTGGCACCCCGGTTATTATAGGGACAAATGTAAA-AATAAATAT--------------CTTC----------------GCGTGAAATT----------------------------------------AATCTTTTAAATAATTTCACA------CACAGATATTT-----AA--TTTCAAAT------------------------------------------------------------------------TGTCTTT-------------------------CATAA-TCCTCTCCCGC-CATGGGTCATCGGACAT-ATCCGGGCCATTTAAGAGCATTCCCGAAGAGA

droSim2 2l:22940760-22941060 - CCCGACTTCCAACG--------------TAATATTGCCCGGAT-CCTTTT----ATGTCGGCACTCTGGTTAGTCTAGGGAAAATTATAAACAATAAATACCTAAACAATAATACCTTC----------------GCGTGAAA-----------------------CTAAATT-TTTGA------AATGTTTTAAATAATTTCACA------CACAGATATTA-----AA--TGTCAAATTGTGTTGGCTGTGACATGCTG-CTCGTTGGC-----------------ATGGCTTCTATTGA--------GCTACATTTATTCATG--GTC--TGCGTCATATTCCAAA-TCCTCTCCCGA-ATTGGTTCATTGGGAATAATCCGGGCCATTTAAGAAAAAACCCGGAGC-A
droSec2 scaffold_59:159152-159378 + CCTGACTTCCAATG--------------CACGATTACCCGGGT-CGCTTT----ATGTAGGCATCCTGGTTATTACAGGGAAAATTGTAAA-AATAAATAC--------------CTTC----------------GCGTGAAA-----------------------CTA-GACTTTTGAA--CTTACTGT--TTATTAATTTCAAA------CACAGTTTGA------AC--ACAGTT--------------------------------------------------------------------------------------TG--GAC--CCCGCCATATTCGTAA-TGCTCTCCCGA-CTT-GGTCATGGGACATAAACCAGGCCATTTTAGAGTAATCCCGGAGCAA
droYak3 v2_chrUn_2312:9113-9338 - GCCGACTTCCAAT--------------------TTACCCGGGTAACCTTC----ATGTTGGGGCCCCGGTTGTTGTAGGGACAAATGCAGA-AATAAATAA--------------CTTT----------------ACACAACA-----------------------CTA-----------------A----------------------------------A----TA-AGT-----------------TGCAACCGGATATCTCGTCGGT-----------------ATGGCTTAAATGGA--CAATAACTTCCATTTTATCATG--CTC--CCCGTCATATTCCAAA-TCCTCTCT-----TTGGGTCATTAGACATAATCCAGGCCATTTAAGAGTAATACCG------
droEre2 scaffold_4845:2189711-

2189956 +
GTCGACTCCCAATG--------------AAATTT-TCCCGGG--CCCTCT----ATGTTGGGACCCCGGTTTCTACAAGGACAATTGTATA-AATAAATAA--------------CTTA----------------CCCTGCCA-----------------------AAA-GAATTTTAAG--CTCACAGT--CTTTT-ATTTAAGGCACACATTAAGAAATTA-----AT--CATGC-----------------------------------------------------------------------A-TTTGCATTTAATCATG--CTC--CTCGCTATATTCCTCA-TCCTCTGCCGA-TTTGAGTCATTGGACAGCATCCAGACCATTTAAGAGAAATCTGTGAGCGA

droEug1 scf7180000409223:194964-
195037 +

AGA----------------------------------------------------------------------------AAGGAAAACAAA-AGTAAATAT--------------TCCC----------------GCAGAAGTTC----------------------------------------GAAATTGCAAATACTCTTGTA------CATAAATATAT-----CA--TT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBia1 scf7180000301469:14808-
14866 -

CC---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCTCCTAAAATTGGGTCATTGGACAG-ATGAGTGCCATTTAAGA-TGATCTCGGAGCGA

droTak1 scf7180000415471:21763-
22034 +

CT-----TCCAACATAAAGTTCCAAAATAAATCT--TCCGGGG-CCCCTT----TTGTTGGGACCCCGGTTGCCCTACAGACAATTATTT-----------------------------------------------GTTAATAA--------------------------------------------ATTACACTATTATTTTG------CACAAACACTTATTTA-AGT-----------------TACTCCCGCT-------G-CGTGTGCCTCATTTGACAATATGGGTGCGACTACCTCAATA-TCTGCCTATCATCATT--CTCATCCCGCCATATTCCCTT-GCCTCTCCCAAAATTGGGTCATTGGCCATATTCAAGGCCATGGAAGA-TAATCCCTGAGCGA

droEle1 scf7180000491199:689961-
689999 +

AAT---------------------------------------------------------------------------------------------------------------------------------------------T----------------------------------------AATATTTGCAATAATTTTGTA------TACAAGTATTT-----AA--T-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droRho1 scf7180000767271:15931-
16224 -

CT-----TCCAATT--------------TAATAT--CCCGGGG-CCCTTT----GTGTTGGGACCCCGGTTGCCCTACGAATAATTATTT-----------------------------------------------ATAAATAAAATAAACTATTAAACATAACACAA-ATTTTTCTAACACTCACTTT-TTTTTTATATTTCGG------CACAAACACTA-CTTA-ACT-----------------ACTTTCTGTT-------C-CATCTAC----TGGGACAATATGGCTGCGACTATATAAAAA-TTTGCCTAT---CATGCCTATATCTCGCCATATTCCCTTCGCCTCTCTCGAAATTGGGTCATTGGACAT-ATCAAGGCCATCCTAGC-CATACCCAGAGCGA

droKik1 scf7180000298698:14727-
14830 +

TTA----------TTATAGCGCCCAAACG-------------------------------------------------------------------TGT-----------------TGGCCAAATCAAAGTTTTGTTTTGAATTT----------------------------------------AATGTTTAAAATGATGTCACA------CACATGTTTT------TT--TTAGTT--------------------------------------------------------------------------------------------T--TGCTTCGTTTTTC------------------------------------------------------------------

droAna3 scaffold_13082:232507-
232613 -

AAA----------TTAATATTTTTAAATT-------------------------------------------------------------------AATTA--------------TTAATTTTTTTAATAATTTCTAATAAATTA----------------------------------------ATTAT-TTAAATTTTTAATAA------ATTAATTATTT-----AA--TTTTAA--------------------------------------------------------------------------------------------------------------------------------------------------------------A-TAATTTT-TAATAA

droWil2 scf2_1100000004956:753415-
753476 -

AAA----------TT-------------------------------------------------------------------------------------T--------------CCGT----------------AAG---------------------------------TT-ACTTT------AACTCTTTTATTAACTTAAAA------CACAGATAATT-----AA--TGTGAAAT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------

Generated: 09/09/2015 at 02:01 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
1
0
0
0
1
1
1
1
0
1
0
0
0
1
0

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2RHet:1322783-1322995
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme-mir-2279-as.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2RHet:1322896-1322917
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3LHet:1092010-1092031
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2RHet:1322783-1322995
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme-mir-2279-as.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:22940760-22941060
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_59:159152-159378
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_2312:9113-9338
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:2189711-2189956
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409223:194964-195037
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301469:14808-14866
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415471:21763-22034
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491199:689961-689999
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000767271:15931-16224
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000298698:14727-14830
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13082:232507-232613
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004956:753415-753476
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Flybase annnotation

Antisense to intron [CG43658-in]; breakpoint [Dp(1%3BY)BSC210:bk3]; Antisense to intron [CG43658-in]; Antisense to intron [CG43658-in]; Antisense to intron [CG43658-in]
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TGGAATAAATAACAAATTGAACACCAGATTCATTGGCAGGCAGGGCAGATGGTTGCTGGGAAGTTGGCATTTTGTCCGTGAGTTTTCAATTGCTTTCTTCGCTGCACTTTCTTCCCCATTTCTTCGTCATCGCTCGTGTTCCATCTTCAAGTTTTCCCGGG

************************************......(((.(((.(((.((...((((..((((..(((............))).))))..))))...))))).))).))).........************************************
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HA-AGO2

AGO2

V093

loqs-KO,
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.................................................TGGTTGCTGGGAAGTTGGCATTT......................................................................................... 23 0 1 62.00 62 0 0 0 0 0 0 0 17 0 0 0 35 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 2 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 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

.................................................TGGTTGCTGGGAAGTTGGCAT........................................................................................... 21 0 1 41.00 41 0 0 0 0 0 0 0 25 0 0 0 6 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TGGTTGCTGGGAAGTTGGCATT.......................................................................................... 22 0 1 15.00 15 0 0 0 0 0 0 0 9 0 0 0 2 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TGGTTGCTGGGAAGTTGGCATTTTG....................................................................................... 25 0 1 15.00 15 0 0 0 0 0 0 0 5 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 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

.................................................TGGTTGCTGGGAAGTTGG.............................................................................................. 18 0 1 11.00 11 0 0 0 0 0 0 0 9 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

.................................................TGGTTGCTGGGAAGTTGGCA............................................................................................ 20 0 1 10.00 10 0 0 0 0 0 0 0 5 0 0 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................ATTGCTTTCTTCGCTGCACTTT................................................... 22 0 1 6.00 6 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TGGTTGCTGGGAAGTTGGC............................................................................................. 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

.................................................TGGTTGCTGGGAAGTTGGCATTTT........................................................................................ 24 0 1 4.00 4 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TGGTTGCTGGGAAGTTGGCAA........................................................................................... 21 1 1 3.00 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TTGCTTTCTTCGCTGCACTTTCA................................................. 23 1 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

.........................................................................................TTGCTTTCTTCGCTGCACTTT................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TGGTTGCTGGGAAGTTGGCATTC......................................................................................... 23 1 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

.................................................TGGTTGCTGGGAAGTTGGT............................................................................................. 19 1 1 2.00 2 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 0 0 0 0 0

........................................................................................ATTGCTTTCTTCGCTGCAC...................................................... 19 0 1 2.00 2 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 0 0 0 0 0

.....................................AGGCAGGGCAGATGGTTGCTG....................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................ATTGCTTTCTTCGCTGCACTTTC.................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................GATTCATTGGCAGGCAGGG.................................................................................................................... 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

.........TAACAAATTGAACACCAG...................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................GCAGGGCAGATGGTTGCTGGG..................................................................................................... 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 0 0 0 0 0

..............................................................................................................CTTCCCCATTTCTTCGTCATC.............................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................GGCAGGGCAGATGGTTGCTG....................................................................................................... 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

......................................................................TTTGTCCGTGAGTTTTCAATT...................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................GCAGGGCAGATGGTTGCTGA...................................................................................................... 20 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

...................................................GTTGCTGGGAAGTTGGCA............................................................................................ 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

..............................CATTGGCAGGCAGGGCAGA................................................................................................................ 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

........................................CAGGGCAGATGGTTGCTGAAT.................................................................................................... 21 3 5 1.00 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 0 0 0 0 0 0 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

ACCTTATTTATTGTTTAACTTGTGGTCTAAGTAACCGTCCGTCCCGTCTACCAACGACCCTTCAACCGTAAAACAGGCACTCAAAAGTTAACGAAAGAAGCGACGTGAAAGAAGGGGTAAAGAAGCAGTAGCGAGCACAAGGTAGAAGTTCAAAAGGGCCC

************************************......(((.(((.(((.((...((((..((((..(((............))).))))..))))...))))).))).))).........************************************
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...................................................................................................................GGTAAAGAAGCAGTAGCGAG.......................... 20 0 1 7.00 7 0 0 0 0 0 2 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

..................................................................................................................GGGTAAAGAAGCAGTAGCGAG.......................... 21 0 1 5.00 5 0 0 0 0 0 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 0 0 0

............................................................................................................................GCAGTAGCGAGCACAAGGTA................. 20 0 1 3.00 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................AGTAGCGAGCACAAGGTAGAA.............. 21 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................GGGGTAAAGAAGCAGTAGCGAG.......................... 22 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

................................................................................................................AGGGGTAAAGAAGCAGTAGCGAG.......................... 23 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

.........................................................................................AACGAAAGAAGCGACGTGAAAG.................................................. 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 0 0 0 0 0

...............TAACTTGTGGTCTAAGTAACCGT........................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................GTAAAGAAGCAGTAGCGAG.......................... 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

............................................................TTCAACCGTAAAACAGGCACTCAAAAGT......................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................TTCAACCGTAAAACAGGCACT................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................GTAGCGAGCACAAGGTAGAA.............. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................GTAGCGAGCACAAGGTAGAAG............. 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

..............................................................................................AAGAAGCGACGTGAAAGAAGGGGTAAA........................................ 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

..................................................................................................AGCGACGTGAAAGAAGGGGTA.......................................... 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

...............................................................................................................AAGGGGTAAAGAAGCAGTAGC............................. 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

...........................................................................................................................................AGGTAGAAGTTCAAAAGGGC.. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................GAAAGAAGCGACGTGAAAGAA................................................ 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

.........................................................................................................TGAAAGAAGGGGTAAAGA...................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................GAAGGGGTAAAGAAGCAGTAGC............................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................GGGGTAAAGAAGCAGTAGCGAGCACA...................... 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 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................GGAAAGAAGGGGTAAAGA...................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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:17388826-17388987 + dme_228 GTGGAATAAATAACAAAT-------------TGAACACCA--GATTCATT----GGC--A-GGCAGGGCAGATGGT--------TGCTGG---GAAGTTGGCATTT----TGTCCGTGAGTTTTCAATTGCTTTCTTC------------------GCTGCACTTTCTTCCCCATTTCTTCGTCATCGCTCGTGTTCCATC----------------TTCA-----AGTTTTCCCGGG
droSim2 x:16502690-16502851 + GTGGAATAAATAATAAAT-------------TGAACAGCA--GATTCATT----GGC--A-GGCAGGGCAGATGGT--------TGCTGG---GAAGTTGGCATTT----TGTCCGTGAGTTTTCAATTGCTTTCTTC------------------GCTGCACTTTCTTCCCCATTTCTTCGTCATCGCTCGTGTTCCATC----------------TTCA-----AGTTTTCCCGGG
droSec2 scaffold_17:1234789-

1234950 +
GTGGAATAAATAATAAAT-------------TGAACAGCA--GATTCATT----GGC--A-GGCAGGGCAGATGGT--------TGCTGG---GAAGTTGGCATTT----TGTCCGTGAGTTTTCAATTGCTTTCTTC------------------GCTGCACTTTCTTCCCCATTTCTTCGTCATCGCTCGTGTTCCATC----------------TTCA-----AGTTTTCCCGGG

droYak3 X:16016850-16017016 + GTGGAATAAATAATAAAT-------------TGAACATCGG-GATTCATTCGCAGGC--A-GGCAGGGCAGATGGT--------TGCAGG---GAAGTTGGCACTT----TGTTCGTGAGTTTTCAATTGCTTTCTCC------------------GCTGCACTTTCTTCCCCATTTCTTCGCCATCGCTCGTGTTCCATC----------------TGCA-----AGTTCTATCGTG
droEre2 scaffold_4690:7728179-

7728340 +
GTGGAATAAATAATAAAT-------------TGAACATCG--GATTCATT----GGC--A-GGCAGGGCAGATGGT--------TGCAGC---GAAGTTGGCACTT----TGTTCGTGAGTTTTCAATTGCTTTCTCC------------------GCTGCACTTTCTTCCCCATTTCTTCGCCGTCGCTCGTGTTCCATC----------------TTCA-----AGTTCTATCGGG

droEug1 scf7180000409271:456585-
456734 +

GTGGAATAAATAATAAAT-------------TGAGCATCG--GATTCATT-------GCA-T---CGGCAGATGCTG----TGCTGTAGG---GAAGTTAGCACTT----TGTCCGTGACTTTTCAATTGCTTTCTCCACTGCCGCTGCTGCTGTCGCTGCACTTTCCTCCCAGTTTTCCCCC---------------------------------------------------GGAG

droBia1 scf7180000301760:3403657-
3403785 +

GTGAAATA-ATAATAAAT-------------TGAACATCG--GATCCATT-------GC-----AGGGCAGATGCCGGCGATGCAGAGGG---GAAGTCGGCGCTT----TGTCCGTGACTTTTCAATTGCTTTCTCC------------------GCTGCACTTTCTTC--------------------------------------------------G-----AGTTCTC-CGAG

droTak1 scf7180000415873:101498-
101650 -

GTGAAATAAATAATAAAT-------------TGAACATCGGGGATTCAAT-------GCAGGGCATTGCAGATGC---------TGAAGG---GAAGTTGGCACTT----TGTCCGTGACTTTTCAATTGCTTTCTCC------------------ACTGCACTTTCTTCC-CATTTCTTAGCCA---------TTCCATC----------------TTTG-----AGTTCTCCCCGG

droEle1 scf7180000491001:366281-
366428 -

GTGGAATAAATAATAAAT-------------TGAACATCG--GATTCAAT-------GCA-AG-AAGGCAGACGC---------TGAAGG---GAAGTTAACACTT----TGTCCGTGACTTTTCAATTGCTTTCTCC------------------GCTGCACTTTCTTCCCCATTTCTTTGCC----------TTCCATC-----------------TCG-----TATTTTCCTGAG

droRho1 scf7180000779333:598239-
598372 +

GTGGAATAAATAATAAAT-------------TGAACATCG--GATTCCGT-------GC-----AAGGCAGATGC---------TGAAGG---GAAGTTAACACTT----TGTCCGTGACTTTTCAATTGCTTTCTCC------------------GCTGCACTTTCTTCGCC---------------------TTCCT-C----------------CTCT-----ACTTTTCTTGAG

droFic1 scf7180000454077:805945-
806087 -

GTGGAATAAATAACAAAT-------------TGAACATGG--GCTTCGG-------CAC-----AAGGCAAACG------------AAGG---GAAGTTAGCACTT----TGTCCGTGAGTTTTCAATTGCTTTCTCC------------------GCTGCACTTTCCTTCCCATTTCC---------CTCGTCTTCCATC-----------------ACA-----ACTTTTCTTGAG

droKik1 scf7180000302696:1575272-
1575415 -

GTGGAATAAATAATGCATAAGAAGGAATCGACGAACATCG--G-------------CGG-----ATGGCAGATGT---------CGAACGTACAAAGTTAACACTT----TGTCCGTGACTTTTCAATTGCTTTTCCC------------------GTTGTAGTTTT---CCCATTTCCC----GCCT-------CCCGCCTCCCCTC---------T--------------------

droAna3 scaffold_13248:3052583-
3052661 -

A-----------------------------------------------------------------------------------------------------------------------------GTTGCTTTCTTC------------------GCTGCACTTTCTTCCCCCCTTCTCCCCGCCCAGACACACTACCCC-----------CTCTCTCTA-----CCCCCTCCCTGA

droBip1 scf7180000396733:19631-
19754 -

-TGCAGTAA------------------------------------------------------------------------------AGA---GATGCTGCCACATTGTGTGTCCGTGACTT-TAATTTGCTTTCTTCGCT---------------GCTGCACTTTCTTCCC-ATTCCCC--TCAC---------TCCCCTTGGTCTCTACAGTCTTTCTTCCACAACTG----CTGG

droVir3 scaffold_13049:12686644-
12686677 -

---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CATCGCTCGCGTTCTACA----------------CTTG-----AGATTTTTGTTG

droMoj3 scaffold_6540:13476312-
13476312 +

G---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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ATTTGAACCGAGTTTTTATTTCAGTCTTTCCAGTTAGTAATTTTACGCAGTTCTAGCACGGCCACACTGTCCCGCAGGAAAACAATGTTTGTTATGATTTTACTGCGGGAATTGTGTGTGAAATGTGCCATTTGAGGACCTGAGAATGCGATTACGCCGCCGTTGGCCGCGAAGGATGCGGCGT
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...................................................................................................TTACTGCGGGAATTGTGTGTGC............................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................GCGGGAATTGTGTGTGAAATGTGC........................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................GCCATTTGAGGACCTGAGA....................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TCTAGCACGGCCACACTGTCC................................................................................................................ 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 0

............................................................................................................................GTGCCATTTGAGGACCTGAGAA...................................... 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

........................................................................CGCAGGAAAACAATGTTTGTTA.......................................................................................... 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

......................................................................CCCGCAGGAAAACAATGTTTG............................................................................................. 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 0

...................................................................................................TTACTGCGGGAATTGTGT................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................TTTTACTGCGGGAATTGTGTGTGA............................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................ATTTGAGGACCTGAGAATGCG.................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................ATTTGAGGACCTGAGAA...................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................TTTGAGGACCTGAGAATGCGATTACGCC.......................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................TTACTGCGGGAATTGTGTGTGAAAATC.......................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................TTTGAGGACCTGAGAATGCGAT................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................TACTGCGGGAATTGTGTGTGAAATGTG......................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................ATTTGAGGACCTGAGAATGCGATTA.............................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................TTACTGCGGGAATTGTGTGTTT............................................................... 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 0 0 0 0

.......................................................................................................TGCGGGAATTGTGTGTGAAATGTG......................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................TTTTACTGCGGGAATTGTGTG.................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................TTGTGTGTGAAATGTGCCA...................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................AATGTTTGTTATGATTTTAC................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................TGTGTGTGAAATGTGCCATTTGAGG............................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

TAAACTTGGCTCAAAAATAAAGTCAGAAAGGTCAATCATTAAAATGCGTCAAGATCGTGCCGGTGTGACAGGGCGTCCTTTTGTTACAAACAATACTAAAATGACGCCCTTAACACACACTTTACACGGTAAACTCCTGGACTCTTACGCTAATGCGGCGGCAACCGGCGCTTCCTACGCCGCA

************************************************....(((((..(((((..((((((((..(((..(((.....)))..)))..)))))))).....)))))...)))))........***************************************************
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...............................................GTCAAGATCGTGCCGGTGTGA.................................................................................................................... 21 0 1 1.00 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:5094491-5094674 - sblock39251 ATTTGAACC-------------------------------------------GAG-----TTTTTATTTCAGTCTTTCCAGTTAGTAATTTTACGCAGTTCTAGCACGGCCACACTGTCCC-G-CAGGA----------AAACAATGTT----TGTTA-TGATTTTAC--TGCGGGAATTGTGTGTGAA-ATG---TGCCATTTGAGGACCTGA-GAATGCGATTACGCCGCCGT---TGGCCGCGAAGGATGCGGCGT
droSim2 2r:5897554-5897742 - dsi_32462 ATTTGACCC-------------------------------------------GAGTAATGTTTTTATTTTATTCTTTCCATTTAGTATTTTTACGCAGCTGTAGCACGGCCACACTGTCCC-G-CAGGA----------AAACAAAGTT----TGTTA-TGATTTTAC--TGCGGGAATTGTGTGTGAA-ATG---TGCCATTTGAGGACCTGA-GGATGCGCTTGCGCCGCCGC---TGGCCGCGAAGGATGCGGCGT
droSec2 scaffold_1:2726844-2727032 - dse_1853 ATTTGACCC-------------------------------------------GAGTAATGTTTTTATTTTATTCTTTCCATTTAGTATTTTTACGCAGCTGTAGCACGGCCACACTGTCCC-G-CAGGA----------AAACAAAGTT----TGTTA-TGATTTTAC--TGCGGGAATTGTGTGTGAA-ATG---TGCCATTTGAGGACTTGA-GGATGCGCTTGCGCCGCCGC---TGGCCGCGAAGGATGCGGCGT
droYak3 2L:17749352-17749534 - dya_1811 AGTGGACCC-------------------------------------------GAGTAAAGTTATT------TTTTTGCCAATTAGTATTTTAACGCAATTTTGGCACGGCCACACTGTCCC-A-AAGAA----------AAACAAAGTT----TGTTA-TGATTTTAC--TGCGGGAATTGTGTATGAA-ATG---TGCCATTTGACGACCTGA-GGATGCGTCTGCGCCGTCGC---TGGCCGCGAAGGATGCGGCGT
droEre2 scaffold_4929:17562201-

17562380 +
G----------------------------------------------------AGTAATGATTTTGTTCAACTTCTATAACCTAGTATTTTTAGGCAGTGCTGCCACGGCCACACTGTCCC-A-AGGAA----------AAACAAAGTT----TGTTA-TGATTTTAC--TGCGGGAATTCTGTATAAA-ATG---CGTCATTTGAGGACCTGA-GGATGCGCTTGCGCCGCCGC---TGGCCGCGAAGGATGCGGCGT

droEug1 scf7180000409183:734970-
735126 -

T---------------------------------------------------------------------------------TGATAATTTTATCAAGTCGCGCTGCGGCCACACTATCCT-C-AATAA----------AAACAAACTTTTTATGTTATTGTTTTTAC--TGCGGGAATTATGTATGAA-ATG---TGCCATTTAAGGACCTGAGGAATGCGCCTTCGGCGCCGC---TGGCCGCGAAGGATGAGGCGA

droBia1 scf7180000301506:1635259-
1635471 +

ATTTGTACTACTATCTGATTTGTTTATTTTGATATTATTACCCTTAGCCTTAGT----------------------TTTA-GTGGTGTTT-TTCATAACTACTCCACGGTCACACTGCACCACGAGGAA----------AAACAAAATTTT-TTGTTA-TGATTTTTC--TGCGGGAATAATGAATGAA-ATG---TGCCATTTAAGGACCTGA-GGATGCGCCTGCGTCGCCGC---TGGCCGCGAAGGATGCGGCGT

droTak1 scf7180000415274:40015-40180
-

T---CAGCC-------------------------------------------GA----------------------TTCATGTGGTATTTTTGAGCAGTCGTGCTGCGACCACACTAGCCC-A-GGGAA----------AAACAAAGTTT--TTGTTA-TGATTTAAC--TGCGCGAAGAATAAATGAA-ATG---TGCCATTTAAGGACCTGA-GGATGCGCTTGCGCCGCCGG---TGGCCGCGAAGAATGCGGCGT

droEle1 scf7180000491201:913943-
914094 -

T----------------------------------------------------------------------------------GGTATTTACTCACAGTCGTGCTGCGGTCACACTGTCCC-G-ACGAA----------AAACAAAGTTT--TTGTTA-TGATTTTAC--TGCGGCAATAATGTATGAA-ATG---TGCCATTTAAGGACTTGA-GGATGCGCCTGCGCCGCCGC---TGGCCGCGAAGGATGCGGCGT

droRho1 scf7180000775249:14655-14793
-

-----------------------------------------------------------------------------------------------CAGTCGTGCTGCGGCCACACTGCTGC-G-AAGAA----------AAACAAAGTTT--TTGTTA-TGATTTTTC--TGCGGCAATAATGCATGAA-ATG---TGCCATTTAAGGACTTGA-GGATGCGCCTGCGCCGCCGC---TGGCCGCGAAGGATGCGGCGT

droFic1 scf7180000453851:1186150-
1186260 +

A-----------------------------------------------------------------------------------------------------------------------------GAA----------AAACAAAGTTT--TTGTTT-TGATTTCAC--AGCGGGAGTCTTGTATGAA-ATG---TGCCATTTAAGGACCTAA-GGATGCGGTTTCGCCGCCGC---TGGCCGCGAAGAATGCGGCGT

droKik1 scf7180000302476:1421490-
1421609 -

----------------------------------------------------------------------------------------------------------CGGGCACACTTTCCG-A-AAGTAATAACAATATAAACAAAAT-----------------------TCGAAAAAATTAAATTAA-ATG---TGCCAGTTAGGGCGCTGA-AAATGCGGTTGCGCCGCCGC---TGGCCGCGAAGGATGAGGCGC

droAna3 scaffold_13266:8479921-
8480020 +

T-------------------------------------------------------------------------------------------------------------------------------------------------------TTGTTA-TGATTTTTCATTCCGCATATTATCAATGAATATG---AGTGATTTTCCTATATGA-AGATGCGTCTGCGCCGCCGC---TGGCCGCGTAAGATGCGGCGG

droBip1 scf7180000396759:326252-
326364 -

C------------------------------------------------------------------------------------------------------------------------------AA----------CAACAAACTTT--TTGTTA-TGATTTTCCATTCCGCAAATTATCAATGAATATG---AGTGATTTTCCTATATGA-AGATGCGTCTGCGCCGCCGC---TGGCCGCGCAAGATGCGGCGG

dp5 3:9804106-9804203 + T--------------------------------------------------------------------------------------------------------------------------------------------------------TGTTT-TCTTTTTAC---GATGAAATCATCAATGAA-ATG---TGCACTGTAAGTCTCTGA-GGATGCGTCTGCGCCGCCGTTCGTGGCAACGTAAAATGCGGCGC
droPer2 scaffold_4:5120174-5120272 + T--------------------------------------------------------------------------------------------------------------------------------------------------------TGTTT-TCTTTTTAA--CGATGAAATCATCAATGAA-ATG---TGCACTGTAAGTCTCTGA-GGATGCGTCTGCGCCGCCGTTCGTGGCAACGTAAAATGCGGCGC
droWil2 scf2_1100000004822:1865470-

1865515 +
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GA-ATATGCGTTTGAAGCGCCGTCCCTGGCAACGAAGAGTCCGGCGT

droVir3 scaffold_12875:14363819-
14363922 -

A-------------------------------------------------------------------------------------------------------------------------------------------AACAGAATT----TATT---AATTAAAG--TGCACGAAAAGTGTG-GCG-ATGTAGAGCTATATAGGGGTACG--AAATGCGTCTGCGACGCCGC---TGGCATCGGCGGATGCGGCGT

droMoj3 scaffold_6496:9824950-
9825021 -

T--------------------------------------------------------------------------------------------------------------------------------------------------------------------------GTGGCAATGTAGT-------------GCAAAATAGGTTATACG-AAATGCGTCTGCGACGCCGG---TGGCATCGGCGGATGCGGCGT

droGri2 scaffold_15245:14346970-
14347071 -

AGT-----------------------------------------------------------------------------------------------------------------------------------------------GTG----TATAA-TTATTACAA--TGCACGAAAAGTGTG-GAA-ATGTAGAACTATAAAAGAA-TACG-AAATGCGTCTGCGACGCCGC---TGGCATCGGCGGATGCGGCGT
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TCTGTGTGTAGCGGGCGGCGTAAATACATACATATATATGTACACAAACATACACCTACACACGCACACGCGTGGGCAGGCCAATTACATGTGTGTGGGTGTGCAGGTGTGTGTGACTGTGCAGGTGTGTGCGTGCGTGTTTTCCGCCCGAGAATCAAAAATC

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

#
Mismatch

Hit
Count

Total
Norm Total

V137

Male
aged
head

V144

OSC

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V147

1182-
4H
cell

V136

Male
aged
body

V146

S1
cell

V134

ML-
DmD8

V131

ML-
DmD16-
c3

V127

G2

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSE24545

CS ovary
total
RNA

GSM628272

ago2[414]
ovary
total RNA

V132

ML-
DmD32

V128

S3

GSM609229

embryo 2-
6hr

V126

CME
L1

V125

ML-
DmD9

V142

Oxidation_female_body

SRR029633

total
small RNAs
from hen1
homozygous
flies

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V145

S2-
DRSC

V141

Heat_female_body

SRR298536

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

GSM399110

KC-48 #2

GSM322543

male head
#1

V091

fGS/OSS
total
Â 

V138

Male
cold
body

SRX247213

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

AGO2

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V139

Cold_female_body

V078

Desiccation,
female head

V080

Starvation,
female head

GSM609237

ago2[414]
ovary
total RNA

GSM322533

female
head #1

GSM286604

0-1h #3
(7)

V133

Sg4

SRR317116

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

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V079

Oxidation,
female
head

V032

S1
cell

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM609249

ML-DmD21
cell

V093

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

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR317114

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

V148

mbn2

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

V140

Dessication_female_body

GSM272653

KC -48 #1

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V130

ML-
DmBG3-
c2

GSM609220

ML-DmD21
cell

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

SRR014282

Ovary_rep1_wK_P

SRR341116

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

GSM609221

1182-4H
cell

GSM609238

embryo
14-24hr

V085

CME
W2
wing
disc

SRR298537

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

SRR317113

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

V012

Dcr2 male
(Katsutomo,
whole fly?)

V077

cold,
female
head

SRR298712

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

GSM399107

male body
#2

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR032094

ago2
knockdown

V073

mbn2

GSM609234

CS Â male
total RNA
Â 

SRR014280

Ovary_rep1_w1118_P

SRR317115

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

GSM609225

ML-DmBG3-
C2

GSM609239

IR- 2-
18hr

GSM609222

ML-DmBG1-
C1

GSM609223

male, one
day

GSM286611

6-10h #2
(11)

SRR032093

ago1
knockdown

GSM609241

s2+48 #1

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

V038

Felix
sample
S2
only

SRR298711

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

SRR031702

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

GSM399106

female
body #2

V074

S3

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM286602

male body

SRR317111

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

V034

ML-
DmD16c3
cell

V129

ML-
DmBG1-
c1

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM379050

Armi
Heterozygote

GSM379054

Flam
Heterozygote

GSM609243

KC+48 #1

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR060653

hs-Penelope_
ovaries_total

SRR341118

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

GSM609250

ML-DmD32
cell

V086

female
body,
aged

GSM286601

male head
GSM371638

S2-NP

GSM322219

2-4day
pupae #1

GSM360262

0-2d
pupae

SRR060652

hs-
Penelope_testes_total

GSM609227

CMEW1
Cl.8+
cell

V037

Felix
sample
+mirtrons

GSM609242

s2+48 #2

GSM364902

12-24hr
embryo

GSM609240

IR+ 2-
18hr

V023

Dcr2
female
head

SRR317117

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

SRR097865

Drosophila
S2-NP
cells

GSM609244

KC+48 #2

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM180328

adult
heads
(female
heads,
male
heads)

GSM280083

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

GSM379065

Zuc
Heterozygote

GSM240749

female
head

SRR014277

Ovary_rep1_NA_P

SRR029031

loqs-ORF
knockdown

SRR317112

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

SRR351333

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

V022

ML-
DmD32
cell

GSM609230

CS,ovary,AGO1IP

AGO1

V096

loqsKO/f00791
ovary

GSM609219

GM2 cell

GSM609224

female,
one day

GSM609251

aged
female
head

SRR317110

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

GSM379057

Krimp
Mutant

GSM385744

OSS_s2

GSM385748

OSS_s6

SRR060645

yw67c23(2)_testes_total

SRR060651

A2_ovaries_Ago3

AGO3

SRR341115

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

GSM609235

CMEL1

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

V008

S2-
DRSC

V135

CME
W2
(wing
disc
line)

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM467731

Dmel_loq_sRNAseq

GSM286605

2-6h #1
(8)

GSM272652

S2 -48
Biological
Replicate
#1

GSM322245

3rd
instar #1

GSM360260

0-1d
Pupae (w)

S6

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

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR029032

r2d2
knockdown

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR031704

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

SRR060643

A2_testes_total

SRR060644

A2_ovaries_total

SRR060650

A1_testes_total

SRR065801

zuc_het(H-
Y)_ovaries

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

SRR341117

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

GSM609218

Sg4

GSM343832

S2R+ cell

GSM399101

kc167
cell

SRX247212

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

AGO1

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V031

GM2
cell

GSM609247

heat
female
head

SRR031698

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

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM280087

S2cell
(AGO2IP)

AGO2

GSM286613

0-1hr #1
(A)

GSM361908

s2-48
Biological
Replicate
#2

V003

dsDcr-1
(katsutomo
RNA)

GSM343833

S2R+ cell

GSM609217

MLDmD20c5

GSM280085

WT testes
(18-24nt)

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

GSM609226

CMEW1
Cl.8+
cell

SRR010959

Ago3 IP in
heterozygotes

AGO3

GSM379051

Armi
Mutant

GSM379055

Flam
Mutant

SRR001340

IR_beta-
eliminated

SRR031692

Total
small
RNAs from
Oregon R

V015

DreRFHV148h

SRR031700

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

SRR001349

heterozygous_dcr-
2_untreated
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...........................................................................................TGTGTGGGTGTGCAGGTGTGTG.................................................. 22 0 1 208.00 208 8 17 3 14 7 1 2 6 8 3 9 8 3 5 2 0 3 3 3 2 7 3 1 0 0 2 2 5 2 5 1 1 1 2 0 1 3 0 4 0 2 2 1 0 1 0 0 0 0 4 0 2 4 1 0 0 0 1 1 1 0 0 2 0 0 0 1 0 2 3 0 0 1 1 0 0 1 1 4 0 2 0 2 0 0 0 0 0 1 2 0 0 1 0 0 3 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 1 0 0 0 1 0 0 0 0 0 1 1 0 1 0 1 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 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

.........................................................................................TGTGTGTGGGTGTGCAGGTG...................................................... 20 0 1 110.00 110 3 1 6 1 1 2 0 1 2 1 0 0 3 1 3 2 1 0 3 0 0 0 4 4 0 0 1 2 1 0 0 0 3 2 0 0 0 2 0 0 2 1 2 3 2 2 0 6 0 0 1 0 1 4 0 3 2 2 0 0 1 0 1 0 1 0 0 0 0 0 1 1 0 1 0 0 0 1 0 1 0 1 0 0 0 1 0 3 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 1 1 0 1 2 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 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

.........................................................................................TGTGTGTGGGTGTGCAGGT....................................................... 19 0 1 60.00 60 1 4 1 0 1 0 1 1 3 2 0 0 1 5 2 2 0 1 0 0 0 2 2 1 0 0 0 0 0 0 2 1 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 1 0 0 1 0 0 0 0 1 0 0 0 1 1 0 1 1 0 2 0 0 0 1 2 0 2 0 0 0 0 0 0 0 1 1 0 2 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TACACCTACACACGCACACGCG........................................................................................... 22 0 1 55.00 55 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 6 2 0 0 2 1 0 0 0 0 5 2 0 1 0 0 0 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 3 0 5 0 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 2 0 0 1 0 1 2 0 0 0 1 2 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 1 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

...........................................................................................TGTGTGGGTGTGCAGGTGT..................................................... 19 0 2 50.50 101 8 16 0 0 11 1 5 2 0 2 0 0 0 2 1 0 0 2 0 0 0 4 0 2 0 4 0 0 5 0 0 3 2 0 1 0 0 0 0 2 0 1 1 2 0 0 0 0 2 1 0 0 0 0 0 0 0 2 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 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 2 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 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

.........................................................................................TGTGTGTGGGTGTGCAGGTGTG.................................................... 22 0 1 38.00 38 1 9 3 0 1 0 0 0 0 0 1 2 0 0 1 5 1 2 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 1 0 0 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TGTGTGGGTGTGCAGGTGTGT................................................... 21 0 2 23.50 47 2 2 2 1 1 1 1 0 0 0 1 3 0 0 0 0 1 1 0 2 1 0 0 1 0 0 0 1 0 1 1 1 2 0 0 0 0 0 1 0 0 2 0 0 1 1 0 0 0 0 1 1 0 0 0 0 0 0 0 0 1 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 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 1 0 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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.........................................................................................TGTGTGTGGGTGTGCAGGTGCA.................................................... 22 2 9 0.11 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

........................................................................................ATGTGTGTGGGTGTGCAGGTAAA.................................................... 23 3 11 0.09 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

Anti-sense strand reads

AGACACACATCGCCCGCCGCATTTATGTATGTATATATACATGTGTTTGTATGTGGATGTGTGCGTGTGCGCACCCGTCCGGTTAATGTACACACACCCACACGTCCACACACACTGACACGTCCACACACGCACGCACAAAAGGCGGGCTCTTAGTTTTTAG

**************************************...((((((...((((((((((.(((((.((((((((((.............)))))))))).))))).))))))))))...))))))..***********************************
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#
Mismatch
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Total
Norm Total

GSM467729

Dmel_wt_sRNAseq

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V079

Oxidation,
female
head

GSM467730

Dmel_r2d2_sRNAseq

V092

dcr-
2[G31R]
male
total
RNA Â 

V137

Male
aged
head

GSM609247

heat
female
head

GSM609222

ML-DmBG1-
C1

V086

female
body,
aged

GSM371638

S2-NP

V138

Male
cold
body

V077

cold,
female
head

SRR317117

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

SRR031702

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

SRR031692

Total
small
RNAs from
Oregon R

GSM360262

0-2d
pupae

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

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

GSM609217

MLDmD20c5

V034

ML-
DmD16c3
cell

GSM609229

embryo 2-
6hr

GSM609234

CS Â male
total RNA
Â 

V139

Cold_female_body

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609230

CS,ovary,AGO1IP

AGO1

V074

S3

V073

mbn2

GSM609251

aged
female
head

V146

S1
cell

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR001347

ago2_untreated

SRR097867

Drosophila
S2-NP
cells

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609225

ML-DmBG3-
C2

SRR001349

heterozygous_dcr-
2_untreated

V032

S1
cell

SRX247213

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

AGO2

SRR001339

WT_females_non-
beta-eliminated

V023

Dcr2
female
head

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V031

GM2
cell

V078

Desiccation,
female head

GSM609237

ago2[414]
ovary
total RNA

GSM272653

KC -48 #1

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM399100

Kc167
cell

GSM609248

ML-DmD9
cell

V130

ML-
DmBG3-
c2

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM239052

S2 cells,
non beta-
eliminated

GSM609226

CMEW1
Cl.8+
cell

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR010959

Ago3 IP in
heterozygotes

AGO3

GSM609238

embryo
14-24hr

V093

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

V080

Starvation,
female head

SRR010953

Aub
heterozygotes,
oxidized

V015

DreRFHV148h

GSM609239

IR- 2-
18hr

V148

mbn2

V128

S3

V144

OSC

V147

1182-
4H
cell

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM399107

male body
#2

SRR031698

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

SRR317115

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

V003

dsDcr-1
(katsutomo
RNA)

GSM609219

GM2 cell

GSM609250

ML-DmD32
cell

GSM609223

male, one
day

V085

CME
W2
wing
disc

GSM628272

ago2[414]
ovary
total RNA

GSE24545

CS ovary
total
RNA

................................................GTATGTGGATGTGTGCGTGTGC............................................................................................. 22 0 1 3.00 3 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

...........................................................................................................ACACACACTGACACGTCCACACA................................. 23 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

.......................................CATGTGTTTGTATGTGGATGT....................................................................................................... 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

...............................................TGTATGTGGATGTGTGCGTGTGC............................................................................................. 23 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

.....CACATCGCCCGCCGCATTT........................................................................................................................................... 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

..............................................................................CCGGTTAATGTACACACACCC................................................................ 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

...CACACATCGCCCGCCGCATT............................................................................................................................................ 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

..................................................ATGTGGATGTGTGCGTGTGC............................................................................................. 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

..................................................ATGTGGATGTGTGCGTGTGCG............................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................ACACACCCACACGTCCACAC.................................................... 20 0 2 1.00 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

.............................................................................................................................................TAGGCGGGCTCTTAGTTTT... 19 1 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

..................................................CGGTGGATGTGTGCGTGTGC............................................................................................. 20 2 7 0.14 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

..................................................TGGTGGATGTGTGCGTGTGC............................................................................................. 20 2 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:6722914-6723077 - dme_223 TCT----GTGTGTAGCGG-GCGGCGTAAATACATACATATATATGT------ACACAAACAT-A------------CACCTACACACG-----CACACGCGT---------------------GGGCAGGCCA----ATTACAT--GTG--------TG------T--GGGTGT------GCAGGTGTGTG--------TGA----------CT------GTGC--------AGGTGTGTGCGTGCGTGTTTTCCGCCCGAGA-----ATCAA-------A-AATCA
droSim2 2l:6496370-6496533 - TCT----GTGTGTAGCGG-GCGGCGTAAATACATACATATATATGT------ACACAAACAT-A------------CACCTACACACA-----CACACGCGT---------------------GGGCAGGCCA----ATTACAT--GTG--------TG------T--GGGTGT------GCAGGTGTGTG--------AGA----------CT------GTGC--------AGGTGTGTGCGTGCGTGTTTTCCGCCCGTGA-----ATCAA-------A-AATCA
droSec2 scaffold_3:2261587-2261768

-
TCT----GTGTGTAGCGG-GCGGCGTAAATACATACATATATATGT------ACACAAACAT-A------------CACCTACACACA-----CACACGCGT---------------------GGGCAGGCCA----ATTACAT--GTG--------TG------T--GGGTGT------GCAGGTGTGTGAGACTGTGCAGGTGTGTGAGACT------GTGC--------AGGTGTGTGCGTGCTTGTTTTCCGCCCGAGA-----ATCAA-------A-AATCA

droYak3 2L:6189120-6189277 + TCT----GTGTGTAGCGG-GCGGCGTAAATACATACAT--ATATGT------ACACAAACAT-A------------CACTTATACACG-----CACACGCGT---------------------GGGCAGGCCA----ATTACATGT--------------------GTGGGTGT------GCAGGTGTGTG--------CGA----------CC------GTGC--------AGGTGTG--CGTGTGTGTTTTCCGCCCGAGA-----ATCAA-------A-AATCA
droEre2 scaffold_4929:15639132-

15639289 -
TCT----GTGTGTAGCGG-GCGGCGTAAATACATACAT--ATATGT------ACACAAACAT-A------------CACCTACACCCT-----CATACGCGT---------------------GGGCAGCCCA----ATTACATGT--------------------GTGGGTGT------GCAGGTGTGTG--------CGA----------CA------GTGC--------AGGTGTG--CGTGTGTGTTTTCCGCCCGAGA-----ATCAA-------A-AATCA

droEug1 scf7180000409463:52359-
52514 +

TCT----GTGTGTAGCGG-GCGGCGTAAATA------------TGT------ACACAAACAT-ACATACACAC----A-GCACACACG-----CACAAGCGT---------------------GGGCTGGCCA----ATTAT------------------------GTGGGTGT------GCAGGTGTGTA--------CAGATGT--GTGGAT------GTGC--------AGGTGTG--CG--TGTGTTTTTCGCCCGAGA-----ATCAA---------AATCA

droBia1 scf7180000302422:2481894-
2482034 -

TCT----GTGTGTAGCGG-GCGGCGTAAATA------------TGT------ACACAAACAT-A--------------------CATA-----CACACGCGT---------------------GGGCAG-CCA----ATTAT------------------------GTGGGTGT------GCAGGTGTGTG--------CGG----------AT------GTGCAGGTGTGCGAGTGTG--CG--TGTGTTTTCCGCCCGAGA-----ATCAA-------A-AATCA

droTak1 scf7180000415399:1439541-
1439677 -

TCT----GTGTGTAGCGG-GCGGCGTAAATA------------TGT------ACACAAACAT-A------------CA------TACA-----CACACGCGT---------------------GGGCAGGCCA----ATTAT------------------------GTGGGTGT------GCAGGTGTGTG--------CGG----------CT------GTGC--------AGGTGTG--CG--TGTGTTTTCCGCCTGAGA-----ATCAA-------AAAATCA

droEle1 scf7180000490640:391639-
391777 -

TCT----GTGTGTAGCGGGGCGGCGTAAATA------------TGT------ACATAAACAC-A--------------------CACG-----CACACGCGT---------------------GGGCAGGCCA----ATTAT------------------------GTGGGTGC------GAAGGTGTGC-----------A----------GT------GTGCAGGTGTGCAGGTGTG------GGTGTTTTCCGCTTGAGA-----ATCAA-------GAAATCA

droRho1 scf7180000779930:8020-8144
+

TCT----GTGTGTAGCGG-GCGGCGTAAATA------------TGT------ACATAAACAC-A--------------------CACG-----CACACGCGT---------------------GGGCAGGCCA----ATTAT------------------------GTGGGTGT------AAAGGTG----------------------------------TGC--------AGGTGTG--CG--TGTGTTTTCCGCTTAAGA-----ACCAA-------AAAATCA

droFic1 scf7180000453815:47813-
47961 -

TCT----GTGTGTAGCGG-GCGGCGTAAATA------------TGT------ACACAAACAC-A------------CA----TACTCG-----CACACGCGT---------------------GGGCAGGCCA----ATTATGT----------------------GTGGGTGTACAAATGCAGGTGTGCG--------TGG----------GC------CTGC--------AGGTGTG--TGCGTGTGTTTTCCGCCTGAGA-----ATCAA-------AAAATCA

droKik1 scf7180000302468:440397-
440555 +

TCT----GTGTGTAGCGG-GCGGCGTAAATA------------TGT------ACACACACAC-CCGCACGGGCA--CACCTGGA---A-----CACACGCGT---------------------GGGCATGCCA----ATTAT------------------------GTGCCTGC------ACGAG--TATG--------TA----------GGC------GTGC--------GGGTGTG--TG--TGCATTGTGCGCTTGAGACGAAAAACAAACGGCAAA-ATTCA

droAna3 scaffold_12916:10522-10641
+

TCT----GTGTGTAGCGA-GCGGCGTGAATA------------TAT------GCCAGCCCCT-G--------------------CCCC-----ACCATGCGT---------------------GGGTAGGCCT----TTTAT------------------------TTGGGTGT------G------TGC------------------TCGGGT------GTGC--------GGGTGTA--TG--TG-----TACGCTTTAGA-----C---A-------A-AATCA

droBip1 scf7180000392937:62934-
63059 +

TCT----GTGTGTAGCAG-GCGGCGTGAATA------------TGTGCCAGCC------CCGGCCC----------CA------CCTG----CCCCATGCGT---------------------GGGTAGGCCA----ATTAT------------------------TTGGGTGT------G------TGC------------------TTGGTT------GTGG--------GGGTGTA--TG--TG-----TACGCTTGAGA-----C---A-------A-AATCA

dp5 4_group1:3823030-3823191 - TTCCATGGTGTGTAGCGG-GCGGCGTATATA------------TACGTACGTA------CAGATTGTAGATGTATATA------TATA-----AATATGTGTGTGCGGTGTGTAATAGTAGGTGGGCTGTCCA----ATTATAT------------------------ATGTGT------ATAGAAG----------------------------------AGA-----------AGAG--TG--TGTGATGTGTGCTTGAGACGGGAATCAA-------A-G----
droPer2 scaffold_5:1447041-1447202

+
TTCCATGGTGTGTAGCGG-GCGGCGTATATA------------TACGTACGTA------CAGATTGTAGATGTATATA------TATA-----AATATGTGTGTGCGGTGTGTAATAGTAGGTGGGCTGTCCA----ATTATAT------------------------ATGTGT------ATAGAAG----------------------------------AGA-----------AGAG--TG--TGTGATGTGTGCTTGAGACGGGAATCAA-------A-G----

droWil2 scf2_1100000004590:3749920-
3750054 -

AC----------------------ACACACACA------CACACAC------ACACA--CAC-A--CA--------CACACACACATACATA-AATAAACATGTGTCGCCCGTGT-----------------------CTCTTT--C--AGTGTGTGTATGTGTGT--G----T------GTGTGTGTGTG--------TGT------GTGTGT------GTGT--------GTGTGTGTGCGCGCGCGT-------------------------------------

droVir3 scaffold_12855:7092425-
7092555 +

TAC----A-------------------AGCAGA----TATATATAT------ATATAAATAC-A------------TATACATACATG-----TGTGTGTGT---------------------G-----------------------------------------------TGT------GTATGTCTGTG----TG--TGT--GT--GTGTATGTGAGTGTGT--------ATGTGTGTGTTTGCCCGACATTTGATTGAGA-----ATTAT-------G-TATGA

droMoj3 scaffold_6473:10694835-
10694980 +

G----------------------CTTAAATACA------------T------ACATACATAT-ATATATATGTTTATATATAGAGATT-----AGTACGCGT---------------------AGGTAGCTCTTAGGTTCACAT--ATG--------T----------C--TGT------CTCGCTCTGTGTGTATGTGTGTGTGTGGGTGTTT------GTGT--------GTGTGTGTGCTTACGTAT---TTGCC-----------------------------

droGri2 scaffold_15081:1223593-
1223735 -

CAC----ACACACA-----------------------CACACACAC------ACACACACAC-A------------CACACACACACA-----CACACATGC---------------------ACACAGCGCA----TCTCTTT--GTA--------TC--TGTGT--G----T------GTGTGTGTGTG--------TGT------AAGGGG------GTGT----GC--TTGTGTG--TGTGGGCGTTGGCTGCCTAATA-----AGCAG-------G-AA---
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crit.star
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crit.mor
crit.half

crit.total
crit.pairing

crit.top3
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crit.back

rescue.total
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1
0
0
0
1
1
1
1
0
1
0
0
0
1
0
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302422:2481894-2482034
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415399:1439541-1439677
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490640:391639-391777
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779930:8020-8144
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453815:47813-47961
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302468:440397-440555
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:10522-10641
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000392937:62934-63059
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group1:3823030-3823191
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:1447041-1447202
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004590:3749920-3750054
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:7092425-7092555
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:10694835-10694980
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15081:1223593-1223735
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TGGACCATCTACCAGTACCGCGTCGATTTTACGCCTGATGTGGAGGCTACACGACTGCGACGGTCTTTCTTGTATGAACATAAAGGGATCCTGGGCGGCTACATCTTTGACGGAACCAATATGTTTTGCATCAATCAGTTCAAAGCTGTTCA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060648

A2_ovaries_FLAG-
Aub

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRX247213

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

AGO2

SRR031702

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

V146

S1
cell

V036

ML-
DmD20c5
cell

SRR065155

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

SRR060649

A2_ovaries_FLAG-
Piwi

SRR317111

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

V138

Male
cold
body

GSM609222

ML-DmBG1-
C1

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRR317115

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

V132

ML-
DmD32

V142

Oxidation_female_body

GSM609225

ML-DmBG3-
C2

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

SRR341116

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

V096

loqsKO/f00791
ovary

V144

OSC

GSM609229

embryo 2-
6hr

V086

female
body,
aged

GSM385821

OSS_s7

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1
GSM609219

GM2 cell

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

GSM609217

MLDmD20c5

GSM322219

2-4day
pupae #1

V136

Male
aged
body

GSM154622

piRNAs
associated
with
Aubergine
from
Drosophila
melanogaster
ovaries

GSM280082

WT
ovaries
(18-29nt)

GSM379060

SpnE
Heterozygote

GSM379061

Squ
Heterozygote

GSM379067

SpnE
Mutant

GSM385748

OSS_s6

GSM609244

KC+48 #2

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR014273

Ovary_rep1_Har_P

SRR060643

A2_testes_total

SRR060645

yw67c23(2)_testes_total

SRR065801

zuc_het(H-
Y)_ovaries

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

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

SRR341115

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

SRR341117

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

SRR351333

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

GSM609221

1182-4H
cell

V037

Felix
sample
+mirtrons

V073

mbn2

GSM609237

ago2[414]
ovary
total RNA

V091

fGS/OSS
total
Â 

V148

mbn2

SRR351332

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

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V085

CME
W2
wing
disc

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR010953

Aub
heterozygotes,
oxidized

SRR031704

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

V034

ML-
DmD16c3
cell

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V008

S2-
DRSC

SRR298536

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

V014

DTT
8h

V077

cold,
female
head

V141

Heat_female_body

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM609224

female,
one day

GSM609227

CMEW1
Cl.8+
cell

GSM609234

CS Â male
total RNA
Â 

SRR031692

Total
small
RNAs from
Oregon R

SRR001345

ago2_non-
beta-
eliminated

V140

Dessication_female_body

V139

Cold_female_body

SRR001349

heterozygous_dcr-
2_untreated

GSM609223

male, one
day

GSM371638

S2-NP

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM399101

kc167
cell

GSM240749

female
head

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR010960

wt,
oxidized

GSM609248

ML-DmD9
cell

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR060650

A1_testes_total

GSM609220

ML-DmD21
cell

V022

ML-
DmD32
cell

GSM609249

ML-DmD21
cell

SRR001347

ago2_untreated

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V080

Starvation,
female head

V093

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

V125

ML-
DmD9

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR014275

Ovary_rep1_LK_P

GSM609238

embryo
14-24hr

...............................................................................ATAAAGGGATCCTGGGCGGCTAC.................................................. 23 0 1 55.00 55 55 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ACGACTGCGACGGTCTTTCTTGT............................................................................... 23 0 1 33.00 33 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

.................................................................................AAAGGGATCCTGGGCGGCTAC.................................................. 21 0 1 25.00 25 22 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

......................................................................................................ATCTTTGACGGAACCAATATGTTTTGC....................... 27 0 1 23.00 23 23 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................ATAAAGGGATCCTGGGCGGCT.................................................... 21 0 1 12.00 12 10 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

.................................................................................................................................ATCAATCAGTTCAAAGCTGTTC. 22 0 1 12.00 12 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

...............................................................................ATAAAGGGATCCTGGGCGGCTACAT................................................ 25 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 0 0 0 0 0 0 0 0 0 0

........CTACCAGTACCGCGTCGATTTT.......................................................................................................................... 22 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

.................................CCTGATGTGGAGGCTACACGACTG............................................................................................... 24 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................AACATAAAGGGATCCTGGGC........................................................ 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

.........................................................................ATGAACATAAAGGGATCCTGGGCGGCT.................................................... 27 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................AAAGGGATCCTGGGCGGCTACATC............................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................TTGACGGAACCAATATGTTTTGCATC.................... 26 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......ATCTACCAGTACCGCGTCGATTTT.......................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................AACATAAAGGGATCCTGGGCGGCTAC.................................................. 26 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........TACCAGTACCGCGTCGATTTTACGCC..................................................................................................................... 26 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TTTGACGGAACCAATATGTTTTGCATC.................... 27 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........ACCAGTACCGCGTCGATTTTACGCCTGA.................................................................................................................. 28 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................TGACGGAACCAATATGTTTTGC....................... 22 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ACGACTGCGACGGTCTTTCTTG................................................................................ 22 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ACGACTGCGACGGTCTTTCTTGTAT............................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................GTATGAACATAAAGGGATCCTGGG......................................................... 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 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................CCTGGGCGGCTACATCTTTGACGGA...................................... 25 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................ACCGCGTCGATTTTACGCCTGAT................................................................................................................. 23 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

..........ACCAGTACCGCGTCGATTTTACGCCT.................................................................................................................... 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

.............................................................................ACATAAAGGGATCCTGGGCGG...................................................... 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 0 0 0

......................................................................................................ATCTTTGACGGAACCAATATGT............................ 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

.................................................................................AAAGGGATCCTGGGCGGC..................................................... 18 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

...................................................................TCTTGTATGAACATAAAGGGATCCTGGGC........................................................ 29 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

..................CGCGTCGATTTTACGCCTGATGTGG............................................................................................................. 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

......................................................................................................ATCTTTGACGGAACCAATATGTTTT......................... 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

.....................................................ACTGCGACGGTCTTTCTTGTATGAAC......................................................................... 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

.......TCTACCAGTACCGCGTCGATTTTACG....................................................................................................................... 26 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

........................................................................................TCCTGGGCGGCTACATCTTTGACGG....................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................ATGAACATAAAGGGATCCTGGGCGGC..................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................GACGGTCTTTCTTGTATGAAC......................................................................... 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

..........................................................................................CTGGGCGGCTACATCTTTGACGGAACC................................... 27 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

...............TACCGCGTCGATTTTACGCCTGAT................................................................................................................. 24 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

......................................................................................................ATCTTTGACGGAACCAATATGTTT.......................... 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 0 0 0 0 0 0 0 0 0 0 0

.......................................................TGCGACGGTCTTTCTTGTATGAACA........................................................................ 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

.......................................................................................ATCCTGGGCGGCTACATCTTTGACG........................................ 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

...............................................................TCTTTCTTGTATGAACATAAAGGGA................................................................ 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

.........................................................................ATGAACATAAAGGGATCCTGGG......................................................... 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

.........................................................................................................TTTGACGGAACCAATATGTTT.......................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................GATTTTACGCCTGATGTGGAGGCT........................................................................................................ 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

.......................................................................GTATGAACATAAAGGGATCCTGGGC........................................................ 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

......ATCTACCAGTACCGCGTCGATTT........................................................................................................................... 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

.............AGTACCGCGTCGATTTTACGCCTGATG................................................................................................................ 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

...........................................................................GAACATAAAGGGATCCTGGGCGGCTAC.................................................. 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

.........................................................................ATGAACATAAAGGGATCCTGGT......................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................GATGTGGAGGCTACACGACTGCGA............................................................................................ 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

........................................................................................................CTTTGACGGAACCAATATGTTTTGC....................... 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

.....................GTCGATTTTACGCCTGATGT............................................................................................................... 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

........................................................................................................CTTTGACGGAACCAATATGTTTTGCATC.................... 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

................................................................................TAAAGGGATCCTGGGCGGCTACATCT.............................................. 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

...................................................................................................TACATCTTTGACGGAACCAATATGT............................ 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

.............................................................................ACATAAAGGGATCCTGGG......................................................... 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

..........................................................................TGAACATAAAGGGATCCTGGGC........................................................ 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

........................GATTTTACGCCTGATGTGGAGGCTAC...................................................................................................... 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

..........................................................................................................TTGACGGAACCAATATGTTTTGC....................... 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

...............................................................................ATAAAGGGATCCTGGGCGGCTA................................................... 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

............................................................................................................................TTTGCATCAATCAGTTCAAAGCTGT... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........TACCAGTACCGCGTCGATTTTACG....................................................................................................................... 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

........................................................................................TCCTGGGCGGCTACATCTTTGACGGAA..................................... 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

............................TTACGCCTGATGTGGAGGCTACACGAC................................................................................................. 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

...................................................................................AGGGATCCTGGGCGGCTAC.................................................. 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 0 0 0

..............GTACCGCGTCGATTTTACGCC..................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................GACGGTCTTTCTTGTATGAACA........................................................................ 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

................................................ACACGACTGCGACGGTCTTTCTTGT............................................................................... 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

.GGACCATCTACCAGTACCGCGTCG............................................................................................................................... 24 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

.................................................................................................GCTACATCTTTGACGGAACCAATA............................... 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

.....................................................ACTGCGACGGTCTTTCTTGTATGAACA........................................................................ 27 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

................................................................................................GGCTACATCTTTGACGGAACC................................... 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

.........................................................................................................TTTGACGGAACCAATATGTTTTGC....................... 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

...........................TTTACGCCTGATGTGGAGGCTACACGAC................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................TAAAGGGATCCTGGGCGGCTAC.................................................. 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

...............................CGCCTGATGTGGAGGCTACACGACT................................................................................................ 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 0 0

.........................................................CGACGGTCTTTCTTGTATGAA.......................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................TAAAGGGATCCTGGGCGGCTA................................................... 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

.................................................................................................GCTACATCTTTGACGGAACCAATATG............................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................TAAAGGGATCCTGGGCGGCTACATC............................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................TGAACATAAAGGGATCCTGGGCGGCTAC.................................................. 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

...........................................................ACGGTCTTTCTTGTATGAACATA...................................................................... 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

.............................................................................................................................TTGCATCAATCAGTTCAAAGC...... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................AAAGGGATCCTGGGCGGCTACA................................................. 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

...................................................................TCTTGTATGAACATAAAGGGATCC............................................................. 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

....CCATCTACCAGTACCGCGTCGA.............................................................................................................................. 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

........................................................................................TCCTGGGCGGCTACATCT.............................................. 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 0 0 0

...................................TGATGTGGAGGCTACACGACTGCGACG.......................................................................................... 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

............CAGTACCGCGTCGATTTTACGCCTGA.................................................................................................................. 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

........................................................................................TCCTGGGCGGCTACATCTTTGACGGA...................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................ATCTTTGACGGAACCAATATGTT........................... 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

.......................CGATTTTACGCCTGATGTGGAGGCTAC...................................................................................................... 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

.........TACCAGTACCGCGTCGAT............................................................................................................................. 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

...................................................................................................TACATCTTTGACGGAATG................................... 18 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

ACCTGGTAGATGGTCATGGCGCAGCTAAAATGCGGACTACACCTCCGATGTGCTGACGCTGCCAGAAAGAACATACTTGTATTTCCCTAGGACCCGCCGATGTAGAAACTGCCTTGGTTATACAAAACGTAGTTAGTCAAGTTTCGACAAGT

***********************************.(((((((...........((((...(((((((..(((....)))...)))))))....)))))))))))............***********************************
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Â 
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....GGTAGATGGTCATGGCGCAG................................................................................................................................ 20 0 1 15.00 15 0 1 0 4 0 3 3 0 0 0 0 0 0 0 0 0 0 0 1 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

.....GTAGATGGTCATGGCGCAG................................................................................................................................ 19 0 1 4.00 4 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

......TAGATGGTCATGGCGCAG................................................................................................................................ 18 0 1 2.00 2 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

...TGGTAGATGGTCATGGCGCAG................................................................................................................................ 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

...................................................................................................................GGTTATACAAAACGTAGTTAG................ 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

..CTGGTAGATGGTCATGGCGCA................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................ATACACCTCCGATGTGCTGACG.............................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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:11000360-11000512 - dme_199 TGGACCATCTACCAGTACCGCGTCGATTTTACGCCTGATGTGGAGGCTACACGACTGCGACGGTCTTTCTTGTATGAACATAAAGGGATCCTGGGCGGCTACATCTTTGACGGAACCAATATGTTTTGCATCAATCAGTTCAAAGCTGTTCAA
droSim2 2l:10657657-10657809 - TGGACCATCTACCAGTACCGCGTCGATTTTACGCCTGATGTGGAGACTACACGACTGCGTCGGTCTCTTTTGTATGAACATAAAAGACTCCTGGGTGGCTATATCTTCGACGGAACCAACATGTACTGCAGCAATCCGTTCAAAGCTGTACAA
droSec2 scaffold_3:6401642-6401794 - TGGACCATCTACCAGTACCGCGTCGATTTTACGCCCGATGTGGAGACTACACGAATGCGTCGGTCTCTTTTGTATGAACATAAAAGACTCCTGGGTGGTTATATCTTCGACGGAAGCAACCTGTTCTGCAACAATCAGTTCAAAGCTGTACAA
droYak3 2L:7392038-7392190 - TGGACAATCTACCAGTACCGCGTCGATTTTACGCCCGACGTGGACAATACACGATTGCGGCGGGCTTTTATGCATGAACATCGAAGCCTTCTCGGCGGCTACATCTTCGACGGAACCATCTTGTTCTGCACCAATCAGTTCAAGCCTGTACAG
droEre2 scaffold_4929:14446101-

14446253 +
TGGACTATCTACCAGTACCGCGTAGATTTCACGCCCGACGTGGACAATACACGATTGCGGCGGGCTTTCATGCATGAACATCGAAGCCTTCTCGGCGGCTACATCTTCGACGGAACCATCTTGTTCTGCACCAATCAGTTCCAAGCTGTGCAG

droEug1 scf7180000407253:434173-
434325 -

TGGACTATCTATCAGTATCGCGTTGATTTTGTTCCTGATATTGACAATACGCGTTTACGTAGGGGTTTACTTAATGAGCATCGAAGCCTTTTGGGGGGCAACATTTTTGACGGTACCGTTTTATTTTGCACCACTCAATTCAAGCCTGTACAA

droBia1 scf7180000302422:2108843-
2108995 +

TGGACCATCTACCAGTACCACGTTGATTTTGTTCCCGATGTGGACAATACGCGCATACGTCGGGCCTTTATAAACCATCATCGAAGCCTTCTGGGCGGCTACATATTTGACGGAACCATCCTCTTTTGCACCACTCAGTTCAAGCCTGTGCAA

droTak1 scf7180000414023:4572-4724 + TGGACCATCTACCAGTACCGCGTTGACTTTGTCCCTGATGTGGACAACACGCGTTTACGTCGGGCTTTTATGAACCACCATCGAAGCGTTTTGGGTGGCTACATATTTGACGGAACCATTTTGTTTTGCACCAGTCAGTTTAAGCCGGTGCAA
droEle1 scf7180000490644:537694-

537846 +
TGGAGCATCTACCAGTACCGCGTGGACTTTGTGCCGGATGTCGACAATACGCGTTTGCGCAGGGGACTCGTTTCCGAACATCGAAGCATTTTGGGTGGCTACATATTTGATGGTACTGTTTTGTTTTGTACAAATCAGTTTAAGCCTGTGCAA

droRho1 scf7180000780261:3926-4078 - TGGACCATTTACCAGTACCGCGTGGATTTTGTGCCGGATGTTGACAATACGCGTTTACGTCGGGCATTCGTAAACGAACATCGTAGCATTTTGGGGGGCTACATATTTGACGGTACCGTTTTATTTTGCACGAATCAATTTAAGCCAGTCCAA
droFic1 scf7180000454111:461668-

461820 -
TGGACCATCTACCAGTACCGCGTTGATTTTGTGCCCGATGTCGACAATACACGCTTACGCCGTGCTTTTCTAAACGAACATCGAGGCCTTTTGGGTGGCTATATATTTGATGGAACCATACTTTTTTGCACAAAGCAATTTCAAGCTGTGCAA

droKik1 scf7180000302472:2300783-
2300935 +

TGGACAATATACCAGTATAGGGTGGACTTTTCACCTGACGTGGACAACACGCGTCTGCGTCGAGCCTTTCTGCATGAACATCGCAGCCTCTTGGGGGGCTACATTTTTGATGGGACAATCTTGTTCTCCAGCAATCATTTCAAGGCTAAACCC

droAna3 scaffold_12916:14862219-
14862371 -

TGGACTATTTACCAGTACCGCGTTGATTTTGAGCCCGAAGTGGACAACACTCGCTGTCGTCGTGGCTACATGAACGAGCACAAGCATCTCCTGGGCGGCTACATCTTCGATGGAACTGTTCTGTTCTGCTCCAAGCAGTTCAAGGAGGTGCCG

droBip1 scf7180000396572:2138220-
2138372 +

TGGACTATATACCAGTATCGCGTTGATTTTGTTCCTGAGGTGGACAATACTCGCCTTCGTCGTGCCTATATGAACGAGCATAAACAACTTTTTGGTGGCTACATCTTTGATGGAACTATTCTATTCTGCTGCAACCAATTTAAACAGCTGCCG

dp5 4_group1:3638563-3638711 + TGGACCATTTTCCAGTACCGGGTTGATTTTGAACCTGAAGTCGACAACACACGTTACCGTCGTGGGTACCTTTACGAACATAAAAACATATTGGGTGGATACATTTTCGACGGAACTATTTTATTCTGCACAACTCAGCTCAAC----TTCAA
droPer2 scaffold_1:872987-873135 + TGGACCATTTTCCAGTACCGGGTTGATTTTGAACCTGAAGTCGACAACACACGTTACCGTCGTGGGTACCTTTACGAACATAAAAACATATTGGGTGGATACATTTTCGACGGAACTATTTTATTCTGCACAACTCAGTTCAAC----TTCAA
droWil2 scf2_1100000004521:4727630-

4727782 +
TGGACGATTTACCAATACCGAGTGGACTTTGTTCCGGACGTAGACAATACTCGCTTGCGGCGTGGGTTGTTATCGGAACACAGGAATCTTCTGGGCGGTTACATATTTGATGGAACCGTCATGTTTTGCTCAACAGCTTTCAAGCCTGTGCCC

droVir3 scaffold_12963:939422-939568
+

TGGACCATTTATCAGTATCGTGTCGACTTCTCTCCAGATGTCGATAACACGAGACTGCGTCGTGGCTTACTAAGCGAGCACCGTCAGCTCTTGGGTGGCTACATATTTGACGGAACCGTTTTGTTTTGCACCACCAAGTTTAAGG------AA

droMoj3 scaffold_6500:27656046-
27656198 +

TGGACCATCTATCAATATCGTGTTGACTTTGTCCCAGACGTGGATAATACTAGACTGCGTCGTGGTCTGTTGAGTGAGCATCGTCAGCTCCTTGGCGGCTACATATTCGACGGGACAGTCTTGTTTTGCATAACCCAGTTCAAGCAAATTCCC

droGri2 scaffold_15252:2089735-
2089887 +

TGGACACTTTACCAATATTGTGTCGATTTTTGTCCTGAGATTGATAACACGAGACTGCGTCGCGGCCTATTAAGTGAGCACCGAGCGCTTCTAGGTGGCTATATTTTTGATGGATCCGCTTTGTTCTGCACCACCAAGTTCGAGGAGAGGCCT
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Antisense to intron [cpx-in]; Antisense to intron [cpx-in]; Antisense to intron [cpx-in]; Antisense to intron [cpx-in]; Antisense to pre_miRNA [mir-929-RM]; Antisense to miRNA [mir-929-RA]
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GAGTCTGGTATCTTAACAGCTAACACATTTTTAAGTGCTCCTCTGTTGTGTCGCTCCTTTGCAGCTCAATCTGACTCCGTTAGGGAGTCGCTCATTAAAGGACTCCCTACTAGAGTCAATTTGAGCTCCACCAGGACTGGTTCCGCCATGTCAGGGCATGGATTGCATACATGGATTTTTCACTGTGA
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...................................................................AATCTGACTCCGTTAGGGAGT.................................................................................................... 21 0 1 63.00 63 42 9 1 0 0 2 1 0 0 0 0 0 2 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 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

...................................................................AATCTGACTCCGTTAGGGAGTC................................................................................................... 22 0 1 31.00 31 4 21 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 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

...................................................................AATCTGACTCCGTTAGGGAG..................................................................................................... 20 0 1 18.00 18 1 10 5 0 0 0 0 0 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

......................................................................................................CTCCCTACTAGAGTCAATTTG................................................................. 21 0 1 8.00 8 0 2 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................ATCTGACTCCGTTAGGGAA..................................................................................................... 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

...............................................................................TTAGGGAGTCGCTCATTAAAGGA...................................................................................... 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

...........................................................................TCCGTTAGGGAGTCGCTCATTAAAGGA...................................................................................... 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

................................................TGTCGCTCCTTTGCAGCTC......................................................................................................................... 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

...................................................................AATCTGACTCCGTTAGGGA...................................................................................................... 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

........................................CTCTGTTGTGTCGCTCCTTTGC.............................................................................................................................. 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 0 0 0 0

...........................TTTTTAAGTGCTCCTCTGTTG............................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................TGAGCTCCACCAGGACTGGTTCCGC.......................................... 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

..................................................................................GGGAGTCGCTCATTAAAGGAC..................................................................................... 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

Anti-sense strand reads

CTCAGACCATAGAATTGTCGATTGTGTAAAAATTCACGAGGAGACAACACAGCGAGGAAACGTCGAGTTAGACTGAGGCAATCCCTCAGCGAGTAATTTCCTGAGGGATGATCTCAGTTAAACTCGAGGTGGTCCTGACCAAGGCGGTACAGTCCCGTACCTAACGTATGTACCTAAAAAGTGACACT

**************************************************..((((.((.(((((((..((((((...(((((((((.((......)))))))))))...))))))..))))))).))..))))..****************************************************
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V091

fGS/OSS
total
Â 

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM609225

ML-DmBG3-
C2

GSM609240

IR+ 2-
18hr

GSM322543

male head
#1

SRR031698

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

V032

S1
cell

GSE24545

CS ovary
total
RNA

V034

ML-
DmD16c3
cell

SRR298711

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

V132

ML-
DmD32

SRX247213

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

AGO2

SRR298712

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

GSM313161

dcr-2
heterozygous,
oxidized

V134

ML-
DmD8

SRR001338

IR_non-
beta-
eliminated

V006

r2d2 female:
possibly
heterozygous

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR031702

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

V144

OSC

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM322533

female
head #1

SRR001347

ago2_untreated

SRR001349

heterozygous_dcr-
2_untreated

SRR351332

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

V129

ML-
DmBG1-
c1

GSM609218

Sg4

SRR001664

homozygous_dcr-
2_untreated

V147

1182-
4H
cell

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

GSM628272

ago2[414]
ovary
total RNA

V125

ML-
DmD9

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609235

CMEL1

GSM312995

WT,
oxidized

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V008

S2-
DRSC

SRR001339

WT_females_non-
beta-eliminated

GSM609230

CS,ovary,AGO1IP

AGO1

V127

G2

SRR351333

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

SRR060652

hs-
Penelope_testes_total

GSM609217

MLDmD20c5

SRR031700

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

SRR317117

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

GSM240749

female
head

GSM609220

ML-DmD21
cell

SRR001345

ago2_non-
beta-
eliminated

SRR298536

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

SRR031704

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

GSM609222

ML-DmBG1-
C1

V022

ML-
DmD32
cell

GSM313160

dcr-2
homozygous,
oxidized

SRR001341

WT_males_non-
beta-
eliminated

GSM609229

embryo 2-
6hr

GSM609237

ago2[414]
ovary
total RNA

GSM343832

S2R+ cell

SRR060645

yw67c23(2)_testes_total

GSM379059

Piwi
Mutant

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM286601

male head
V148

mbn2

SRR060643

A2_testes_total

SRR317113

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

V145

S2-
DRSC

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

V096

loqsKO/f00791
ovary

SRR060650

A1_testes_total

GSM280087

S2cell
(AGO2IP)

AGO2

SRR065801

zuc_het(H-
Y)_ovaries

GSM343833

S2R+ cell

GSM399107

male body
#2

SRR001348

ago2_oxidized

GSM609250

ML-DmD32
cell

GSM379065

Zuc
Heterozygote

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR001343

dcr-2_non-
beta-
eliminated

SRR097866

Drosophila
S2-NP
cells

V073

mbn2

GSM609249

ML-DmD21
cell

GSM360262

0-2d
pupae

V036

ML-
DmD20c5
cell

GSM180328

adult
heads
(female
heads,
male
heads)

GSM609219

GM2 cell

GSM379055

Flam
Mutant

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM379051

Armi
Mutant

GSM360260

0-1d
Pupae (w)

GSM379064

Vasa
Mutant

SRR097865

Drosophila
S2-NP
cells

SRR001344

dcr-
2_beta-
eliminated

SRR060644

A2_ovaries_total

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

SRR014277

Ovary_rep1_NA_P

GSM379057

Krimp
Mutant

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

GSM609221

1182-4H
cell

SRR014275

Ovary_rep1_LK_P

GSM313164

ago2
homozygous,
oxidized
(technical
replicate
#1)

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

GSM609227

CMEW1
Cl.8+
cell

SRR060646

yw67c23(2)_ovaries_total

SRR065800

zuc_H-
Y_ovaries

GSM313165

ago2
homozygous,
oxidized
(technical
replicate
#2)

SRR097867

Drosophila
S2-NP
cells

SRR032092

mock
oxidized

GSM379050

Armi
Heterozygote

GSM280088

S2cell
(AGO1IP)

AGO1

GSM379061

Squ
Heterozygote

SRR014273

Ovary_rep1_Har_P

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR014280

Ovary_rep1_w1118_P

V085

CME
W2
wing
disc

GSM399105

disk #2

GSM379063

Vasa
Heterozygote

GSM286604

0-1h #3
(7)

SRR001337

WT_females_beta-
eliminated

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

GSM609226

CMEW1
Cl.8+
cell

GSM399106

female
body #2

GSM371638

S2-NP

GSM379052

Aub
Heterozygote

SRR317112

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

GSM609248

ML-DmD9
cell

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

GSM467729

Dmel_wt_sRNAseq

GSM379058

Piwi
Heterozygote

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM379056

Krimp
Heterozygote

GSM379067

SpnE
Mutant

GSM322219

2-4day
pupae #1

SRR029033

lacZ
knockdown

GSM379060

SpnE
Heterozygote

SRR029028

untreated
(mock)

V003

dsDcr-1
(katsutomo
RNA)

V030

ML-
DmD8
cell

GSM275691

imaginal
disc

SRR014282

Ovary_rep1_wK_P

SRR060653

hs-Penelope_
ovaries_total

GSM379066

Zuc
Mutant

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

V031

GM2
cell

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR029032

r2d2
knockdown

GSM364902

12-24hr
embryo

V014

DTT
8h

GSM467730

Dmel_r2d2_sRNAseq

GSM286602

male body

GSM609242

s2+48 #2

GSM379054

Flam
Heterozygote

GSM379062

Squ
Mutant

GSM467731

Dmel_loq_sRNAseq

SRR001340

IR_beta-
eliminated

V135

CME
W2
(wing
disc
line)

GSM379053

Aub
Mutant

SRR029030

dcr-2
knockdown

SRR032094

ago2
knockdown

GSM322208

3rd
instar #2

SRR317115

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

V037

Felix
sample
+mirtrons

GSM280083

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

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

SRR317111

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

GSM239050

fly heads,
beta-
eliminated

SRR001346

ago2_beta-
eliminated

GSM280082

WT
ovaries
(18-29nt)

GSM609244

KC+48 #2

V038

Felix
sample
S2
only

GSM239052

S2 cells,
non beta-
eliminated

GSM385744

OSS_s2

GSM239041

fly heads,
non beta-
eliminated

GSM246084

D.
melanogaster
adult male
heads 454

GSM385748

OSS_s6

GSM322245

3rd
instar #1

GSM286603

female
body

SRR065802

Piwi-
IP_zuc_mut_ovaries

SRR341118

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

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

GSM180333

late
embryo
(12-24)

GSM286605

2-6h #1
(8)

GSM322338

2-4day
pupae#2

GSM360256

1st
instar #1

GSM609241

s2+48 #1

SRR317114

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

GSM385822

OSS_s8

GSM360257

1st
instar #2

GSM272651

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

SRR032093

ago1
knockdown

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

GSM180335

imaginal
discs

S6

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

GSM180336

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

GSM280085

WT testes
(18-24nt)

GSM385821

OSS_s7

GSM609243

KC+48 #1

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR060651

A2_ovaries_Ago3

AGO3

SRR341115

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

GSM180329

adult
bodies
(female
bodies,
male
bodies)

GSM286611

6-10h #2
(11)

SRR001342

WT_males_beta-
eliminated

SRR029029

dcr-1
knockdown

GSM361908

s2-48
Biological
Replicate
#2

SRR317116

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

GSM239051

S2 cells,
beta-
eliminated

AGO2

GSM272653

KC -48 #1

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR029031

loqs-ORF
knockdown

SRR065807

Piwi-
IP_squ_het_ovaries

SRR317110

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

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM272652

S2 -48
Biological
Replicate
#1
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...................................................................................................ATTGAGGGATGATCTCAGTTAAA.................................................................. 23 2 1 212.00 212 63 5 13 8 4 8 5 3 6 1 5 2 0 3 2 1 4 0 0 0 1 0 2 35 0 0 7 5 0 0 0 0 0 0 3 3 6 1 0 4 1 0 0 1 0 0 2 0 0 2 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................CTGAGGGATGATCTCAGTTAAAC................................................................. 23 0 1 198.00 198 46 10 2 4 8 5 11 1 6 2 5 0 8 3 1 1 3 2 0 14 1 4 1 2 3 2 0 3 0 0 0 3 0 1 7 2 1 1 1 2 4 0 0 1 0 1 3 0 0 0 0 3 1 2 0 1 0 1 0 1 0 0 0 0 0 3 2 0 0 2 0 0 0 0 1 0 0 1 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................TGAGTTAGACTGAGGCAATCCCT...................................................................................................... 23 1 1 186.00 186 37 2 2 1 6 5 3 2 7 1 8 2 22 1 3 1 0 1 10 1 0 1 3 0 15 0 3 0 1 0 3 7 0 1 0 2 1 0 2 1 1 0 0 1 0 2 0 0 0 0 0 1 7 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 2 0 1 0 0 0 0 0 1 0 0 1 1 0 0 0 0 0 0 0 0 0 4 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................AAGGGATGATCTCAGTTAAA.................................................................. 20 1 1 156.00 156 24 4 0 3 2 8 4 1 2 0 1 1 0 3 0 0 1 0 0 0 0 0 0 77 0 0 2 3 0 1 0 0 0 0 1 2 4 1 0 0 0 0 1 0 0 1 0 0 0 1 3 0 0 1 1 0 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................GTGAGGGATGATCTCAGTTAAA.................................................................. 22 1 1 155.00 155 6 6 2 0 4 5 6 1 16 0 15 1 2 4 0 0 4 0 5 0 0 1 1 14 0 1 0 3 0 1 0 1 0 1 12 3 6 1 0 5 2 0 0 0 0 1 4 0 0 0 0 1 0 1 0 1 3 0 0 0 0 0 0 0 1 0 4 0 0 0 2 0 0 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 0 0 1 0 0 0 0 0 0 0 0 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................CGGGATGATCTCAGTTAAA.................................................................. 19 1 1 150.00 150 83 11 0 4 4 11 5 0 1 0 0 1 0 1 0 0 3 0 0 0 0 1 0 1 0 0 2 3 1 1 0 0 0 1 0 1 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 3 0 2 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................TGAGGATGATCTCAGTTAAA.................................................................. 20 3 4 139.50 558 260 24 39 35 20 14 11 20 3 22 1 14 12 0 2 13 2 7 2 0 5 1 2 1 3 2 1 0 2 1 4 2 0 0 4 0 3 1 0 2 0 0 4 0 0 1 0 0 0 0 0 0 0 5 0 0 0 2 1 0 1 0 0 0 0 2 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................AGGGATGATCTCAGTTAAAC................................................................. 20 0 1 139.00 139 37 6 6 4 0 2 3 2 2 0 0 2 0 0 0 1 0 0 0 0 1 0 0 21 0 0 0 3 1 0 0 0 0 1 0 1 0 1 0 0 0 0 0 0 0 0 4 0 0 0 1 0 0 11 0 0 0 0 1 0 0 0 2 1 0 6 6 0 0 0 0 0 0 0 0 0 0 0 5 0 0 0 0 4 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................TTTAGACTGAGGCAATCCCTC..................................................................................................... 21 1 1 134.00 134 3 35 0 0 8 11 10 0 3 0 0 0 0 1 0 0 11 0 2 1 0 0 5 0 0 6 3 5 0 0 0 1 0 0 0 1 0 1 3 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 7 0 0 0 0 0 3 4 0 0 0 3 0 0 0 0 0 0 0 0 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................GGGGATGATCTCAGTTAAA.................................................................. 19 1 1 129.00 129 40 5 0 2 11 17 17 0 4 0 1 1 0 0 1 0 5 1 0 0 0 0 0 3 0 0 0 1 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 1 0 0 0 1 0 0 0 0 0 0 0 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................TATGAGGGATGATCTCAGTTAAA.................................................................. 23 2 1 120.00 120 14 3 3 2 3 3 1 1 0 2 0 1 0 2 0 0 1 0 0 1 0 0 2 18 0 0 11 4 0 0 0 0 0 0 3 3 17 0 0 4 2 0 0 0 0 0 9 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 1 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................TGAGGGATGATCTCAGTT..................................................................... 18 0 1 119.00 119 37 6 5 5 3 5 2 6 4 4 0 3 0 0 2 5 0 0 1 0 3 1 0 0 1 0 3 1 0 1 1 0 3 0 2 0 0 0 0 2 0 0 0 0 0 1 0 0 1 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 1 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 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

...................................................................................................ACTGAGGGATGATCTCAGTTAA................................................................... 22 1 1 119.00 119 5 6 0 0 4 0 3 0 2 0 2 0 0 0 0 0 0 0 0 0 1 0 0 10 0 0 29 10 0 1 0 0 0 0 8 3 5 0 0 16 0 0 0 0 0 0 4 0 0 7 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................GGATGATCTCAGTTAAAC................................................................. 18 0 1 96.00 96 2 10 1 0 9 3 7 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 46 0 1 0 0 0 0 0 0 0 0 0 4 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 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................TGGGGATGATCTCAGTTAAA.................................................................. 20 2 1 91.00 91 70 6 0 0 1 1 3 0 0 0 1 0 0 0 3 0 0 0 0 0 1 0 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................AATGAGGGATGATCTCAGTTAAA.................................................................. 23 2 1 89.00 89 6 1 0 1 1 3 2 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 4 0 0 12 5 0 0 0 0 0 0 11 0 21 0 0 4 1 0 0 0 0 0 6 0 0 4 0 0 0 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................TCTGAGGGATGATCTCAGTTAA................................................................... 22 1 1 89.00 89 3 3 0 0 0 0 3 0 1 2 1 0 0 1 0 0 0 1 0 1 0 0 0 9 2 0 17 4 1 0 0 0 2 1 3 3 4 0 0 5 0 0 0 1 0 0 5 0 0 7 0 2 0 0 0 0 1 2 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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:121041-121228 - dme-

mir-
929-
as

GAGTCTG------------GT----------------------------------------------------ATCTTAACAGCTAACACATTTTT--------A---A-----G-TGCTCCTCTGTTGTG-TCGCTCCTTTGCAGCTCAATCTGACTCCGTTAGGGAGTCGCTCATT-AAAGGACTCCCTACTAGAGTCAATTTGAGCTCCACCAGGAC--TGGT--------------T--CCGCCATGTCAGG--------------------GCATGGA-------------------------------------------------------T-TGCATACATGGATTTTTCACTGT-----------GA

droSim2 3r:105538-105725 - GGGTCTG------------GT----------------------------------------------------ATCTTAACGGCTAACACCTTTTT--------A---A-----G-TGCTCCTCTGTTGTC-TCGCTCCTTTGTAGCTCAATCTGACTCCGTTAGGGAGTCGCTCATT-AAAGGACTCCCTACTAGAGTCAATTTGAGCTTCACCAGGAC--TGGT--------------T--GCGCCATGCCAGG--------------------GCACGTA-------------------------------------------------------T-CACATATATGTCATTTTCACTGT-----------GA
droSec2 scaffold_6:240384-240571 - GGGTCTG------------GT----------------------------------------------------ATCTTAACGGCTAACACCTTTTT--------A---A-----G-TGCTCCTCTGTTGTC-TCGCTCCTTTGTAGCTCAATCTGACTCCGTTAGGGAGTCGCTCATT-AAAGGACTCCCTACTAGAGTCAATTTGAGCTTCACCAGGAC--TGGT--------------T--GCGCCATGTCAGG--------------------GCACGTA-------------------------------------------------------T-CACATATATGTCATTTTCACTGT-----------GA
droYak3 3R:481058-481244 - AGGTCTA------------GT----------------------------------------------------ATCTTAACGGCTAACACATTTTT--------TTTTA-----G-TGGTCCTGTGTTGTC-TCGCTCCTTTGTAGCTCAATCTGACTCCGTTAGGGAGTCGTTCATT-AAAGGACTCCCTACTAGAGTCAATTTGAGCTTCACCAGGAC--TGGT--------------T--TTGCCATTTCAAG--------------------GCACGTA------------------------------------------------------------ATGTATAGCGTTTTCACTGT-----------GA
droEre2 scaffold_4770:471000-471183

-
AGGTCTG------------GT----------------------------------------------------ATCTTAACGGCTAACACCTTTTT--------A---A-----G-TGCACCTGTGTTGTC-TCGCTCCTTTGTAGCTCAATCTGACTCCGTTAGGGAGTCGCTTATG-GAAGGACTCCCTACTAGAGTCAATTTGAGCTTCACCAGGAC--TGGT--------------T--CCGCCACTTCAAG--------------------GCGCGTA------------------------------------------------------------ATGTATGGCTTTTTCACTGT-----------GA

droEug1 scf7180000409759:55695-55887
-

TAGTGTA------------AT----------------------------------------------------TTCTAATTAGATAACACTTTTAA--------G---A-----ACTGCTCCTTTGTTGTT--TGCTCCTTTGAAATTCAATCTGACTCCGTTAGGGAGTCGCTCGATATAAGGACTCCCTACTAGAGTCAATTTGAACAGCGTCAGGAT--TTGT--------------TATCATCTATATCAGA--------------------T-AC------------------------------------------------AGGACTTA--T-T--TTATAGATCACATTCACGGT-----------AT

droBia1 scf7180000302098:364475-
364663 +

GAGTC-A------------TT----------------------------------------------------TTCTTATTGGCTAACACTTTTGG--------C---A-----GTTGCTCCTTTGTTGTC-TCGCTCCTTTGAAGTTCAATCTGACTCCGTTAGGGAGTCGCTCATTAAAAGGACTCCCTACTAGAGTCAATTTGAACTGCGTCAGGACT-TAGT--------------T--CTGTTATGTCAAA--------------------GGACAAT--------------------------------------------AGGAAC-------------TTGGGTACATTCACTAT-----------AT

droTak1 scf7180000414441:35399-35588
+

AG-TCTA------------TT----------------------------------------------------TTCTTATCAGCTAACACTTTTTA--------A---A-----GATTTCCCTTTGTTGTC-TTGGTCCTTTGTAGTTCAATCTGACTCCGTTAGGGAGTCGCTCATTGAAAGGACTCCCTACTAGAGTCAATTTGAGCTGCGCCAGGAAT-TGGT--------------T--CTCTTATGTCAGG--------------------GAACAAT-------------------------------------------------------A-GGTATGTAAGGCACATTCACTGT-----------AT

droEle1 scf7180000491104:1857431-
1857589 -

GGGTCTA------------CT----------------------------------------------------TTCTTATGGGCTAACACTTTCGG--------C---A-----GCTGCTC-CCCGATGTC-TTGCTCCTTCGAAGCTCAATCTGACTCCGTTAGGGAGTCGCTCGAGAAAAGGACTCCCTACTAGAGTCAATTTGAGCTGCGCCAGGAAG-TCCT--------------T--C-TC-GC---------------------------------------------------------------------------------------------------------TCCACGGT-----------TC

droRho1 scf7180000777910:14025-14197
+

AG-TCTA------------CT----------------------------------------------------TTCTTATCGGCTAACACTTTTGG--------C---A-----GCTGCTCC-TTGTTGTC-TCTCTCCTTTGTAGATCAATCTGACTCCGTTAGGGAGTCGCTCATGAAAAGGACTCCCTACTAGAGTCAATTTGAACTGCGGCAGGAAG-TCGT--------------T--T-TC-GCG------------------------------TA------------------------------------------------------------ATGTAAGACTAATTCACAGT-----------AT

droFic1 scf7180000454096:1242518-
1242680 -

A------------------------------------------------------------------------TTCTTATCAGCTAGCACTT--GG--------C---A-----GCCGCTCCCTCGATGTC-TCGCTCCTTTGAAGTTCAATCTGACTCCGTTAGGGAGTCGCTCAAGAAAAGGACTCCCTACTAGAGTCAATTTGAGCTGCGTCAGGAAG-TCGT--------------T--C-TCAAAGTCGG----------------------CGCGT-----------------------------------------------------------------------TCTTCACTGT-----------AT

droKik1 scf7180000302634:767712-
767890 -

TGATCTG------------GC--TAA-----------------------------------------------TGCTTATCGCCTAACACTCTCTG--------G---A-----A-T-CT-CACTGTTGTC-TCTCTCCTTGGTAATTCAATCTGACTCCGTTAGGGAGTCGCTCGTACAAAGGACTCCCTACTAGAGTCAATTTGAACTCCGACAGGAACATGGCGTTGCTCGGGTCACT--C-TCGATT-----------------------------------------------------------------------------------------T-------GGGCA--CTCAC---------------T

droAna3 scaffold_13340:11127658-
11127873 -

AGAT--A------------TT----------------------------------------------------ATCTTAGAGGCTAACACTTTTTA-----G-GC---C-----ACCACGTAGTCGTTGTC-TCGCTCCTTTGTAATTCAATCTGACTCCGTTAGGGAGTCTCTCGTTAAAAGGACTCCCTACTAGAGTCAATTTGAACTGCGCCAGGAAG-TGGT--------------T--G-GT-TGG-----TT------------------------GGTTGGTTGGTGGCTGGGGAAGCTGCATCTC---AGAACACTTTTCAGGACATT-----------------TTCTCACTTT-----------AT

droBip1 scf7180000396691:36342-36554
-

GATT---------------TT----------------------------------------------------GTCTTAAAGGCTAACACTTTTTG-----G-GC---A-----ACCCCTTAGTCGTTGTC-TCGCTCCTTTGTAATTCAATCTGACTCCGTTAGGGAGTCGCTCGTTAAAAGGACTCCCTACTAGAGTCAATTTGAACTGCGCCAGGAAG-TGGT--------------T--G-GT-GGG-----TT------------------------GGT-------------GGAAGGCCGCATCTC---AGTACCCTTTTCAGGACATTT-----------TCTCAC------TTTATTCACTTTATGT

dp5 2:24810783-24810979 + GGGCACA-----------TTCATGTA-----------------------------------------------TTCTTAGCAACT-ACACTTCGGT--------TCTTTGTCT-TTCGCTCCACTGTTGTC-T-GTTCCTTGGTAATTCAATCTGACTCCGTTAGGGAGTCGCTCAATAAAAGGACTCCCTACTAGAGTCAATTTGAACTGCTGCAGGAAT-TGCC-----------------GTGC-ACTTCGGATCGGGCGCAT----------GCACC------------------------------TTCCACTAA------------------T---------------------CAC-----------AA
droPer2 scaffold_6:111437-111585 + T--------------------------------------------------------------------------------------------------------------------GCTCCACTGTTGTC-T-GTTCCTTGGTAATTCAATCTGACTCCGTTAGGGAGTCGCTCAATAAAAGGACTCCCTACTAGAGTCAATTTGAACTGCTGCAGGAAA-TCCC--------------G--T-GC-ACTTCGGATCGGGCGCAT----------GCACC------------------------------TTCCACAAA------------------T---------------------CAC-----------AA
droWil2 scf2_1100000004902:9825531-

9825716 +
AAG-GTA------------TT----------------------------------------------------TTCTTTAGGTCTAACACTTTGGT--------GGGTC-----GTGGCT-TTTTGTTGTTGTTGTTCCTTTGTAATTCAATCTGACTCCGTTAGGGAGTCGCTTATATAAAGGACTCCCTACTAGAGTCAATTTGAACTGCCGCAGGAAG-TTCT--------------C--AAGCCACTTTAGATTATGCTTAT----------GCACTTA-------------------------------------------------------T------------------AACAAA-----------AA

droVir3 scaffold_12822:1418767-
1418942 -

G--TT-------------------------------------------------------------------------------TAACACTTTG-TCACTTG-GC---A-----CATTTTTACTCGTTGTC-TGGGTCCTTTGTAATTCAATCTGACTCCGTTAGGGAGTCGCTCGTG-AAAGGACTCCCTACTAGAGTCAATTTGAACTGCGGCAGGAAT-TCAC-----------------GCGT----------------CG-CACTTGGCCTGGATC------------------------------TTAATCGAA------------------T-CGCAT---TGA-AT--------T-----------TT

droMoj3 scaffold_6540:34020243-
34020499 -

AAA-CTAAAAATGTAACGAACGTGTATTCAGTTATATTAACCACTGTAAATTGGATTCACTTATTAATTTTTTATTCCACTGTATACCATTATTTGCATTTGTGC---T----CG-CGCTTCTTCGTTGTC-TGGGTCCTCTGAAATTCAATCTGACTCCGTTAGGGAGTCGTTAAAAAAAAGGACTCCCTACTAGAGTCAATTTGAACTGCATGAGGAAA-CTCG--------------T--A-GC-GTATATGTAT------------------GTATGTA-------------------------------------------------------TATATATATATATCTTTT------T-----------TT

droGri2 scaffold_15074:2468141-
2468331 +

GCAT---------------TT----------------------------------------------------ATCATTATTTGTAACACTTGTAT--------C---A-----C-TGGGGCATTGTTGAC-TTGGTCCTTTGTAACTCAATCTGACTCCGTTAGGGAGTCGCTCGTTAAAAGGACTCCCTACTAGAGTCAATTTGAACTGCAGCAGGAAG-TTCG-------------------GG--------------GGCA------------CACT------------------------------TT---CAAATAACATTGAGGACATTGTT-T-------GAGGA--CACAACAA-----------AA

Generated: 09/09/2015 at 12:29 AM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491104:1857431-1857589
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777910:14025-14197
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454096:1242518-1242680
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302634:767712-767890
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:11127658-11127873
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396691:36342-36554
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:24810783-24810979
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:111437-111585
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:9825531-9825716
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12822:1418767-1418942
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:34020243-34020499
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:2468141-2468331
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TATGCTTCTGACCCCAAAGTACAAATCAATTGCATGTGTATGCTGCGGTGACTGTGCGTCTCTGGCTGTGTGTGAGCGAGTGTATCATTTGCACATCACACAGACACAGACGCACACAGATATTAACCCATACAGTGATAAACTGGCCACGTGCTGTGCTGTGCTGTGCT
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..................................................ACTGTGCGTCTCTGGCTGTGTG.................................................................................................. 22 0 1 73.00 73 67 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ACTGTGCGTCTCTGGCTGTGT................................................................................................... 21 0 1 9.00 9 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................CACAGACACAGACGCACACAG................................................... 21 0 1 5.00 5 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................CACAGACACAGACGCACACAGA.................................................. 22 0 1 5.00 5 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................GACTGTGCGTCTCTGGCTGTGTG.................................................................................................. 23 0 1 5.00 5 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................GACTGTGCGTCTCTGGCTGTG.................................................................................................... 21 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................CACGTGCTGTGCTGTGCTGTGA. 22 1 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

..................................................ACTGTGCGTCTCTGGCTGTG.................................................................................................... 20 0 1 3.00 3 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

.................................................GACTGTGCGTCTCTGGCTGTGT................................................................................................... 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

..................................TGTGTATGCTGCGGTGACTGT................................................................................................................... 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

.................................ATGTGTATGCTGCGGTGACTG.................................................................................................................... 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

.............................................................CTGGCTGTGTGTGAGCGAGTG........................................................................................ 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

...........................................TGCGGTGACTGTGCGTCTCTGG......................................................................................................... 22 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

.................................................................................................ACACAGACACAGACGCACACA.................................................... 21 0 2 2.00 4 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................ACAGACACAGACGCACACAGAT................................................. 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

.................................................GACTGTGCGTCTCTGGCTGT..................................................................................................... 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

..........................................................................................................................TTAACCCATACAGTGATAAAC........................... 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

...............................................................................................................................................TGGCCACGTGCTGTGCTGTGC...... 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

...........................................TGCGGTGACTGTGCGTCTCTG.......................................................................................................... 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

...........................................TGCGGTGACTGTGCGTCT............................................................................................................. 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

....................................................TGTGCGTCTCTGGCTGTGTG.................................................................................................. 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

........................................TGCTGCGGTGACTGTGCGTCT............................................................................................................. 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

.....................................................GTGCGTCTCTGGCTGTGTGTG................................................................................................ 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

..............CAAAGTACAAATCAATTGCAT....................................................................................................................................... 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

..................................................ACTGTGCGTCTCTGGCTGTGTT.................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................CAATTGCATGTGTATGCTGCG........................................................................................................................... 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

......................................TATGCTGCGGTGACTGTGCGC............................................................................................................... 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

..................................................ACTGTGCGTCTCTGGCTGT..................................................................................................... 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

..................................................ACTGTGCGTCTCTGGCTGTT.................................................................................................... 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

........................................................................TGAGCGAGTGTATCATTTGCA............................................................................. 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

....................................TGTATGCTGCGGTGACTGTG.................................................................................................................. 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

..................GTACAAATCAATTGCATGTGT................................................................................................................................... 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

......................................................TGCGTCTCTGGCTGTGTGTG................................................................................................ 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

Anti-sense strand reads

ATACGAAGACTGGGGTTTCATGTTTAGTTAACGTACACATACGACGCCACTGACACGCAGAGACCGACACACACTCGCTCACATAGTAAACGTGTAGTGTGTCTGTGTCTGCGTGTGTCTATAATTGGGTATGTCACTATTTGACCGGTGCACGACACGACACGACACGA

************************************.((((((....(((...(((((((((.((.(((((((((.(((((((...))))))).)).))))))).)).))))))))).........)))))))))***********************************
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.........................................................................CTCGCTCACATAGTAAACGTG............................................................................ 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
................................................................CGACACACACTCGCTCACATA..................................................................................... 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
..........................................................................................CGTGTAGTGTGTCTGTGTCTG........................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................TAGTGTGTCTGTGTCTGCGTGT...................................................... 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
.................................................................................................................................................CGGTGCACGACACGACACGA..... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................AGTAAACGTGTAGTGTGTCTGTGTCT............................................................ 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
.................................................CTGACACGCAGAGACCGACACACAC................................................................................................ 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
.........CTGGGGTTTCATGTTTAGTTA............................................................................................................................................ 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
...........................................................................................GTGTAGTGTGTCTGTGTCTGCG......................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................ATAGTAAACGTGTAGTGTGTCTGTGT.............................................................. 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
...........................................................................CGCTCACATAGTAAACGTGTA.......................................................................... 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
.................................................................................................TGTGTCTGTGTCTGCGTGTGTCTAT................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................CGCCACTGACACGCAGAGACCGAC...................................................................................................... 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
.............................................................................................TTAGTGTGTCTGTGTCTGCGTG....................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................TCTGTGTCTGCGTGTGTCTATAAT............................................. 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
...................................................................................................................GGTCTATAATTGGGTATGT.................................... 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
................................................................................................GTGTGTCTGTGTCTGCGTGTGTCT.................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................GGGTATGTCACTATTTGACCG....................... 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
..................................................................................................GTGTCTGTGTCTGCGTGT...................................................... 18 0 3 0.67 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................GTCTGTGTCTGCGTGTGT.................................................... 18 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................TGTGTCTGTGTCTGCGTG....................................................... 18 0 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
.......................................................................................GCACGTGTAGTGTGTCTGT................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................GTGTCTGTGTCTGCGTGTG..................................................... 19 0 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
.................................................................................................AGTGTCTGTGTCTGCGTG....................................................... 18 1 14 0.07 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
...................................................................................................ATTCTGTGTCTGCGTGTGT.................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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:7528913-7529083 - dme_233 TATGCT---------------------------------TCTGACCCCAAAGTACAAATCAATTGCATGTGTA--TGCTG---CGGTGACTGTG---------------------CGTCTCTGGC---------TGTG-------------------TGTGAG-----------C-GAGTGT---------------------------------------------------------------ATCATTTGCAC--ATCACACAGACACA-------------------------GA---CGCA--CACAGATATTAA-CCC--------ATACAGTGA----------------------------------------------------TAAACTGGCCACGTGCTGTGCTGTGCTGTGCTA
droSim2 x:7105468-7105633 - TATGCT---------------------------------TCTGACCCCAAAGTACAAATCAATTGCATGTGTA--TGCTG---CGGTGACTGTG---------------------CGTCTCTGGC---------TGTG-------------------TGTGAG-----------C-GAGTGT---------------------------------------------------------------ATCATTTGCAC--ATCACACAGACACA-------------------------GA---CGCA--CACAGATATTAA-CCC--------ATACAGTGA----------------------------------------------------CAAACTGGCCACGTGCTGTGCTGTGCTA-----
droSec2 scaffold_24:736315-736485 - TATGGT---------------------------------TCTGACCCCAAAGTACAAATCAATTGCATGTGTA--TGCTG---CGGTGACTGTG---------------------CGTCTCTGAC---------TGTG-------------------TGTGAG-----------C-GAGTGT---------------------------------------------------------------ATCATTTGCAC--ATCACACAGACACA-------------------------GA---CGCA--CACAGATATTAA-CCC--------ATACAGTGA----------------------------------------------------CAAACTGGCCACGTGCTGTGCTGTGCTGTGCTA
droYak3 v2_chrX_random_016:944-1144

-
TATGCT---------------------------------TCTGACCCCAAAGTACAAATCAATTGCATGTGTA--TGCTG---CGGTGACTGTG---------------------CGTCTCTGCC---------TCT--CAGTGTG--TG-TGTGTGTGTGTG-----------T-GAGTGT---------------------------------------------------------------ATCATTTGCAC--ATCACACACAAAG--------ACAGACACACAGTCTGCAGTCTGTGCA--CACAGATACTAAACCC--------ATACAGTGA----------------------------------------------------CAAACTGGCCACGTGCTGTGCTGTGTTG-----

droEre2 scaffold_4690:16445397-
16445574 -

TATGCT---------------------------------TCTGACCCCAAAGTACAAATCAATTGCATGTGTA--TGCTG---CGGTGACTGTG---------------------CGTCTCTGCC---------TGTG-------------------TGTGAG-----------C-GCGTGT---------------------------------------------------------------ATCATTTGCAC--ATCACACAGACACGCGCACAGA----C---------GCAGA---CGCA--CACAGATACTAA-CCC--------ATACAGCGA----------------------------------------------------CAAACTGGCCACGTGCTGTGCCGTGCCA-----

droEug1 scf7180000409223:289534-
289670 -

TATGCT---------------------------------TCTGACCCCAAAGTACAAATCAATTGCATGTGTA--TGCTGCTGCGGTGACTGTG---------------------CGTAT---------------GTG-------------------TG---------------T-GAGTGT---------------------------------------------------------------ATCATTTGCAC--AACACACACAG------------------------------------------GAATATAAA-CCC--------ATACAGTGA----------------------------------------------------CAAACTGGCCACGTGCTG---------------

droBia1 scf7180000301715:159448-
159609 +

TATGCT---------------------------------TCTGACCCCAAAGTACAAATCAATTGCATGTGTA--TGCTG---CGGTGACTGTG---------------------CGTATCT----------------------------------GTGTGTG-----------C-GAGTGT---------------------------------------------------------------ATCATTTGCAC--ATCGCACAGATAC--------ACA---------------GA---GGCA--CACAGATATTAA-CCC--------ATACTGTGA----------------------------------------------------CGGGCTGGCCACGTGCTGTGCTGTGCTG-----

droTak1 scf7180000415381:743680-
743810 -

TATGCT---------------------------------TCTGACCCCAAAGTACAAATCAATTGCATGTGTA--TGCTG---CGGTGACTGTG---------------------CGTGTGCGTG---------TGTG-------------------TGTTTG------------------------------------------------------------------------------------------------------AGATACA-------------------------AA---TACA--CACAGATATTAA-CCC--------ATACAGTGA----------------------------------------------------CAAACTGGCCACGTGCTG---------------

droEle1 scf7180000491044:976001-
976169 +

TATGCT---------------------------------TCTGACCCCAAAGTACAAATCAATTGCATGTGTA--TGCTG---CGGTGACTGTG---------------------TGAGTGCGTG---------TG----------CTTT-TGTGTGTGTGAG-----------T-GAGTGT---------------------------------------------------------------ATCATTTGCAC--ATCACACAGATACAAGCATACA-----------------CA------G--CAGAGATATTAA-CCC--------ATACACTGA----------------------------------------------------CAAACTGGCCACGTGCTG---------------

droRho1 scf7180000779479:334530-
334674 +

TATGCT---------------------------------TCTGACCCCAAAGTACAAATCAATTGCATGTGTA--TGCTG---CGGTGACTGTG-----------------------------------------------------------------TGTG-----------T-GAGTGT---------------------------------------------------------------ATCATTTGCAC--ATCACACACACAC--------A-----------------CA---CAGG--CAAAGATATTAA-CCC--------ATACACTAG----------------------------------------------------CAGACTGGCCACGTGCTGTACTG----------

droFic1 scf7180000454045:984045-
984220 -

TATGCT---------------------------------TCTGACCCCA-AGCACAAATCAATCGCATGTGTA--TGCTG---CGGTGACTCTT---------------------TGTGTGTGATTGTGTTGTGTG--TGTGTTGGATTG-TGTGTGTGTGTG-----------C-GAGTGT---------------------------------------------------------------ATCATTTGCAC--ATCACACAGATAAC-------------------------AA---CGCA--CACA-----------------------CTCTGA----------------------------------------------------CTAACTCGCCACGTGCTGTGAGCTACAC-----

droKik1 scf7180000302414:697452-
697553 -

TATGCT---------------------------------TTTGACCCCAAAGTACAAATCAATTGCATGTGTG--TG---------TGTGTG-----------------------------------------------------------------TGTGTG-----------------------------------------------------------------------------------------GCAC--A-----CTCATACTAACAT--AAA---------------GA---GGCATTCACAGATATTAA-CCC--------ATTC------------------------------------------------------------------------------------------

droAna3 scaffold_13117:370143-
370325 -

TATGCT---------------------------------TCTGACCCCAAAGTACAAATCAATTGCATGTGTG--TGCTG---TGGTTGC----CCCA----CTGTA--------TATATCTGCC---------TCGC-------------------TGTGTG-----------C-CCCGGC------ATCAGTATCAGCATCAGCATCAGCATCAGTGTCAGTGTCCGCTGGATGTGCAAATGATACACTCGCAC--ACC-CAC--------------ACA---------------CA----------------------CCC--------ACACA----------------------------------------------------------------CCACACCC-----------------

droBip1 scf7180000396412:308904-
309029 -

TATGCT---------------------------------TCTGACCCCAAAGTACAAATCAATTGCATGTGTA--TGCTGCTGCTGTGGTTGC-CCCA----CCCCACTCCCAGCCGGC---------CTTGTCTC--CCTCTCTG--TG-TGTGTGTGTGTG-----------A-AATTGT---------------------------------------------------------------GTCAATTGCA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------

dp5 XL_group1e:11532252-
11532443 -

TGGGGG---------------------------------CCTGACCCCAAAGTACAAATCAATTGCATGTGTA--TGCTG---CGGTGACTGTT---------------------CGTC-------------------------------------------------------------------------------------------------------------------------------------GC-------ACACAAACACA-------------------------AG---CACA--CACACACATCCA-----GATACAAATACAGCGATGGGGTTGGCCGTTTGGGGGTAAGGGGGTAAGGGGGCTGGCGTCGAGACCAAAAACCAGGCCACGTGCTGTGCTGTGCTGTGCTG

droPer2 scaffold_14:984403-984610 - TGGGGG---------------------------------CCTGACCCCAAAGTACAAATCAATTGCATGTGTA--TGCTG---TGGTGACTGTT---------------------CGTC-------------------------------------------------------------------------------------------------------------------------------------GC-------ACACAAACACAAGCACACG----C---------ACACG---CACA--CACAGATACAGA-TCCAGATACAAATACAGCGATGGGGTTGACCGTTTGGTGGTAAGGGGGTAAGGGGGCTGGCGTCGAAACCAAAAACCAGGCCACGTGCTGTGCTGTGCTGTGCTTdroWil2 scf2_1100000004590:3227781-
3227990 +

CATGTTGTTGCTGTTGCTGTTGCTGCTGCTGCTGCTGGGGCTGACCCCAAAGTACAAATCAATTGCATATGTA--TGTTGCT--GGTGGG----CGAACAGAAT-----------GGAGTAAGAGTGGAGTAAGAG--TGGAGTGGAGTGGAGTA-----------CAGTGGAGTGGAGTGT---------------------------------------------------------------ATCATCTGCACTCATCT---GGCTCAC-------G-A---------------AA---TGAA------AACACCA---------------------------------------------------------------------------AACCCGGCCACGTGCTGCGTT-----------

droMoj3 scaffold_6473:8292374-
8292565 -

CATTCGCTTGTTGTT------GCTGCT-----------GGCTGACCCCAAAGTACAAATCAATTGCATGTGTG--TG---------TGAGTGTT----------------------------------------T---------------------GTGTGTGGTCCG------C-GAGTGTATCATCATCACCATCATCACCATCATCACCATCATCACCATCATCATC---------------ATCATCTGCAC--ATCACACACACAC--------ACA---------------CA---CGCA--CACACA---------------------CA---------------------------------------------------------ACGCCAGCCACGTGCGG---------------

droGri2 scaffold_15203:10111211-
10111341 +

----------------------------------------CTGACCCCAAAGTACAAATCAAT-----GTGTATATGGGC---CTGTGTGTGTG---------------------TGTGT---------------GTG---------------TGTGGGTGTGGCACA------C-GAGTGTATCAT------------CATCGTC---------------------ATC---------------ATCATCTGCAC--ATCACACACAC----------------------------------------------------------------------------------------------------------------------------CGAACTTGCCACGTGCGG---------------
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AAAACAAAAGCATTCGGCTACGGAATGCAGCACAATCGAGCACTCATTTCAGTTGCTCACGAGGAGATCGCCGGTGAGGTATCTCGCTAACCACAGATACGATTTATCTCAGAGCAATGGAAAGGCCTGAAAATAACGACAGTCAGGTAGGAAAATCAAGCTTATCTAGCC
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2[L811fsX]
ovary
total RNA

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM609224

female,
one day

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V093

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

GSM609223

male, one
day

V092

dcr-
2[G31R]
male
total
RNA Â 

GSE24545

CS ovary
total
RNA

SRR317117

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

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR060645

yw67c23(2)_testes_total

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

GSM609235

CMEL1

GSM609218

Sg4

V137

Male
aged
head

V129

ML-
DmBG1-
c1

SRR351332

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

V086

female
body,
aged

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR029028

untreated
(mock)

V008

S2-
DRSC

V131

ML-
DmD16-
c3

V136

Male
aged
body

GSM609238

embryo
14-24hr

SRX247213

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

AGO2

GSM399100

Kc167
cell

SRR031702

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

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V091

fGS/OSS
total
Â 

SRR001338

IR_non-
beta-
eliminated

GSM609239

IR- 2-
18hr

V079

Oxidation,
female
head

GSM180335

imaginal
discs

GSM322208

3rd
instar #2

GSM322219

2-4day
pupae #1

GSM399107

male body
#2

GSM360260

0-1d
Pupae (w)

SRR001339

WT_females_non-
beta-eliminated

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

SRR341115

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

SRR341118

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

GSM609247

heat
female
head

GSM609221

1182-4H
cell

GSM609226

CMEW1
Cl.8+
cell

V077

cold,
female
head

V080

Starvation,
female head

V134

ML-
DmD8

V148

mbn2

SRR010953

Aub
heterozygotes,
oxidized

SRR031704

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

V138

Male
cold
body

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR001341

WT_males_non-
beta-
eliminated

GSM609229

embryo 2-
6hr

GSM609237

ago2[414]
ovary
total RNA

SRR031692

Total
small
RNAs from
Oregon R

GSM628272

ago2[414]
ovary
total RNA

V073

mbn2

SRR031698

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

GSM371638

S2-NP

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM343287

Drosophila
Toll 10b
mutant
embryos

SRR097866

Drosophila
S2-NP
cells

SRR097867

Drosophila
S2-NP
cells

V014

DTT
8h

GSM609220

ML-DmD21
cell

SRR341117

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

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

GSM609240

IR+ 2-
18hr

SRR097865

Drosophila
S2-NP
cells

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM379056

Krimp
Heterozygote

SRR001347

ago2_untreated

SRR031700

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

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR341116

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

V037

Felix
sample
+mirtrons

.................................................................................................TACGATTTATCTCAGAGCAATGGT.................................................. 24 1 1 106.00 106 29 11 15 12 10 2 0 1 0 0 1 0 2 1 1 2 0 0 0 0 0 2 0 1 1 1 0 1 1 1 0 0 1 0 0 1 2 0 0 0 1 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 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

.................................................................................................TACGATTTATCTCAGAGCAATGG................................................... 23 0 1 100.00 100 26 8 9 8 9 4 0 5 4 0 1 1 0 1 0 0 0 2 0 0 2 1 1 1 2 2 0 0 2 0 0 3 0 0 1 0 0 0 0 0 0 0 1 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 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

..................................................AGTTGCTCACGAGGAGATCG..................................................................................................... 20 0 1 47.00 47 20 0 1 7 0 4 0 0 0 0 0 2 1 0 0 0 4 2 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 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

.................................................................................................TACGATTTATCTCAGAGCAAT..................................................... 21 0 1 37.00 37 12 2 6 2 2 0 0 0 0 0 1 2 0 3 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 1 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

.................................................................................................TACGATTTATCTCAGAGCAATG.................................................... 22 0 1 31.00 31 5 3 3 3 4 0 0 0 0 0 2 2 0 0 1 0 0 0 1 0 0 1 0 0 0 0 0 1 0 0 0 0 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................TACGATTTATCTCAGAGCAATGGA.................................................. 24 0 1 26.00 26 5 4 1 3 3 1 0 0 1 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 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 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

..................................................AGTTGCTCACGAGGAGAT....................................................................................................... 18 0 1 18.00 18 1 6 0 0 0 0 0 3 2 0 0 1 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................ACGATTTATCTCAGAGCAATGGT.................................................. 23 1 1 11.00 11 7 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................ACGATTTATCTCAGAGCAATGG................................................... 22 0 1 10.00 10 6 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 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

..................................................AGTTGCTCACGAGGAGATCGC.................................................................................................... 21 0 1 9.00 9 1 0 1 1 0 2 0 0 0 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................ACGATTTATCTCAGAGCAATGGA.................................................. 23 0 1 7.00 7 2 3 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 0 0 0 0 0 0 0

.................................................CAGTTGCTCACGAGGAGAT....................................................................................................... 19 0 1 5.00 5 1 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................ATCGCCGGTGAGGTATCTCG..................................................................................... 20 0 1 5.00 5 1 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................TACGATTTATCTCAGAGCAATGGTT................................................. 25 2 1 4.00 4 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

..................................................AGTTGCTCACGAGGAGATCGCCGG................................................................................................. 24 0 1 4.00 4 0 0 0 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................ACGATTTATCTCAGAGCAATG.................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................ATACGATTTATCTCAGAG......................................................... 18 0 1 3.00 3 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 0 0 0

..................................................AGTTGCTCACGAGGAGATCGCC................................................................................................... 22 0 1 3.00 3 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 0

....................................................................................CGCTAACCACAGATACGAT.................................................................... 19 0 1 3.00 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................AGTTGCTCACGAGGAGATCGCCG.................................................................................................. 23 0 1 3.00 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................AGGAGATCGCCGGTGAGG............................................................................................ 18 0 1 3.00 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................AGTTGCTCACGAGGAGATCGCCGGTG............................................................................................... 26 0 1 2.00 2 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

................................................TCAGTTGCTCACGAGGAGAT....................................................................................................... 20 0 1 2.00 2 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

..................................................AGTTGCTCACGAGGAGATCGCCGGT................................................................................................ 25 0 1 2.00 2 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

.................................................CAGTTGCTCACGAGGAGATCG..................................................................................................... 21 0 1 2.00 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................GAGATCGCCGGTGAGGTA.......................................................................................... 18 0 1 2.00 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................TACGATTTATCTCAGAGCAATGT................................................... 23 1 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

..................................................AGTTGCTCACGAGGAGATC...................................................................................................... 19 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................TACGATTTATCTCAGAGCAA...................................................... 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

...............................................TTCAGTTGCTCACGAGGAGA........................................................................................................ 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 0 0 0

............................................................GAGGAGATCGCCGGTGAGG............................................................................................ 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 0 0

......................................................................................................TTTATCTCAGAGCAATGGAAAGGCCT........................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................TCTCGCTAACCACAGATACG...................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................ATACGATTTATCTCAGAGCA....................................................... 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

......................................................................................................................................AACGACAGTCAGGTAGGATC................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................CACAGATACGATTTATCTCAGAGC........................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................GCTCACGAGGAGATCGCCGG................................................................................................. 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

............................................................GAGGAGATCGCCGGTGAGGTA.......................................................................................... 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

...................................................................................................CGATTTATCTCAGAGCAATGG................................................... 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

..................................................................................................ACGATTTATCTCAGAGCAATGAT.................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................AGTTGCTCACGAGGAGATCGCCGGTGAG............................................................................................. 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

.........................................................................................................ATCTCAGAGCAATGGAAA................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................GCTCACGAGGAGATCGCCGGTGAG............................................................................................. 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

..........................................................ACGAGGAGATCGCCGGTG............................................................................................... 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

...............................................TTCAGTTGCTCACGAGGAGAT....................................................................................................... 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

.......................................................CTCACGAGGAGATCGCCGGTGAGG............................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................AGCAATGGAAAGGCCTGAAAG...................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................CACGAGGAGATCGCCGGTGAGG............................................................................................ 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

.................................................................................................TACGATTTATCTCAGAGCAATGTT.................................................. 24 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

...................................................GTTGCTCACGAGGAGATCGC.................................................................................................... 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

.................................................................................................TACGATTTATCTCAGAGCAATGATC................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................TACGATTTATCTCAGAGCAATGGATC................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................GATTTATCTCAGAGCAATGGA.................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................TCAGTTGCTCACGAGGAGA........................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................ACGAGGAGATCGCCGGTGAGGTAT......................................................................................... 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

..............................................................................................................AGAGCAATGGAAAGGCCTG.......................................... 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

......................................................GCTCACGAGGAGATCGCCGGTGAGGT........................................................................................... 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

...............................................................................................GATACGATTTATCTCAGAGCAATG.................................................... 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

......................................................................................................................................AACGACAGTCAGGTAGGAA.................. 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

......................................................................................................................................AACGACAGTCAGGTAGGAATC................ 21 2 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

.................................................................................................TACGATTTATCTCAGAGCAATGGAT................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................TTATCTCAGAGCAATGGAAAGGCCT........................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................CACGAGGAGATCGCCGGTG............................................................................................... 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

.......................................................CTCACGAGGAGATCGCCGGTGAGGTA.......................................................................................... 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

.............................................................AGGAGATCGCCGGTGAGGTATC........................................................................................ 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

..............................................................................................AGATACGATTTATCTCAGAGCAA...................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................TTTATCTCAGAGCAATGG................................................... 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 0

............................................................................................................................................AGTCAGGTAGGAAAATCA............. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................GCTCACGAGGAGATCGCCGGTGAGG............................................................................................ 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 0 0

................................................................................................ATACGATTTATCTCAGAGC........................................................ 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

................................................................................................................................................AGGTAGGAAAATCAAGCTT........ 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

.....................................................TGCTCACGAGGAGATCGCCGGTG............................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................AGTTGCTCACGAGGAGATCT..................................................................................................... 20 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 0 0 0 0 0 0 0 0

...................................................................................................................................AATAACGACAGTCAGGTAGG.................... 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

........................................................TCACGAGGAGATCGCCGGTGAGG............................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................TTATCTCAGAGCAATGGTT................................................. 19 2 2 0.50 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

...........................CAGCACAATCGAGCACTTT............................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 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

TTTTGTTTTCGTAAGCCGATGCCTTACGTCGTGTTAGCTCGTGAGTAAAGTCAACGAGTGCTCCTCTAGCGGCCACTCCATAGAGCGATTGGTGTCTATGCTAAATAGAGTCTCGTTACCTTTCCGGACTTTTATTGCTGTCAGTCCATCCTTTTAGTTCGAATAGATCGG

************************************(((.((.((..(((((.((((((..((((((((((..((((((....))))))...........)))))).)))).))))))))))))))).))).....***********************************
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...............................................AAGTCAACGAGTGCTCCTCTAGCGGC.................................................................................................. 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:22815453-22815624 - dme_136 AAAACAAAAGCATTCGGCT-----ACGGAATGCAGCACA--ATCGA---G-CAC------TCA-TTTCAGTTGCTCACGAGGAGATCGCC-GGTGAGGTATC----------------------------------TC-------------------GCTAACCACAGATACGATT-T----AT------------CTCAGAGCAATGGAAAGGCCT---------G---AAAATAACGACAGTCAGGTAG--G-A---AA----ATCAAGCTTATCT-------AGCCA
droSim2 3r:22275036-22275196 - AAAACAAAAGCATTCGGCT-----A-CGACTGCAGCACA--AGCGA---G-CAC------TCA-TTTCAGTTGCTCACGAGGAGATCGCC-GGTGAGGTATC----------------------------------TC-------------------GCTAACCACAGATACGATT-T----AT------------CTCACAGCAATGCAAAGGCCT---------C---GAAATAACGACAGTCAGGTA--------------------GCTTATCT-------AGTCA
droSec2 scaffold_13:1587611-1587771

-
AAAACAAAAGCATTCGGCT-----A-CGACTGCAGCACA--ATCGA---G-CAC------TCA-TTTCAGTTGCTCACGAGGAGATCGCC-GGTGAGGTATC----------------------------------TC-------------------GCTAACCACAGATACGATT-T----AT------------CTCAGAGCAATGCAAAGGCCT---------C---AAAATACCGACAGTCAGGTA--------------------GCTTATCT-------AGCCA

droYak3 3R:23669771-23669961 + AAAACAAAAGCATTCGGCT-----A-CGACTGCAGCACA--ATCGA---G-CAC------TCA-TTTCAGTTGCTCACGACAAGATCGCC-GGTGAGGTATCCGAAAGG---C-----------ACAGTAACGCTCTC-------------------GCTGAACACATATACGATT-T----AT------------CTCAGAGCAATGCAAAAGCCG---------C---AAAATAACGACAGTCAGGTAG--G-A---AA----ATCGAGCTTATCT-------AGCCA
droEre2 scaffold_4820:5223061-

5223251 +
AAAACAAAAGCATTCGGCT-----A-CGACCGCAGCACA--ATCGA---G-CAC------TCA-TTTCAGTTGCTCACGAGGAGATCGCC-GGTGAGGTATCCGAAAGA---T-----------ACAGTAACGCTCTC-------------------GCCAACCACATATACGATT-T----AT------------CTCAGAGCAATGCAAGAGCCA---------C---CAAATAACGACAGCCAAGTAG--G-A---AA----TTCAAGCTTATCT-------AGCCA

droEug1 scf7180000409770:275107-
275288 -

AAGACAAAAGCAT-CGGCT-----AGCGACTGCAGTACA--ATGGA---G-CAC------TCA-TTTCAGTTGCTCACGAAAAGATCGCC-GGGGAGGTATCCGAAAAC---C------------CACTTGCGCTCAC-------------------TTTAGCCACATATACGATA-T----AT------------CTCACGGCAATGCAAACACCA---------G---ACAAAACCGACAGTCAGGTAT------------------GGCTTATCT-------AGCCG

droBia1 scf7180000302113:3089343-
3089533 -

G--ACAAAAGCATTCGGCT-----AGCGACTGCAGCACA--ATCGA---G-CAC------TCA-TTTCAGTTGCTCACGAGAAGATCGCC-GGTGAGGTATCCGAAAC----C------------CACTTACGCTCTC-------------------GTTAACCACAGATACGATA-T----AT------------CTCAGGGCAATGCAAACGCCA---------G---AAAATAACGACAGTCAGGTAAGTGGT---AA----ATGGGGCTTATCT-------AGACG

droTak1 scf7180000415215:3177-3353
+

G--ACAAAAGTATTCGGCT-----AACGACTGCAGCACA--ATCGA---G-CAC------TCA-CTTCAGTTGCTCACGAGAAGATCGCC-GGTGAGGTATCCG-----------------------------CTCTC-------------------GTTAACCACATATACGATA-T----AT------------CTCAGGGCAATGCAAACGCCA---------G---AAAATAACGACAGTCAGGTATG-GGC---AA----ATGAGGCTTATCT-------AGCCG

droEle1 scf7180000491280:868629-
868820 -

AAGACAAAAGCATTCGGCT-----TACGACTGCAGCCAA--GTTGA---G-TAA------GCA-TTTTAGTTGCTCACGAGAAGATCGCC-GGTGAGGTATCCGAAAAG---C------------AGCCCACAATCTC-------------------GTAAACCACGTATACGATA-T----AT------------CTCAGGGCAATGCAAACCCCA---------A---ACAACAACGACAGTCAGGTAA--GGA---AA----GTGAGGCTTATCT-------GGCCG

droRho1 scf7180000780070:9712-9904
+

AAGACAAAAGCATTCGGCT-----AACGTATGCAACAAC--TTCCA---G-CAC------TCA-TTTCAGTTGCTCACGAGAAGATCGCC-GGTGAGGTATTCGAAAAT---C------------CGCTCACGCTCTC-------------------GTTAACCACATATACGATA-TATGTAT------------CTCAGGGCAATGCAAACTTC---------------AAACAACGACAGTCAGGTGA--AGA---AA----ATGAGCCTTATCT-------GGCCG

droFic1 scf7180000454055:2715864-
2716055 -

AAGACAGAAGCATTCGGCC-----ACCGACTGCAGCAAA--GTCGG---G-CAT------TCA-TTTCAGTTGCTCACGAGAAGATCGCC-GGTGAGGTATCCGAAGCA---A------------CACTCACTCTCTC-------------------GTTAACCACGTTTACGATA-T----AT------------CTCACAGCCATGCAAACGCCA---------G---AAAACAACGACAATCAAGTAA--GAA---AA----ATAAGGCTTATCT-------GACCG

droKik1 scf7180000302810:597809-
598012 +

GAGACAAAAGCATTCGGGT--GCTATCGACTGCAGCAAA--AGCGG---G-CACAAACACTTACTTTTAGTAGCTCACGCGAAGATCGTC-GGAGAGGTACAACTTG-----T-------AG---CCCATATCTAAAA-------------------GCAAGCTGAGTATATGGAA-T----AT------------CCCAGAGTAATGCAAACGCCA---------G---GTGACAGTGATAGTCAGGTTG--GGCA-CAA----ATATGGCTTATCT-------ATGCG

droAna3 scaffold_12911:3737708-
3737886 -

AAAACAAAAGCATTCGGCT-----ACAGACTGAAGAAAA--AACAA---GTCAT------CTA-CTTCAGTGCGTCCCGAGAAGATCGCC-GGTGCAGTATTTAAAAAA---C--C--------TTACTTACCTTCCC-------------------GTTAAATAAAT---------------------------------GAAAATGCAAGCCCCT---------C---AAGACAATGACAGTCAGGTAA--AGT---AA----ATTAAACTTATCT-------AACCC

droBip1 scf7180000396640:594124-

594301 -

AAAACAAAAGCATTCGGCT-----ATAGACTGCAGCCAA--AACAA---GACAT------TTA-CTTCAGTTATTCCCGAGAGGATCGCC-AGTGCGGTATTCAAAAAC---T-----------TTCCTCACCGTCCC-------------------CTTG---------------------AT------------TTAATGAAAATGCAAACCGGT---------C---AAGACAATGACAGTCAGGTAA--AGT---TA----GCTTTACTTATCT-------AACCC

dp5 2:8422526-8422746 - AAAACAAAAGCATTCGTCTGTGCTATCAACTGCAGCAAATAAGCGACGG--GGC------TCG-CCTCAGTTGTGCCTCAGACGATCGCC-GAAAAGGTATCCGAAAGC---T------------CGCCCGCACTCCCAACCCCACAATAGAAGATCTCTCGTAGTAGATACGAA-------AT------------CTGGAGGCAATGCAAACGTTC---------C---AACACAACGACAGTCAGGTAG--GGTAATTA----TTTTGGTTTATCT-------TTGAG

droPer2 scaffold_0:2256192-2256412
-

AAAACAAAAGCATTCGTCTCTGCTATCAACTTCAGCAAATGAGCGACGG--GGC------TCG-CCTCAGTTGTGCCTCAGACGATCGCC-GAAAAGGTATCCGAAAGC---T------------CGCCCGCACTCCCAACTCCACAATAGAAGATCTCTCGCAGTAGATACGGA-------AT------------CTGGAGGCAATGCAAACGTTC---------C---AACACAACGACAGTCAGGTAA--GGTAATTA----TTTTGGTTTATCT-------TTGAG

droWil2 scf2_1100000004902:7784865-
7785092 +

TTATCAACTGCAAGTGATT-----G-------TAA--------------G-CAT------ATGCGTTCAGTTGAGTTTACGTAGATCTCGAGACGAGGTGTTTTAAGGCAAATTGCTTATAATTTCATTAACACTTTG-------------------ACTAAATATATTTACATTAATCTGTATAATTGGATATATTTACACTTCAACCAAATGCCAAATAAACGAGACAATAACGACGATAGTCAGGTAT--A-C---AATTCAATGAA----ATCTCTGAGGAAACTC
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CGAATATGTATGAACCAATAAACCAATTAAAATGTCCTTCGCTGCTGCCGTTTGCGTTCACACAACTGCAATTTACGGCACTGGACACGATTTTCGATTGCAACGTAAGCCAGTGGCGTAGATTGCAGATTGTGCCGCCAACCAAGATATTGTACTTCGTCGTCAACCAGGTCATCCGCGATAAGCTTGGCC
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.........................................................................................................TAAGCCAGTGGCGTAGATTGCATC............................................................... 24 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 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
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...............................................................................................GATTGCAACGTAAGCCAGTGGCGTA........................................................................ 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
...........................................................................................................AGCCAGTGGCGTAGATTGCAGA............................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................AAGCCAGTGGCGTAGATTGCAGATTGT........................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............CAATAAACCAATTAAAATG.............................................................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................TACGGCACTGGACACGATTTTCGAT.............................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................GTAAGCCAGTGGCGTAGATTGCA................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................ATTGCAACGTAAGCCAGTGGCGTAGAT..................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................TTACGGCACTGGACACGAT..................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................CAATTTACGGCACTGGACA......................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........ATGAACCAATAAACCAATT.................................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................TAAGCCAGTGGCGTAGATTGCAGT............................................................... 24 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
................AATAAACCAATTAAAATGT............................................................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............AACCAATAAACCAATTAAAATG.............................................................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............ACCAATAAACCAATTAAAATGTCA........................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......TGTATGAACCAATAAACCAATTAAAAT............................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....TATGTATGAACCAATAAACCAATTAAAA................................................................................................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................CCAGTGGCGTAGATTGCAGA............................................................... 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 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......TGTATGAACCAATAAACCAATTAAAA................................................................................................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................TAAGCCAGTGGCGTAGATTGT.................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................CGTTTGCGTTCACACAACTGC........................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................TAAGCCAGTGGCGTAGATTGCAT................................................................ 23 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
....TATGTATGAACCAATAAACCAATTAA.................................................................................................................................................................. 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 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................TTCGATTGCAACGTAAGCCAGTGGCGTA........................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................AAGCCAGTGGCGTAGATTGC.................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................ATTGCAACGTAAGCCAGTGGCG.......................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................AAGCCAGTGGCGTAGATTGCA................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................TAAGCCAGTGGCGTAGATTGA.................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................AATAAACCAATTAAAATGTCA........................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0
.........ATGAACCAATAAACCAATA.................................................................................................................................................................... 19 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0
..................TAAACCAATTAAAATGTCAA.......................................................................................................................................................... 20 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

GCTTATACATACTTGGTTATTTGGTTAATTTTACAGGAAGCGACGACGGCAAACGCAAGTGTGTTGACGTTAAATGCCGTGACCTGTGCTAAAAGCTAACGTTGCATTCGGTCACCGCATCTAACGTCTAACACGGCGGTTGGTTCTATAACATGAAGCAGCAGTTGGTCCAGTAGGCGCTATTCGAACCGG

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

#
Mismatch

Hit
Count

Total
Norm Total

V127

G2

V146

S1
cell

GSM280085

WT testes
(18-24nt)

V032

S1
cell

SRR060645

yw67c23(2)_testes_total

SRR060652

hs-
Penelope_testes_total

SRR060643

A2_testes_total

SRR060650

A1_testes_total

GSM399105

disk #2

GSM275691

imaginal
disc

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM399107

male body
#2

V092

dcr-
2[G31R]
male
total
RNA Â 

V093

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

GSM609234

CS Â male
total RNA
Â 

V134

ML-
DmD8

V015

DreRFHV148h

V138

Male
cold
body

V148

mbn2

V030

ML-
DmD8
cell

GSM609223

male, one
day

GSM286604

0-1h #3
(7)

V073

mbn2

SRR351332

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

GSM609229

embryo 2-
6hr

SRR298537

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

GSM180335

imaginal
discs

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

GSM286611

6-10h #2
(11)

V140

Dessication_female_body

V136

Male
aged
body

GSM343832

S2R+ cell

SRR317117

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

GSM360262

0-2d
pupae

V078

Desiccation,
female head

V145

S2-
DRSC

GSM322219

2-4day
pupae #1

GSM609244

KC+48 #2

GSM286607

6-10h #1
(10)

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V141

Heat_female_body

GSM286602

male body

GSM609242

s2+48 #2

V132

ML-
DmD32

GSM360260

0-1d
Pupae (w)

SRR317114

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

V085

CME
W2
wing
disc

S6

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

GSM399110

KC-48 #2

V080

Starvation,
female head

V079

Oxidation,
female
head

SRR060653

hs-Penelope_
ovaries_total

SRR351333

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

V022

ML-
DmD32
cell

GSM609250

ML-DmD32
cell

V125

ML-
DmD9

GSM322245

3rd
instar #1

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM609227

CMEW1
Cl.8+
cell

SRR317111

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

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR298536

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

GSE24545

CS ovary
total
RNA

V077

cold,
female
head

V128

S3

GSM379055

Flam
Mutant

GSM286605

2-6h #1
(8)

GSM609243

KC+48 #1

V126

CME
L1

V147

1182-
4H
cell

GSM180329

adult
bodies
(female
bodies,
male
bodies)

GSM609251

aged
female
head

GSM379059

Piwi
Mutant

GSM322543

male head
#1

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR031698

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

GSM609220

ML-DmD21
cell

GSM609225

ML-DmBG3-
C2

GSM322208

3rd
instar #2

GSM361908

s2-48
Biological
Replicate
#2

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR060644

A2_ovaries_total

SRR341115

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

SRR341117

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

GSM609248

ML-DmD9
cell

V031

GM2
cell

V037

Felix
sample
+mirtrons

GSM609238

embryo
14-24hr

V137

Male
aged
head

GSM609247

heat
female
head

GSM379052

Aub
Heterozygote

GSM272653

KC -48 #1

GSM240749

female
head

GSM399106

female
body #2

GSM364902

12-24hr
embryo

SRR065801

zuc_het(H-
Y)_ovaries

SRR317115

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

GSM399101

kc167
cell

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V135

CME
W2
(wing
disc
line)

GSM180332

mid
embryo
(6-10)

GSM180333

late
embryo
(12-24)

GSM180334

larvae:
1st
instar
and 3rd
instars

GSM379056

Krimp
Heterozygote

GSM322533

female
head #1

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR031692

Total
small
RNAs from
Oregon R

SRR031704

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

SRR065800

zuc_H-
Y_ovaries
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chrX:19455219-19455410 - dme-

mir-
978-as

CGAATATGTATGAAC---------CAATA--AAC-----C-AATTAAAATGTC-----------------------CT----TCG-CTGCTGCCGT-TTGCGTTCACACAACTGCAATTTACGGCACTGGACACGATTT-TC----GATTGCAACGTAAGCCAGTGGCGTAGATTGCAGATTGTGCCGCCAACCAAGATATT---GTACTTCGTCGTC---------AACCAGGTCATCCGCGATAAGCTTGGCC---------

droSim2 x:18344798-18344980 - dsi-
mir-
978b

CGAATATGTATGAAC---------CAATA--AAC-----C-AATTAAAATGTC-----------------------CT----TCG-CTGCTGCCGT-TTGCGTCCACACAACTGCAATATACGGCACTGGACACGATTC-TC----GACCACAACGTAAGCCAGTGGCGTAGATTGCAGATTGTGCCGCCAATC------------TACTTCGTCCTC---------AACCAGGTCATCCGCGACAAGCTCGGAC---------

droSec2 scaffold_8:1737830-1738006 - dse_128 CGAATATGTATGTAC---------CAATA--AAC-----C-AATTAAAATGTC-----------------------CT----TCG-CTGCTGCCGT-TTGCGTCCACACAACTGCAATTTACGGGACTGGACACGATTC-TC----GACTACAACGTAAGCCAGTGGCGTAGATTGCAGATTGTGCCGCCAATC------------TACTTCGTCCTC---------AACCAGGTCATCCGCGACAAGC---------------
droYak3 X:11883712-11883906 + dya_125 CGAATATGTATGAAC---------TAATA--AAC-----C-AATTGAAATGTT-----------------------CT--------CCGCTGCCCT-TTGCGTCCACACAACTGCAATCAACGGCACTGGACACGATTT-CC----GAGTACAACGTAAGCCAGCGGCGTAGAGTGCTGGCTGTGCCGCCCACCTGGAT------GCACTTCGTCCTCGTAATCCTGAATCAGCTCGCCCGCGATTAGCTCGCCC---------
droEre2 scaffold_4690:9691146-

9691336 -
TAATTATGTATGAAC---------CAATA--AAC-----C-ATTTGAAATGTC-----------------------CT--------CCGCTGCCCT-TTGCGTCCACACAATTGCAATCAACGGCACTGGACACGATTT-TC----GAGTACAACGTAAGCCAGCGGCGTAGAATGCTGGTTGTGCCGCCCACT-GGAT------GCACTTCGTCCTCTTAATCCTGAATCAGGTCACCCGCGATAAGCTCG------------

droEug1 scf7180000409230:877305-
877509 +

CGAATATTTATGTACTAATATTAATAATAAAAACAAAACT-TAATAAGATGTC-----------------------T-------G-CCGCTGCCGT-TTGCGTCTACACAATTGCAATCGACGTCACTGGACACGGTGTATC----GTGAACAACGTTAGCCAGCGGCGTCGACTGCTGGCTGTGCCGCCAACCAGGATCTATCACTACTTTGTCATTT-------------GTTTCCTTGCGATAAACTCGATC---------

droBia1 scf7180000302069:1148101-
1148297 +

CGAATATTTATGAACTACTACTACTAATA--AAC-----C-CAATTAAATGTA-----------------------CA----CCTCTTGCTGCCGT-TTGCGTCTACACAATTGCAATCAACGTCACTGGACACGGTTT-TT----AGGAGCAACGTAAGCCAGCGACGTCGAATGCTGGTTGTGCCGCCGACCAGGATCCCAGATTACCTCGT---TTCC--------------CCCTCGCGATGGACTCGATC---------

droTak1 scf7180000415169:841992-
842206 +

CGAATATTTATAAACTAA------TAATA--AAC-----C-TAATGAAATGTAAGTGGAAGATGAAGATTGTAGGTCT----CTA-TCGCTGCCGT-TTGCGTCTACACAATTGCAATCAACGTCACTGGACACGGTTT-TT----GGGAGCAACGTAAGCCAGCGGCGTCGAATGCTGGCTGTGCCGCCGACCAGGATCCTTCGTCACTTCGTCCTTT---------CTTAG----CCTGC--TAGGATCGATT---------

droEle1 scf7180000490751:1121836-
1121975 -

CGAATATTTATATTT---------AAATA--AAC-----CCAATCGAAATTGG-----------------------AC--------TCGCTGCCGT-TTGCGTCTACACAATTGCATTCAACGTCACTGGACACGGGTT-CC----AAGGGCAACGTAAGCCAGAGGCGTAGAATGCTGGCTGTGCCGCCGAC-----------------------------------------------------------------------

droRho1 scf7180000761121:187239-
187423 +

CTAATATTTATGTTT---------TAATA--AAC-----CCAATTAAATTGTC-----------------------TG--------TCGCTGCCGT-TTGCGTCTACACAATTGCAATCAACGTCACTGGACACGGTTT-TT----ATGGACAACGTAAGCCAGCGGCGTTGAATGCTGGCTGTGCCGCCGACGTAGATCCT---TCACTTCGTCCTT----------------TCTGCCGCAACAAACCCGATC-------TT

droFic1 scf7180000454073:1735919-
1736115 -

CTAATATTTATGTTT---------TAATA--AAC-----TAAATTTAAAAGAA-----------------------GA----TCA--CTCTGCCGTCTTGCGTCCACACAATTGCAATCAACGTCACTGGACACGATTT-TC----A-GATCAACGTTAGCCAAAGGCGTCGATTGCTGCTCGTGCTGACGACCACTATTCCGCCGCAGTTCGTCCTTTCTTTT--------------TTGACACGGAAGCGATTGCCCGGG--

droKik1 scf7180000302517:1186460-
1186562 -

------------------------------------------------------------------------------------G-CCGCTGACGT-TAACGTCTGCACAACTGCA-TCCACGTCACTGGACACGACTTTTA----AAGATCCACGTTGGCCAGTGCCGTAGAATGCTGCTTGCGCCGCCGACC----------------------------------------------------------------------

droAna3 scaffold_13417:2460472-
2460616 +

CGAATATTTATGTTC---------TAATA--AAC-----G-CCATGAAATGCC-----------------------AACTATCGG-TCGCTGTAAT-TCGCGTCTACACAACTGCAATCAACGTCACTGGACACGGATA-TC----AACCACCACGTAAGCCAGCAGCGTCGAATGCTGTCTGTGCCGCCGA------------------------------------------------------------------------

droBip1 scf7180000395874:32537-32679
+

CGAATATTTATTT-T---------TAATA--AAC-----G-CCATAAAATTCC-----------------------ACCTAACAG-TCGCTGC-AT-TCGCGTCTACACAACTGCAATCAACGTCACTGGACACGGATT-TC----AACCAAAACGTAAGCCAGTAGCGTCGAATGCTGTCTGTGCCGCCGA------------------------------------------------------------------------

droWil2 scf2_1100000004909:7961115-
7961229 -

TTTAAATTTAA------------------------------------------------------------------A----TCG-CCGCTAATCA-TTG----TACACAACTGCAATCAACGTCACTGGACACGGATA-TCGTTTGTTTTTAACGTAAGCCAGCGTCGTCGAATGCTGCCTGTGTTGCCAA------------------------------------------------------------------------

droMoj3 scaffold_6680:3689693-
3689743 +

--------------------------------------------------------------------------------------------------------------------------------------GATTT-GC----GGTGGCAATGGATGTCTGGGCTCTGGATCGCTGACTGTGCCGCC--------------------------------------------------------------------------
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TGAGGAGACCCACAAGCATCTTTTAGCGGAGTCCCATGCAGTAGAAAGAGGTAAAACAAATTCATTTCTAAAAAATAAGAATTCCGGTAGAAAAAATCTGGATTTGTTTTAGAAGTTTCAGGAAGTGATGTCTCGCCAATTGAACTGGAAACGCACCTAAAC
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...........................................................................................AAAAATCTGGATTTGTTTTAGT................................................. 22 1 1 96.00 96 4 3 10 1 1 5 1 6 2 3 7 5 0 2 0 3 3 2 1 5 2 2 0 0 2 0 0 0 0 0 3 1 0 1 0 1 0 0 0 0 1 0 0 3 2 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 2 1 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 1 0 0 0 0 0 0 0 1 1 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

...........................................................................................AAAAATCTGGATTTGTTTTAG.................................................. 21 0 1 52.00 52 4 6 2 6 3 1 2 0 1 0 2 0 0 0 0 0 0 0 1 0 3 0 5 0 0 5 0 0 0 0 1 1 1 0 0 1 0 0 0 0 1 0 0 0 0 1 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 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................AAAAATCTGGATTTGTTTTAGA................................................. 22 0 1 43.00 43 0 0 2 0 2 4 2 2 1 1 2 7 0 0 0 0 2 5 1 0 0 0 0 0 3 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 1 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 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................AAAATCTGGATTTGTTTTAGA................................................. 21 0 1 14.00 14 0 0 0 0 1 1 0 1 0 0 3 0 0 0 0 0 0 0 0 2 1 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 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

...........................................................................................AAAAATCTGGATTTGTTTTAGATC............................................... 24 2 1 12.00 12 0 0 0 0 0 0 0 0 0 0 0 0 9 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

...........................................................................................AAAAATCTGGATTTGTTTT.................................................... 19 0 1 8.00 8 0 1 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 1 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

....................................................................................................................................TCGCCAATTGAACTGGAAACG......... 21 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 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

..........CACAAGCATCTTTTAGCGGAG................................................................................................................................... 21 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 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 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

............................................................................................AAAATCTGGATTTGTTTTAG.................................................. 20 0 1 5.00 5 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................TTCAGGAAGTGATGTCTCGCCAATT..................... 25 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 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

.......................................................................................TAGAAAAAATCTGGATTTGTTT..................................................... 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 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

.........................................................................................................................................AATTGAACTGGAAACGCACCT.... 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 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

......................................................................................................TTTGTTTTAGAAGTTTCAGGAAGTGATG................................ 28 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 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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................................................................................................................AAGTTTCAGGAAGTGATGTC.............................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................TTTCAGGAAGTGATGTCTCGC.......................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................TTTCAGGAAGTGATGTCTCGCCAATT..................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................GAAGTTTCAGGAAGTGATGTCTCGC.......................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................CGGTAGAAAAAATCTGGATTTC........................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................AATCTGGATTTGTTTTAGA................................................. 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
.......................TAGCGGAGTCCCATGCAGTAGAA.................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................TTTGTTTTAGAAGTTTCAGGAAGTGATT................................ 28 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................CTGGATTTGTTTTAGAAGT.............................................. 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
.............................................................................................AAATCTGGATTTGTTTTAG.................................................. 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
..........................................................................................................................................ATTGAACTGGAAACGCACCTA... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............CAAGCATCTTTTAGCGGAGTCCCATG............................................................................................................................ 26 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
.................................................................................................................AGTTTCAGGAAGTGATGTCTCGCCAA....................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................TTAGAAGTTTCAGGAAGTGATG................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................AGAATTCCGGTAGAAAAA................................................................... 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
.................................................................TTCTAAAAAATAAGAATTCCGGTAGAA...................................................................... 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 0 0 0
...........................................................................................AAAAATCTGGATTTGTTTTAGAT................................................ 23 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
..................................................GTAAAACAAATTCATTTCTA............................................................................................ 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
..................................................................................................................................TCTCGCCAATTGAACTGGAAACGCACC..... 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 0 0 0
...........................................................................................................TTTAGAAGTTTCAGGAAGTGA.................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................TGGATTTGTTTTAGAAGTTTCAGGAAGT.................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................TAGCGGAGTCCCATGCAGTAGAAAGAG................................................................................................................ 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
....................................................................................CGGTAGAAAAAATCTGGATTTGTTTTAG.................................................. 28 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
...........ACAAGCATCTTTTAGCGGAT................................................................................................................................... 20 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................TAAGAATTCCGGTAGAAAAAATCTGGAT........................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................TTCAGGAAGTGATGTCTCGCCAATTGA................... 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
...........................................................................................................................AGTGATGTCTCGCCAATTGAACTGGA............. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTAAAACAAATTCATTTCT............................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................TTTTAGAAGTTTCAGGAAGTGATG................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................GATGTCTCGCCAATTGAACTGG.............. 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
..............................GTCCCATGCAGTAGAAAGAG................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................TCTGGATTTGTTTTAGAAGAA............................................. 21 2 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
..........................................................................................AAAAAATCTGGATTTGTTTTAGATC............................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................AGAAAAAATCTGGATTTGTTT..................................................... 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
......................................................................................................TTTGTTTTAGAAGTTTCAGGAAGTA................................... 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
......................................CAGTAGAAAGAGGTAAAACAAATTCA.................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................AAAAAATCTGGATTTGTTTT.................................................... 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 0 0 0
................CATCTTTTAGCGGAGTCCCA.............................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................AAATAAGAATTCCGGTAGA....................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................ATCTTTTAGCGGAGTCCCATG............................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................AAATAAGAATTCCGGTAGAAAA.................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................AAAATCTGGATTTGTTTTAGAA................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................TTTAGAAGTTTCAGGAAGTGATGTCTC............................ 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 1 0 0 0 0 0 0 0 0 0 0 0 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

ACTCCTCTGGGTGTTCGTAGAAAATCGCCTCAGGGTACGTCATCTTTCTCCATTTTGTTTAAGTAAAGATTTTTTATTCTTAAGGCCATCTTTTTTAGACCTAAACAAAATCTTCAAAGTCCTTCACTACAGAGCGGTTAACTTGACCTTTGCGTGGATTTG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR298536

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

SRR317117

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

SRR014282

Ovary_rep1_wK_P

SRX247213

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

AGO2

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

V074

S3

GSM609222

ML-DmBG1-
C1

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR341116

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

SRR341117

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

V093

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

V085

CME
W2
wing
disc

V073

mbn2

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609225

ML-DmBG3-
C2

GSM379052

Aub
Heterozygote

GSM385744

OSS_s2

GSM385822

OSS_s8

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR060644

A2_ovaries_total

SRR317113

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

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR351333

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

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V086

female
body,
aged

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V032

S1
cell

GSM609227

CMEW1
Cl.8+
cell

SRR029028

untreated
(mock)

SRR032092

mock
oxidized

GSM609223

male, one
day

SRR031692

Total
small
RNAs from
Oregon R

V008

S2-
DRSC

GSM609237

ago2[414]
ovary
total RNA

V078

Desiccation,
female head

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609224

female,
one day

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR031702

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

SRR010953

Aub
heterozygotes,
oxidized

SRR001339

WT_females_non-
beta-eliminated

V037

Felix
sample
+mirtrons

GSM371638

S2-NP

V136

Male
aged
body

V148

mbn2

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609219

GM2 cell

V034

ML-
DmD16c3
cell

SRR065155

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

SRR001344

dcr-
2_beta-
eliminated

SRR031698

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

V139

Cold_female_body

SRR001341

WT_males_non-
beta-
eliminated

GSM609234

CS Â male
total RNA
Â 

SRR001338

IR_non-
beta-
eliminated

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM609241

s2+48 #1

SRR023402

total RNA
extracted
from NLS-
P19 cells

......................................................................................................................GTCCTTCACTACAGAGCGGTT....................... 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

.........................CGCCTCAGGGTACGTCATCTT.................................................................................................................... 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

............................................................................TTCTTAAGGCCATCTTTTTTA................................................................. 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

....................................................TTTTGTTTAAGTAAAGATTTT......................................................................................... 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

...........................................................................................................................TCACTACAGAGCGGTTAACTT.................. 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

..........GTGTTCGTAGAAAATCGCCTC................................................................................................................................... 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

............................................................................................................................................ACTTGACCTTTGCGTGGATTT. 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

......................................................................TTTTTATTCTTAAGGCCATCTTTTTT.................................................................. 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

.......................................................................TTTTATTCTTAAGGCCATCTT...................................................................... 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

....................................ACGTCATCTTTCTCCATTTTG......................................................................................................... 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

.......................ATCGCCTCAGGGTACGTCATC...................................................................................................................... 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

........................................CATCTTTCTCCATTTTGTTTAAGTAA................................................................................................ 26 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

.....................................................................................................TAAACAAAATCTTCAAAGTCCT....................................... 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

......................................................................TTTTTATTCTTAAGGCCATCT....................................................................... 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

.......TGGGTGTTCGTAGAAAATCGCCT.................................................................................................................................... 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

........................................CATCTTTCTCCATTTTGTTTA..................................................................................................... 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

...............................................................................TTAAGGCCATCTTTTTTAGAC.............................................................. 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

..................................................................................................................................AGAGCGGTTAACTTGACCTTT........... 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

......CTGGGTGTTCGTAGAAAATCG....................................................................................................................................... 21 0 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

..TCCTCTGGGTGTTCGTAGAAA........................................................................................................................................... 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

.......................................................................TTTTATTCTTAAGGCCATCTTTTTT.................................................................. 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

....CTCTGGGTGTTCGTAGAAAAT......................................................................................................................................... 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr4:551670-551831 + zfh2_in6 TGAGGAG--ACCCACAAGCATCTTTTAGCGGAGTCCCATGCAGTAGAAAGAGGTAAAA----------------------------------------------------------CAAATTCATTTCTA--A--AAA-------ATAA--GAATTCCGGTAGAAAAAA---T--C------------------------------TGGAT-TTGTTTTAG-------------------------AAGTTTCAGGAAG---------------TGATGTCTCGCCAATTGAACTGGAAACGC------ACCTAAAC
droSim2 4:373045-373206 + TGAGGAG--ACTAACAAGCATCTTTTAGCGGAGTCCCATGCAGGAGAAAGAGGTAAAA----------------------------------------------------------CGAATTCATTTCTA--A--AAA-------ATAA--GAATTCCGATAGAAAAAA---A--C------------------------------TGGAT-TTGTTTCAG-------------------------AAGTTTCAGGGAG---------------TGATGTCTCGCCAATTGAACTGGAGGCGC------ACCTAAAC
droSec2 scaffold_30:278113-278274 + TGAGGAG--ACTAACAAGCATCTTTTAGCGGAGTCCCATGCAGGAGAAAGAGGTAAAA----------------------------------------------------------CGAATTCATTTCTA--A--AAA-------ATAA--GAATTCCGATAGAAAAAA---A--C------------------------------TGGAT-TTGTTTCAG-------------------------AAGTTTCAGGGAG---------------TGATGTCTCGCCAATTGAACTGGAGGCGC------ACCTAAAC
droYak3 4:607997-608159 + TGAGGAG--ACCCACAAGCATTTTCCATCGGAATCACATGCAGTAGAAAGAGGTAAAT----------------------------------------------------------CCAATTCATTACTA--A-CAAA-------CTAA--GAATTCCGATAGAAAAAA---A--C------------------------------TGGAT-TTGTTTTAG-------------------------AAGTTTCAGTGAG---------------TGATGTCTCACCGCTTCAATTGGAGTCGC------AGCTAAAC
droEre2 scaffold_4512:724110-724273

-
TGAGGAG--ACCCAACAGCATCTTCCATCGGAGTCCCATGGAGTAGAAAGAGGTAAAA----------------------------------------------------------CCAATTCATTACTA--A-CAAA-------ATAA--GAATTCCGATAGAAAAAA--AA--C------------------------------TTGAT-TTGTTTTAA-------------------------CAGTTGCAGTGAA---------------TGATGTCTCACAGCTTGAATTGGAGATGC------AGCTAAAC

droEug1 scf7180000408984:630849-
630990 -

CGAGGAC--ACTCACAATCTTTCTCTAGCAGAAACTAATG------AAAAAGGTACA-----------------------------------------------------------CAACATATTTTATA--A--AAA-------AAAT--TTAATCCAATTAACAAAG-CTG--T------------------------------TTAAT-TTGTTTCAG-------------------------AGGTCACAGGCAA---------------TGAT---------------TTTGAGTCAG------AACTAAGC

droBia1 scf7180000301495:398365-
398527 +

TGAGGAA--GCACACAAGCTTCCTCTAGAGGAGACACATGCGTCAGAAAGAGGTATAA----------------------------------------------------------ATATT-----TCTAACA-ACAT-------TTTG--GAACTCCATTAAATCAACCTTT--G------------------------------TTGAT-TTGTTTCAG-------------------------AAGTTACCGGTAA---------------AAATGTGTCACCGCTTCGATTGGACTCGC------AACAGAAC

droTak1 scf7180000414195:32428-
32590 +

CGAGGAG--GCACACAAGCATTCTCCACGTGAGACACATGCGCTAGAGAGAGGTAATA----------------------------------------------------------ACATT---CTTATA--A-CAAA-------CCTA--GAACTCAAAGTAATTAACGTCG--G------------------------------CTTAC-TTGTTTCAG-------------------------AGGTCCCAGGGAA---------------CGATGTGTCGCCGCTTCGGCTAGAGGCGC------AACTAAGC

droEle1 scf7180000491238:708724-
708903 -

CGAGGAG--GGGCACAACCACTCATCGGGGGAGGCCCATGCCCAAGAAAGAGGTAAAG----------------------------------------------------------TTACTT----CCCA--A--AGA----TTAATTA--GAATTTCGATTGAGCTCA---GCAT-----------TA-ATTT--GATCGTCTGGACGACTTGATTGCAG-------------------------AGCTCCCAGCGAC---------------TGATGTCTCAACGCTTCGTGCGGAATCGC------AAGCCAGC

droRho1 scf7180000775712:23115-
23293 +

CGATGAG--GTGCACAAAAATTCATCAGGGGAAACTCTTGCGCTAGAAAGAGGTAATA----------------------------------------------------------CAATT-----TTTA--ACGAAA-------GTAT--AAATTTTGGTTGTACGCA---GCAC-----------TAAATTT--GTTTGTACTGTTGATTTGTTTGCAG-------------------------AGGTCGCAGGGAA---------------TGATGTCTCTCCGCTTCGCGTGGAGTCAC------AAGCTAGC

droFic1 scf7180000454040:147645-
147744 +

CGATGAG--ATGAACAAGCCTCCTCCAACGGAAACCCATGTGGTTGAAAACG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGGTCACCTTAAC---------------TGATTCGTCTCCGCTACGGCTGGAGTCAG------ATCTTGGC

droKik1 scf7180000302683:21766-
21941 -

ACCTACC-----ACCGAGCTGCCTGCCCAAGAGGCTTTTGCGGTTAAAGGAGGTAAGGACCCTAAAACAGCATATATGACACATATTTGTTCATTTTT-----------------------------------CTT--AATGTGAT--------------------------------------------------------------------TTTGTAG-------------------------AGGTTGCAGCTGTTAATGATCCCATG------TCGTCACCGTCACGATTTGAAAACCAACAGTTACTAGCC

droAna3 scaffold_12947:259223-
259404 +

AGAAGAA--ATAGACAAACTTTCTGCAGGAGAAGCCATTAATATGGGAAGAGGTGAAA----------------------------------------------------------TTAAAATATTCATT--G--TAC-------AAAA--GCACGCATAAGAATAAAG---T--A------------------------------AGTAC-TTTTT---------------TACTTACAGAATCT-----AAGTCAGCAGATATGGCGGGACCTTCTATTTCTCCGCCGCAGCTAGAGTCAC------AAATTAGT

droBip1 scf7180000391528:8282-8463
-

AGACGAA--ATAGACAAACATTCTTCAGGAGAGGCCATTAATATTGAAAAAGGTTATA----------------------------------------------------------TTAAACTATTCTTT--C--TAT-------TAAG--AAAATATAAAAATAAAAT---A--A------------------------------GGAAC-TTCTT---------------TATTTACAGAATGT-----AAGTCTGCTGATATCGCGGGACCTTCTCTTTCTCCGCTGCAGTCAGAGTCAC------AAATTAGT

dp5 Unknown_group_78:19499-
19688 -

TACGGCGAGATAGAAAAATTGCCATCGGGCGA---ACGAGAACCCC-----------------CGATTGGC---AGTGACGCAGGTAAGACAGCATTA-----------------------------------ACA--AATGCTAAC--------------TAGTAAAT---G--T------------------------------CGAGC-CTC------ATCGAGAGTTATGCTTTCAGGGCCC-----AAGTCGAATAACACCTCAAGACGTTCACTATCACCGCTGCGATCAGAGTTGC------AATATACT

droPer2 scaffold_42:350173-350362 - TACGGCGAGATAGAAAAATTGCCATCGGGCGA---ACGAGAACCCC-----------------CGATTGGC---AGTGACGCAGGTAAGACAGCATTA-----------------------------------ACA--AATGCTAAC--------------TAGTAAAT---G--T------------------------------CGAGC-CTC------ATCGAGAGTTATGCTTTCAGGGCCC-----AAGTCGAATAACACCTCAAGACGTTCACTATCACCGCTGCGATCAGAGTTGC------AATATACT
droWil2 scf2_1100000004943:1421672-

1421915 -
TCATGAG--ATGGACAAAGTGCCTGT---TGAATCACACGTTTTCGAAATACGC--------------GGC---AGCGATCCTGGTAAGTGTACATCGAGGCTAAACTTACCAAAATCAACTATT-TTCA--A-TAAA-------GCAATAGAAGATAATAGGATAAAATGTA--ATAGATTTTTTTTAAACTTATTGTTGCTTGAATTTCTCTGTTGCAG-------------------------TAGCCAAAGCAAATGATATATGCAGG------CGATCACCGCTAAAGTTGGAATCAC------AGC-ACGT

droVir3 scaffold_13052:1139923-
1139948 -

T-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CGCCATTTCAATTGGATACAC------AT----AC
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GTTTGGGCACTTGGTTTCGATATGGCCTTTCTGGCCGCACATCCAGCAGTGTTGTTTGGTCTGATAGAAGGAGCAGTTGTGTCCCTCCTTCTGCGTGCACCTTCTACAGTCGGAGCAATGCACATAGTTGGGTTTCACACAGGCATCGCAGGACTCGCAGTGCTTGTACGTTTGGC
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.................................................................................................CACCTTCTACAGTCGGAGCAATG........................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................CTTTCTGGCCGCACATCCAGCAGTG............................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................GAAGGAGCAGTTGTGTCCCTC......................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................CGCAGGACTCGCAGTGCTTGT......... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................CGGAGCAATGCACATAGTTGG............................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................CTCGCAGTGCTTGTACGTTTG.. 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 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................GAGCAATGCACATAGTTG.............................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TGTTGTTTGGTCTGATAGAA........................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................CTACAGTCGGAGCAATGCAC..................................................... 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

.......................................................................................................................................CACACAGGCATCGCAGGACTC.................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................TCGGAGCAATGCACATAGTTG.............................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................CGGAGCAATGCACATAGTTGGGT........................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................CACCTTCTACAGTCGGAGCAA.......................................................... 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 0 0

........................................................................................................TACAGTCGGAGCAATGCA...................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................TCTACAGTCGGAGCAATGCACC.................................................... 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

......................................................TTTGGTCTGATAGAAGGAGC...................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CAAACCCGTGAACCAAAGCTATACCGGAAAGACCGGCGTGTAGGTCGTCACAACAAACCAGACTATCTTCCTCGTCAACACAGGGAGGAAGACGCACGTGGAAGATGTCAGCCTCGTTACGTGTATCAACCCAAAGTGTGTCCGTAGCGTCCTGAGCGTCACGAACATGCAAACCG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR031702

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

SRR031692

Total
small
RNAs from
Oregon R

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRX247213

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

AGO2

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR001339

WT_females_non-
beta-eliminated

GSM609222

ML-DmBG1-
C1

SRR029033

lacZ
knockdown

SRR341116

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

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

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

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V096

loqsKO/f00791
ovary

SRR317115

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

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR060649

A2_ovaries_FLAG-
Piwi

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

SRR317114

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

V091

fGS/OSS
total
Â 

V079

Oxidation,
female
head

V129

ML-
DmBG1-
c1

GSM609225

ML-DmBG3-
C2

GSM609241

s2+48 #1

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM628272

ago2[414]
ovary
total RNA

V144

OSC

GSM609234

CS Â male
total RNA
Â 

V139

Cold_female_body

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM609230

CS,ovary,AGO1IP

AGO1

V078

Desiccation,
female head

SRR010959

Ago3 IP in
heterozygotes

AGO3

V093

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

GSM361908

s2-48
Biological
Replicate
#2

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

V145

S2-
DRSC

GSM399110

KC-48 #2

GSM609229

embryo 2-
6hr

GSM343832

S2R+ cell

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

GSM609219

GM2 cell

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V146

S1
cell

SRR298536

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

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM286613

0-1hr #1
(A)

SRR317113

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

V077

cold,
female
head

GSM385748

OSS_s6

GSM343287

Drosophila
Toll 10b
mutant
embryos

V086

female
body,
aged

GSM379052

Aub
Heterozygote

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V125

ML-
DmD9

SRR031704

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

GSM379066

Zuc
Mutant

GSM385822

OSS_s8

GSM272652

S2 -48
Biological
Replicate
#1

GSM399106

female
body #2

SRR010955

Aub IP in
Ago3
heterozygotes

SRR014273

Ovary_rep1_Har_P

SRR060648

A2_ovaries_FLAG-
Aub

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

SRR065800

zuc_H-
Y_ovaries

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

SRR317112

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

SRR341117

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

V003

dsDcr-1
(katsutomo
RNA)

GSM399100

Kc167
cell

GSM609238

embryo
14-24hr

GSE24545

CS ovary
total
RNA

V130

ML-
DmBG3-
c2

V140

Dessication_female_body

V141

Heat_female_body
V074

S3

V036

ML-
DmD20c5
cell

GSM609243

KC+48 #1
GSM609217

MLDmD20c5

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V015

DreRFHV148h

SRR001347

ago2_untreated

GSM272653

KC -48 #1
V073

mbn2

GSM385744

OSS_s2

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM609251

aged
female
head

SRR001345

ago2_non-
beta-
eliminated

SRR298712

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

GSM609244

KC+48 #2

V080

Starvation,
female head

GSM343833

S2R+ cell

GSM609227

CMEW1
Cl.8+
cell

GSM609237

ago2[414]
ovary
total RNA

GSM286605

2-6h #1
(8)

GSM371638

S2-NP

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

GSM322208

3rd
instar #2

SRR010954

Aub trans-
heterozygotes,
oxidized

V012

Dcr2 male
(Katsutomo,
whole fly?)

SRR060643

A2_testes_total
GSM385821

OSS_s7

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM609235

CMEL1

V131

ML-
DmD16-
c3

GSM609242

s2+48 #2

V132

ML-
DmD32

V038

Felix
sample
S2
only

SRR001341

WT_males_non-
beta-
eliminated

GSM609239

IR- 2-
18hr

GSM609240

IR+ 2-
18hr

GSM322543

male head
#1

SRR001349

heterozygous_dcr-
2_untreated

SRR001664

homozygous_dcr-
2_untreated

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR298711

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

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM360257

1st
instar #2

GSM609220

ML-DmD21
cell

SRR031698

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

V032

S1
cell

GSM609223

male, one
day

V008

S2-
DRSC

GSM379050

Armi
Heterozygote

GSM379051

Armi
Mutant

GSM286606

2-6h #2
(9)

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR014280

Ovary_rep1_w1118_P

V014

DTT
8h

GSM364902

12-24hr
embryo

V031

GM2
cell

SRR351333

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

GSM609250

ML-DmD32
cell

GSM609224

female,
one day

V137

Male
aged
head

V147

1182-
4H
cell

GSM272651

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

GSM379057

Krimp
Mutant

GSM379058

Piwi
Heterozygote

GSM379059

Piwi
Mutant

SRR001346

ago2_beta-
eliminated

SRR010953

Aub
heterozygotes,
oxidized

SRR031700

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

SRR060651

A2_ovaries_Ago3

AGO3

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

GSM360256

1st
instar #1

...................................................................................................GGAAGATGTCAGCCTCGTTACGTGTAT.................................................. 27 0 1 8.00 8 0 0 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 0 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................GGAAGATGTCAGCCTCGTTACGTGTA................................................... 26 0 1 4.00 4 0 0 0 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................GGAAGATGTCAGCCTCGTTA......................................................... 20 0 1 4.00 4 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................AAGACGCACGTGGAAGATGTCAGCCT.............................................................. 26 0 1 3.00 3 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................GAAGATGTCAGCCTCGTTACG....................................................... 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 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................GGAGGAAGACGCACGTGGAAGATGT.................................................................... 25 0 1 2.00 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 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................GGAAGATGTCAGCCTCGTTACGTGT.................................................... 25 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................CGTGGAAGATGTCAGCCTCGTTACGT...................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................CCAAAGTGTGTCCGTAGCG........................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................AGGGAGGAAGACGCACGTGGAA......................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................CGTGGAAGATGTCAGCCTCGTTAC........................................................ 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 0 0

...............AAGCTATACCGGAAAGACCGGCGTGT....................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................TCAGCCTCGTTACGTGTATCAA............................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................ACCGGAAAGACCGGCGTGTAGGTCGT................................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................AGACGCACGTGGAAGATGTCAGCC............................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................GTATCAACCCAAAGTGTGTCCGTAG............................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............AAAGCTATACCGGAAAGA................................................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................GTGTAGGTCGTCACAACAAAC...................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................CTATCTTCCTCGTCAACACAGGGAG......................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................TGGAAGATGTCAGCCTCGTTACGTGT.................................................... 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

...........................................................................................ACGCACGTGGAAGATGTCAGCCTCGT........................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................TGTGTCCGTAGCGTCCTGAGC................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................GGAAGATGTCAGCCTCGTTACGTGTATC................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................GTGGAAGATGTCAGCCTCGTTACGT...................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................GAAAGACCGGCGTGTAGGTCGTCACA............................................................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................CCAAAGTGTGTCCGTAGCGT.......................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................GAGGAAGACGCACGTGGAAGA....................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................TGGAAGATGTCAGCCTCGTT.......................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................GGAGGAAGACGCACGTGGAAGAT...................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................AGGAAGACGCACGTGGAAGATGTCA.................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................GAAGATGTCAGCCTCGTT.......................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................CCCAAAGTGTGTCCGTAGCGT.......................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................ATCAACCCAAAGTGTGTCCGTAGCGT.......................... 26 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

....CCCGTGAACCAAAGCTATACCG...................................................................................................................................................... 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

..........................................................................TCAACACAGGGAGGAAGACGCACGT............................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................GAAGATGTCAGCCTCGTTACGTGTAT.................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................CCTCGTTACGTGTATCAACCCAAAGTG...................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................AAGATGTCAGCCTCGTTACGTGTAT.................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................AGGAGGAAGACGCACGTGGAA......................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................GGAAGATGTCAGCCTCGTT.......................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................GACCGGCGTGTAGGTCGTCACAAC.......................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................AAGACCGGCGTGTAGGTCGTCACA............................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................CACAACAAACCAGACTATCTTCCTC....................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................GCGTCCTGAGCGTCACGAACATGCAAA... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................GACGCACGTGGAAGATGTCAGCC............................................................... 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

........................................................................................................ATGTCAGCCTCGTTACGTGTATCAACC............................................. 27 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

........................................................................................................ATGTCAGCCTCGTTACGTGTAT.................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................GACCGGCGTGTAGGTCGTCAC............................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................ACGTGGAAGATGTCAGCCTCGTTACGT...................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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:10507478-10507654 + dme_237 AGTTTGG----------------------GCACTTGGTTTCGATATGGCCTTTCTGGCCGCACATCCAGCAGTGTTGTTTGGTCTGATAGAAGGAGCAGTTGTGTCCCTCCTTCTGCGTGCACCTTCTACAGTCGGAGCAATGCACATAGTTGGGTTTCACACAGGCATCGCAGGACTCGCAGTGCTTGTACGTTTGGC
droSim2 2r:11209936-11210112 + AGTTTGG----------------------GCACTTGGTTTCGATATGACCCTTCTGGCCGCACAGCCAGCAGTGTTGGTTGGTCTGGTAGAAGGAGCAGTTATGACCCTCCTTCTGCGTGCACCTTCTACAGTCGGAGCAATGCACATAGTTGGGTTTCACGCAGGCATCGCAGGACTCGCAGTGCTTGTACGTTTGGC
droSec2 scaffold_1:8024532-8024708 + AGTTTGG----------------------GCACTTGGTTTCGATATGACCCTTCTGGCCGCACAGCCAGCAGTGTTGGTTGGTCTGGTAAAAGGAGCAGTTGTGACCCTCCTTCTGCGTGCACCTTCTACAGTCGGAGCAATGCACATAGTTGGGTTTCACGCAGGCATCGCACGACTCGCAGTGCTTGTACGTTTGGC
droYak3 2R:10436392-10436568 + GGCTTAG----------------------GCACTTGGTTTCTATATGGCCTTTTTGACCGCACAACCAGCAGTGCTGTTTGGTCTGGTAGAATGAGCAGTTGTGCCCCTCCTTCTGAGTGCACCTTCTACAGTTGGAGCAATGCACATAGTTGGGTTTTACGCAGGCATCGCAGGACTCACAGTGCTTGTATGTTTGGC
droEre2 scaffold_4845:15345976-

15346152 -
AGTTCGG----------------------ACACTTAGTTTCGATATGGCCTTTTTGGCCGCACAGCCAGCAGTGTTGTTTGGTCTGGTAGAATGAGCAGTTGTGTCCCTCCTTCTGAGTGCACCTTCTACAGTTGGTGCAATGCACATAATTGGGTTTCACGCAGGCATCGCAGGACGCACAGTGCTTGTATGTTTGGC

droEug1 scf7180000409462:2329605-
2329781 -

CGTTATA----------------------GCACTTGGCTTCAATGTGGCCTTTTTTGCCGCACAACCAGCAGTGTTGTTTGGTCTGGTAGAAGGAGCAGTTGTGCCCCTCTCTTTGAGTGCATCTCCTGCAGCTAACGCAGTGAACATAATTAGGTTTGACACAGATATCGCATGACTCACAATGCCGATACGATTGAC

droBia1 scf7180000301754:2136167-
2136343 -

AGTTGGG----------------------ACACTTGTTTTCGATGTGGCCTTTTTGGGCGCACAGCCTGCAGTACTGTTTGGTCTGGTAGAAGACGCAGTTGTGACCCTCCTTTTGGGTGCACCTCCTGCAGTTTTTGCAGTGCACGTAGTTGGGTTTCACGCAGACATCGCAGGACACACAGTGCCTGTAAGTTTGAC

droTak1 scf7180000415272:377072-
377248 +

AGTTCAG----------------------GCACTTGGTTTCTATGTGCCCCTTTTGATCGCACAGCCTGCAGCGCTGTTTTGACTGGTAAAAGGAGCAGTTGTGCCCGTCTTTCTGGGTGCATCTCCTGCAGTTGGTGCAGTGAACATAGTTGGGTTTCACACAAAGATCGCAGGACTCGCAGTGTCTATAGGATTGAC

droEle1 scf7180000491349:348264-
348440 -

ATTTAAG----------------------GCAATTGGTTTCAATGTGGCCCCGTACGCCGCACAGCCAGCAGTGTTGTTTGGTTTGGTAAAAGGAGCAGTTGTGTCCCTCTCTTTGAGTGCATCTCCTGCAATTTTTGCAGTGCACATAGTTGGGTTTTACGCAGGCATCACAGTACTCACAGTGCCTATATGTCTGGC

droRho1 scf7180000779318:342675-
342851 +

AATTAAG----------------------GCAACTGGTTTCGATGTGGCCCTTGTGACCACACAGCCAGCAGTGTTGTTTGGTTTGATAGAAGGAGCAGTTGTGCCCCTCTCTTTGAGTGCATCTCCTGCAATTTATGCAGTGCACATAGTTGGGTTTCACACAGACATCGCAGAACTGACAGTGCCTATATGATTGAC

droFic1 scf7180000453778:739627-
739803 -

AGTTAGG----------------------GCACCTGGTTTCGATATGCCCCTTTTTAGCACACAGCCAGCAGTGTTGTTTGGATTGATAGAATAAGCAGCTGTGACCTTCTCTCTGAGTGCATCTTCTGCAGTTTGTACAGTGAACATAGTTGGGTTTGACGCAGACATCGCAGAAATCGCAGTGCCTATATGTTTGAC

droKik1 scf7180000302470:1576591-
1576767 -

ACTTTGA----------------------ACAATTGCTTTCAATGTGTCCCTTTTCGCCGCACAGCCAGCAATGCTGTTTGCTTTGGTAAAAGGAGCAGGTGTGTCCCTCCCTTTGGGTGCATCTCCTGCAACTTGGACAGTGCACATAGTTGGGCTTAACACAGGTATCGCAGTGATCACAGTGCCTGTAGGTCTGGC

droAna3 scaffold_13266:14897840-
14898016 -

GATAAGG----------------------GCAGCTGGTCTCAATGTGACCTCTTTGGCCACACAGCCAGCAGAGCTGTTTGCTTTGGTAGAAGGTGCACTCATGACCCTCTCTTTGTGTGCATCTTCGGCAATTGGGGCAGTGCACGTAGTTGGGCTTGACGCACGTGTCGCAGAAATTGCAATGCCTGTACGTCTGGC

droBip1 scf7180000396385:65937-66113
-

GATAAGG----------------------GCAGCTGGTTTCGATGTGACCTCTTTGGCCGCATAGCCAGCAGAGCTGTTTGCTTTGGTAGAAGGAGCAATCATGACCCTCCCGTTGTGTACATCTTCGGCAGTTGGAGCAGTGAACGTAGTTAGGCTTGACGCACGTGTCGCAGAAATTGCAATGTCTGTACGTCTGTC

dp5 3:5134531-5134704 - CGCC-------------------------GCAATTCGTCTCAATGTGTCCACGCTGACCACATAGCCAGCACTGTTGCTTGGTTTGATAGAAGGAACAGTCGTGTCCTTCGCGTTGGGTGCAGCGGCGACAGCTGTGGCAGTGGACATAGCTGGGCTTGACGCACATATCACATTCGTCACAATGTCGGTAGGTCTGGC
droPer2 scaffold_2:5335763-5335936 - CGCC-------------------------GCAATTCGTCTCAATGTGTCCACGCTGACCACATAGCCAGCACTGTTGCTTGGTTTGATAGAAGGAGCAGTCGTGTCCTTCGCGTTGGGTGCAGCGGCGACAGCTGTGGCAGTGGACATAGCTGGGCTTGACGCACATATCACATTCGTTACAATGTCGGTAGGTCTGGC
droWil2 scf2_1100000004512:1199307-

1199482 +

CACTC-G----------------------GCAATTGCTTTCGATATGTCCACGCGAACCACAGAGCCAACAAATCTGCATTGACTGATAGAGGGAGCATATGTGACCCTCTCGTTGTGTGCAGCGTCTGCAGTTCTGGCAATGAACATAGTTTGGTTTGACACACATATCACAGGACAAACAGTGTCTATAGATTTGGC

droVir3 scaffold_12875:11298142-
11298340 -

TCTCTGCGTTTCAGTTGTAGCCACAGTCTACAATTGGTCTCAATGTGAGAACGTTGGCCACATAACCAGCAGCGCTGCATAGACTGATACAACGCACAGACATGGCCCTCGCGCTGGCTGCAGCGGCGGCAGTTCGTGCAGTGCACATAATTGGGTTTCACACACATATCACAAAACTGACAGTGCCGATAGGTTTGGC

droMoj3 scaffold_6496:15625088-
15625274 +

AGCTTCG------------ACCAGATTTGGCAGTTACTCTCAATGTGGCCCCGTTGGCCACATAACCAGCAGTGCTGCATGGACTGATACAATCCACAGTCGTGTCCAACACGTTGACAGCACCGGCGACAGTTCGAGCAGTGGACATAATTCGGTTTCACACACATATCGCAGAGCTGACAGTGCCGATAGGTTTGGC

droGri2 scaffold_15245:13430140-
13430316 +

AAATTCC----------------------ACAGTTATTCTCAATATGTCCACGTTGTCCACAAATCCAGCAGCGCTGCTTGGACTGATACAAGGCACAGTTGTGATTCTCACGTTGGCAGCAGCGTCTGCAGTTGGGGCAGTGTACATAGTTGGGTTTAACGCACAGATCACACAGCTGGCAGTGGCGATAGCTTTGTC
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CGTTCACTTTTGCGTCGTTTTCTGTCGTCGTCGTCGACTGACTTGTCCCGCCCCTTCGACCTGCGCCCGCACAGAATTAATCAATTGGCTGGGGCTGGTTGGGGCACGGACCGAAGACGGCTGACAGAAAGCAGAAAACCCGTAGCCAAAACCAGCCGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACAAAGTGCTTGTAATTGTAGTGCGAC
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Drosophila
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DmD32
cell

GSM609226

CMEW1
Cl.8+
cell

V080

Starvation,
female head

V130

ML-
DmBG3-
c2

V131

ML-
DmD16-
c3

SRX247213

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

AGO2

GSM272653

KC -48 #1

GSM609242

s2+48 #2

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR029633

total
small RNAs
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flies
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whole
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whole
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IR+ 2-
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Aub
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GSM379061
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Heterozygote
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OSS_s7
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male head
#1
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Ago3 trans-
heterozygotes
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SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1
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Df(2R)Dll-
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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

SRR341115

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

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
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...................................................................................ATTGGCTGGGGCTGGTTGGGGCAC............................................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................ATTTCACTTACCAGGCACAC.................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............GTCGTTTTCTGTCGTCGTCGTCG................................................................................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................TGGGGCACGGACCGAAGACGG............................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................TTGGCTGGGGCTGGTTGGGGCACATC......................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................................AGCGTTTCGGCGATTTGTTTC............................................. 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 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................GGCACGGACCGAAGACGGCT............................................................................................................................. 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

.................................................................................................................................................................TTCACTTACCAGGCACACCGA................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................................................CAAAGTGCTTGTAATTGTAGTG.... 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

..........................................................................................GGGGCTGGTTGGGGCACGGA......................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................CGGCGATTTGTTTCCAGGTCT...................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................TACCAGGCACACCGAGCGTT............................................................ 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 0 0 0 0 0 0 0 0

.................TTTTCTGTCGTCGTCGTCGA.................................................................................................................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................................ATTTGTTTCCAGGTCTGGGCC................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................................................GTTTCCAGGTCTGGGCCTTGCG............................ 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 0 0 0 0 0 0 0 0

...................................................................................................TGGGGCACGGACCGAAGACGGCTGA........................................................................................................................... 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

...................................................................................ATTGGCTGGGGCTGGTTGGGGCACG........................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................CCGTAGCCAAAACCAGCCGAAT...................................................................................... 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

....................................................................................TTGGCTGGGGCTGGTTGGGGCG............................................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................CCGAAGACGGCTGACAGAAAGCAGAAAACCC.......................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....CACTTTTGCGTCGTTTTCTG............................................................................................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................CGTAGCCAAAACCAGCCGAA....................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................AATTAATCAATTGGCTGGGGC........................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................ACAGAATTAATCAATTGGCTG............................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................GGGCACGGACCGAAGACGGCTGACATC....................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................ACCAGCCGAATTTCACTT............................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................GACCGAAGACGGCTGACAGAAC..................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................AGGCACACCGAGCGTTTCGGC....................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................AATTGGCTGGGGCTGGTTGGGT............................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................TAATCAATTGGCTGGGGCTGG..................................................................................................................................................... 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 0 0 0 0 0

.........................................................................................................................................................................CCAGGCACACCGAGCGTTTCGG........................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................CACGGACCGAAGACGGCTGACA......................................................................................................................... 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

Anti-sense strand reads

GCAAGTGAAAACGCAGCAAAAGACAGCAGCAGCAGCTGACTGAACAGGGCGGGGAAGCTGGACGCGGGCGTGTCTTAATTAGTTAACCGACCCCGACCAACCCCGTGCCTGGCTTCTGCCGACTGTCTTTCGTCTTTTGGGCATCGGTTTTGGTCGGCTTAAAGTGAATGGTCCGTGTGGCTCGCAAAGCCGCTAAACAAAGGTCCAGACCCGGAACGCGTGTTTCACGAACATTAACATCACGCTG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR298536

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

GSM609222

ML-DmBG1-
C1

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

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR031702

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

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR014273

Ovary_rep1_Har_P

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRX247213

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

AGO2

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V091

fGS/OSS
total
Â 

GSM628272

ago2[414]
ovary
total RNA

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR014280

Ovary_rep1_w1118_P

SRR341116

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

V008

S2-
DRSC

V141

Heat_female_body

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR001347

ago2_untreated

GSM609229

embryo 2-
6hr

V146

S1
cell

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

GSE24545

CS ovary
total
RNA

GSM467729

Dmel_wt_sRNAseq

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

V144

OSC

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR031692

Total
small
RNAs from
Oregon R

V031

GM2
cell

GSM609224

female,
one day

V079

Oxidation,
female
head

V085

CME
W2
wing
disc

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR010953

Aub
heterozygotes,
oxidized

V074

S3

GSM609234

CS Â male
total RNA
Â 

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR317111

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

GSM609219

GM2 cell

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609237

ago2[414]
ovary
total RNA

GSM399106

female
body #2

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM609225

ML-DmBG3-
C2

GSM379051

Armi
Mutant

GSM379059

Piwi
Mutant

GSM379066

Zuc
Mutant

GSM385744

OSS_s2

GSM385821

OSS_s7

GSM385822

OSS_s8

GSM272652

S2 -48
Biological
Replicate
#1

GSM322219

2-4day
pupae #1

GSM399105

disk #2

GSM609242

s2+48 #2

GSM286603

female
body

S6

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

SRR014275

Ovary_rep1_LK_P

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

SRR029028

untreated
(mock)

SRR031698

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

SRR060651

A2_ovaries_Ago3

AGO3

SRR298537

strain: vret148-
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............................................................................................................................................GCATCGGTTTTGGTCGGCTTA...................................................................................... 21 0 1 4.00 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................TGGTCCGTGTGGCTCGCAAAG.......................................................... 21 0 1 3.00 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................GTTTTGGTCGGCTTAAAGTGA................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................TGGGCATCGGTTTTGGTCGGC......................................................................................... 21 0 1 3.00 3 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................CGGTTTTGGTCGGCTTAAAGT.................................................................................. 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 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................GGTTTTGGTCGGCTTAAAGTG................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................TGGCTTCTGCCGACTGTCTTT..................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................................GCTCGCAAAGCCGCTAAACAA............................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................CTGCCGACTGTCTTTCGTCTT............................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.CAAGTGAAAACGCAGCAAAAG................................................................................................................................................................................................................................. 21 0 1 2.00 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TGCCTGGCTTCTGCCGACTGT......................................................................................................................... 21 0 1 2.00 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................ACTGTCTTTCGTCTTTTGGGCA........................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................TTTGGGCATCGGTTTTGGTCG........................................................................................... 21 0 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

...........................................................................................................................................................................................AGCCGCTAAACAAAGGTCCAGACCCG.................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................................GCAAAGCCGCTAAACAAAGGT........................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................................AGGTCCAGACCCGGAACGCGTGTTT...................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................GGCATCGGTTTTGGTCGGCTT....................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................AACCCCGTGCCTGGCTTCTGC................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................GTGGCTCGCAAAGCCGCTAAACAAAGGT........................................... 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

......................................................................................................................................................................................................AAAGGTCCAGACCCGGAACGC............................ 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

............................................................................................................................................................................................................................TGTTTCACGAACATTAACATCACG... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......AAAACGCAGCAAAAGACAGCAG.......................................................................................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................CAAGTCCGTGTGGCTCGCAAAGCCGC...................................................... 26 3 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

.........................................................................................................................................TGGGCATCGGTTTTGGTCGGCTT....................................................................................... 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

..........ACGCAGCAAAAGACAGCAGC......................................................................................................................................................................................................................... 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 0 0 0 0 0 0 0 0

............................................................................................................................................GCATCGGTTTTGGTCGGCTT....................................................................................... 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

..................................................................................................................................................................................................AAACAAAGGTCCAGACCCG.................................. 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

............................................................................................................................................................................................................................TGTTTCACGAACATTAACATCACGC.. 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 0 0 0 0 0 0 0

................................................................................................................................TTCGTCTTTTGGGCATCGGTT.................................................................................................. 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

..........................................................................................................................................................................................AAGCCGCTAAACAAAGGTCCA........................................ 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

..........................................................................................................................................................................GTCCGTGTGGCTCGCAA............................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................................................CAAGGTCCAGACCCGGAACGC............................ 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

..............................................................................................................................................................TTAAAGTGAATGGTCCGTGT..................................................................... 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

..................................................................................................................................................................................................AAACAAAGGTCCAGACCCGGAACGCGT.......................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................................................................CGGAACGCGTGTTTCACGAAC............... 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 0 0 0

..................................................................................................................................................................................GGCTCGCAAAGCCGCTAAACAAAG............................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................................AGGTCCAGACCCGGAACGCGTGTTTCAC................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................................TCGCAAAGCCGCTAAACAA............................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................CACCCCGTGCCTGGCTTCTGC................................................................................................................................ 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

.......................................................................................................................................................................ATGGTCCGTGTGGCTCGCAAAG.......................................................... 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 0 0

.......................................................................................................................................................................ATGGTCCGTGTGGCTCGCAAA........................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................CAAAGCCGCTAAACAAAGGTC.......................................... 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

..............................................................................................................................................................................................................AGACCCGGAACGCGTGTTTCACGAACAT............. 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 0 0 0 0 0 0 0

.........................................................................................................................................................................GGTCCGTGTGGCTCGCAAAG.......................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................................TAAACAAAGGTCCAGACC.................................... 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

....................................................................................................................................................................TGAATGGTCCGTGTGGCTCGC.............................................................. 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

.....................................................................................................CCCGTGCCTGGCTTCTGCCGA............................................................................................................................. 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

...........................................................................................................................................................................................................TCCAGACCCGGAACGCGTGTTT...................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................CCGCTAAACAAAGGTCCAGAC..................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................CGGGGAAGCTGGACGCGGGC.................................................................................................................................................................................. 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

.................................................................................................................................................GGTTTTGGTCGGCTTAAAGTGA................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................GGTCGGCTTAAAGTGAATGGT........................................................................... 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

...............................................................GCGGGCGTGTCTTAATTAGTT................................................................................................................................................................... 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

...........................................................................................................................................................................................................TCCAGACCCGGAACGCGTGTT....................... 21 0 1 1.00 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

...................................................................................................................................................................................GCTCGCAAAGCCGCTAAACAAAGGTCC......................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................CGTGCCTGGCTTCTGCCGACT........................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................................TCACGAACATTAACATCA..... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................CCCGTGCCTGGCTTCTGCCGAC............................................................................................................................ 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

......................................................................................................................................................................................................AAAGGTCCAGACCCGGAACGCGTGT........................ 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 0 0 0 0 0 0 0

........................................................................................................GTGCCTGGCTTCTGCCGACTG.......................................................................................................................... 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

..................................................................................................................................................................................GGCTCGCAAAGCCGCTAAACA................................................ 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

............................................................................................................................................................GCTTAAAGTGAATGGTCCG........................................................................ 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

.......................................................................................................................................................................................................AAGGTCCAGACCCGGAACG............................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................GGCTTCTGCCGACTGTCTTTC.................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................................AAGCCGCTAAACAAAGGTCCAGACCCG.................................. 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

.......................................................................................................................................................................CAAGTCCGTGTGGCTCGCAAAGCCGCT..................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................TTTGGTCGGCTTAAAGTGAAT.............................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................................GCAAAGCCGCTAAACAAA.............................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................CTGTCTTTCGTCTTTTGGGCA........................................................................................................ 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

......................................................................................................CCGTGCCTGGCTTCTGCCGA............................................................................................................................. 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

.........................................................................................................................................................................AGTCCGTGTGGCTCGCAAAGCCGC...................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................GGTCGGCTTAAAGTGAAT.............................................................................. 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

..........................................................................................................................................................CGGCTTAAAGTGAATGGTCC......................................................................... 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

................................................................................................................................................................................................CTAAACAAAGGTCCAGACCCG.................................. 21 0 1 1.00 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

................................................................................................................................................................................................CTAAACAAAGGTCCAGACCCGGAA............................... 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 0 0

..........................................................................................................................................................CGGCTTAAAGTGAATGGTCCGTGTG.................................................................... 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

........................................................................................................................................................................AAGTCCGTGTGGCTCGCAAAGCCGCTA.................................................... 27 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:2550186-2550432 - dme_391 CGTTCACTTTTGCGTCGTTTTCTGT-------------------------------------------------------------------------------------------CGTCGTCGTCG------ACTG-ACTTGTCC----CG-----------C-C-----CC--------------TT------C----GA--------------C---CTGCGCC--C----------------GCACAGAAT-TAATCAATTG-GCTGGGGCTGGTTGGGGCACGGACCGAAGAC----------------------------------------------------------------------------------------------------------------GGCTGACAGAAAGC---------------------AGA--------------------------------------------------------AAACCCGTA-----------------------------------GCCA-AAACCAGCCGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACAAAGTGCTTGTAATTGTAGTGCGAC
droSim2 2r:3414565-3414812 - dsi_32445 CGTTCACTTTTGCGTCGTTTTCTGT-------------------------------------------------------------------------------------------CGTCGTCGTCG------ACTG-ACTTGCCC----CG-----------C-C----CCC--------------TG------C----GA--------------C---CCGCGCC--C----------------GCGCAGAAT-TAATCAATTG-GCTGGGGCTGGTTGGGGCACGGAGCGAAGAC----------------------------------------------------------------------------------------------------------------GGCTGACAGAAAGC---------------------AGA--------------------------------------------------------AAACCCGTA-----------------------------------GCCA-AAACCAGCCGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACAAAGTGCTTGTAATTGTAGTGCGAC
droSec2 scaffold_1:216579-216819 - dse_145 CGTTCACTTTTGCGTCGTTTTCTGT-------------------------------------------------------------------------------------------CGTCGTCGTCG------ACTG-ACTTGCCC----CG-----------C-C----CCC--------------TG------C----GA--------------C---CCGCGCC--C----------------GCACAGAAT-TAATCAATTG-GCTGGGGCTGGTTGGGGCACGGACCGAAGAC----------------------------------------------------------------------------------------------------------------GGCTGACAG----------------------------A--------------------------------------------------------AAGCCCGTA-----------------------------------GCCA-AAACCAGCCGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACAAAGTGCTTGTAATTGTAGTGCGAC
droYak3 2L:15295116-15295357 - dya_1816 CGTTCACTTTTGCGTCGTTTTCTGT-------------------------------------------------------------------------------------------CGTCGTCGTCG------ACTG-ACTTATCC----CG-----------C-T----CCC--------------TG------C----AA--------------C---CCGCTGC--C----------------GTACAGAAT-TAATCAATTG-GCT------GGTTGGGGCACGGACCGAAGAC----------------------------------------------------------------------------------------------------------------GGCAGACAGAAAGC---------------------AGA--------------------------------------------------------AAACCCGTA-----------------------------------GCCA-AAACCAGCCGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGAGCCTTGCGCACAAAGTGCTTGTAATTGTAGTGCGAC
droEre2 scaffold_4929:19995078-

19995319 +
der_1535 CGTTCACTTTTGCGTCGTTTTCTGT-------------------------------------------------------------------------------------------CGTCGTCGTCG------ACTG-ACTTGTCC----CG-----------C-T----CCC--------------TG------C----GA--------------C---CCGCGCC--C----------------GTACAGAAT-TAATCAATTG-GCT------GGTTGGGGCACGGACCGAAGAC----------------------------------------------------------------------------------------------------------------GGCAGACAGAAAGC---------------------AGA--------------------------------------------------------AAACCCGTA-----------------------------------GCCA-AAACCAGCCGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACAAAGTGCTTGTAATTGTAGTGCGAC

droEug1 scf7180000409462:3423796-
3424040 -

CGTTCACTTTTGCGTCGTTTTCTGT----------------------------------------------------------------------------------------------CGTCGTCG------ACTG-ACTCGTCC----GTCCCGTCCCTCAC-A----CTCTG--------------------C--------------------T-------CCCCT------------------TACAGAAT-TAATCAATTG-GCT------GGTTGGGGCACGGACTGGCGAC----------------------------------------------------------------------------------------------------------------TGAAGACAGAAAGC---------------------TGG--------------------------------------------------------AAACCCGTA-----------------------------------GCCAAAAACCAACCGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACAAAGTGCTTATAATTGTAGTGCGAC

droBia1 scf7180000302292:3600977-
3601231 +

CGTTCACTTTTGCGTCGTTTTCTGT----------------------------------------------------------------------------------------------CGTCGTCG------ACTG-ACTTGTCT----CG-----------C-C--------------TCTCTTCTCTGCCCGTCCCCGGCCCGCTCCG-------------GCCCT------------------CGGAGAAT-TAATCAATTG-GCT------GGCTGGGGCACGGACTGGA-----------------------------------------------------------------------------------------------------------------------GACAGAAAGC---------------------AGA--------------------------------------------------------AAACCCGTAGCG------------------------------AAGCCA-AAACCAGCCGAATTTCACTTACCAGGCACACCGAGAGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACGAAGTGCTTGTAGTTGTAGTGCGAC

droTak1 scf7180000413887:52764-
53034 +

CGTTCACTTTTGCGTCGTTTTCTGT----------------------------------------------------------------------------------------------CGTCGTCG------ACCG-ACTCGTCC----CT-----------CTG----CCC----------------------C----GT--------------C---CCGCCCT--C----------------GGACAGAAT-TAATCAATTG-----------GTTGGGGCACGGACTGAAGAC-------------------------------------------------------------------------------TGGAGA---GACTACAGGCTGAAGACGGCAGACAGCAGACAGAAAGC---------------------AGA--------------------------------------------------------AAACCCGTAGCA-----------------------------AAAGCCAAAAACCAGCTGAATTTCACTTACCAGGCACACCGAGAGTTTCGGCAATTTGTTTCCAGGTCTGGGCCTTGCGCACAAAGTGCTTGTAATTGTAGTGCGAC

droEle1 scf7180000491217:467774-
467993 +

CGTTCACTTTTGCGTCGTTTTCTGT----------------------------------------------------------------------------------------------CGTCGTCG------ACTT---TCGTCT----T---------TCGC-T----CCCTG--------------------T--------------------C-------CCCCT------------------TAGAGAAT-TAATCAATTG-ACT------GGTTGGGGCACGGA------------------------------------------------------------------------------------------------------------------------------CAGAAAGC---------------------TGA--------------------------------------------------------AAACCCGTA-----------------------------------GCCAAAAACCAGCCGAATTTCACTTACCAGGCACACCGAGAGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACAAAGTGCTTGTAATTGTAGTGCGAC

droRho1 scf7180000766409:436025-
436252 -

CGTTCACTTTTGCGTCGTTTTCTGT----------------------------------------------------------------------------------------TTCTGTCGTCGTCG------ACGG-ACTTGTCT----T---------TCAC-T----CCCTG--------------------T--------------------C-------CCCCT------------------AACAGAAT-TAATCAATTG-GCT------GGTTGGGGCACGGA------------------------------------------------------------------------------------------------------------------------------CAGAAAGC---------------------TAA--------------------------------------------------------AAACCCGTA-----------------------------------GCCAAAAACCAGCCGAATTTCACTTACCAGGCACACCGAGAGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACAAAGTGCTTATAATTGTAGTGCGAC

droFic1 scf7180000453955:756355-
756579 +

CGTTCACTTTTGCGTCGTTTTCTGT----------------------------------------------------------------------------------------------CGTCGTCG------ACTG-ACTCGTCC----CT-----------C-C----C-------------------------------------------GC---TCAGCCCCCT------------------TACAGAAT-TAATCAATTG-GCT------TGTTGGGGCACGGA------------------------------------------------------------------------------------------------------------------------------CAGAAAGC----------------TGAACAGA--------------------------------------------------------AAACTCGTA-----------------------------------GCCA-AAACCAGCCGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACGAAGTGCTTGTAATTGTAGTGAGAC

droKik1 scf7180000302470:115487-
115743 -

CGTTCACTTTTGCGTCGTTTTCTGTACACT----------TGCTGCCTCTGCCT--CTGC-----------------------CACCGCCTCCGCCACGGCCTCAGTCTCGGCCACTGCCGTCGTCG------ACTC----------------------------------TCTG------------------------------------------GCC----CCCTT------------------TACAGAAT-TAATCAATTG-GCTGT----TGTTGGGGCACGGAC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGCCCGTA-----------------------------------GCCA-AAACCAGACGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACGAAGTGCTTATAATTGTAGTGGGAT

droAna3 scaffold_13266:18464282-
18464385 +

--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A-----------------------------------GCCA-GAGATAGCCGAATTTCACTTACCTGGTACTCCGAGCGTTTCGGCAATCTGCTTCCAGGTCTGGGCCTTGCGCACGAAGTGCTTGTAGTTGTAGTGCGAC

droBip1 scf7180000394114:19842-
20054 +

CGCCT----CA----------------------------------------------------------------------------GCCTCT------------GTCTCAGCCACTGTCGTCGTCG------ACGGCACTCTCCGATGGCT--------CCAC-T----CT-------------ACTG------T--------------------GGCC----CC--------------------TTTTACAAG-CAATCAATTG-CTTGT----TGTTGG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACTCGC----------------------------------GAGCCA-GAGTCAGCCGAATTTCACTTACCAGGTACACCGAGCGTTTCGGCAATCTGCTTCCAGGTCTGTGCCTTGCGCACGAAGTGCTTGTAGTTGTAGTGCGAC

dp5 3:813119-813464 - dps_3846 CGTTCACTTTTGCGTCGTTTTCTGTACACTTACACTTGCTTGCTTTTGCTGCCT--CTGC-----------------------CACCGCCACC------------GTCTCAGCCACTGTCGTCGTCG------GCTA-GCT--------------------CAC-C----CTCTG--------------------T--------------------CGCC----CCTCC------------------TGCAGAAT-TAATCAATTTGGTTGT----TGTTGGGGCAC-------------CAGTCGCGACGTCTCTGCCACATACTATATCTACTGAGATATACCCCAGAGCAGACCGACCTGGACCCGGACTGCGCTGGGAGTCG---------------------------AGTCGGA----------------------------------------------------------------------------------------------------------------------------CCAAGTCG-GA-----ACGAATTTCACTTACCAGGCACTCCGAGTGTTTCGGCGATTTGTTTCCATGTCTGGGCTTTGCGGACAAAGTGTTTGTAGTTGTAGTGCGAT

droPer2 scaffold_2:988955-989300 - dpe_2523 CGTTCACTTTTGCGTCGTTTTCTGTACACTTACACTTGCTTGCTTTTGCTGCCT--CTGC-----------------------CACCGCCACC------------GTCTCAGCCACTGTCGTCGTCG------GCTA-GCT--------------------CAC-C----CTCTG--------------------T--------------------CGCC----CCTCC------------------TGCAGAAT-TAATCAATTTGGTTGT----TGTTGGGGCAC-------------CAGTCGCGACGTCTCTGCCACATACTATATCTACTGAGATATACCCCAGAGCAGACCGACCTGGACCCGGACTGCGCTGGGAGTCG---------------------------AGTCGGA----------------------------------------------------------------------------------------------------------------------------CCAAGTCG-GA-----ACGAATTTCACTTACCAGGCACTCCGAGTGTTTCGGCGATTTGTTTCCATGTCTGGGCTTTGCGGACAAAGTGTTTGTAGTTGTAGTGCGAT
droWil2 scf2_1100000004954:2045934-

2046085 +
AGTTTACTTTTGCGTCGTTTTTTGT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACAAAAT-TAATCAATTT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GGCC------------------------AATAACCAGACA-GA-----GACCATTTAACTTACCAGGCACACCAAGTGTTTCGGCTATTTGCTTCCATGTCTGGGCCTTCCTTACGAAGTGTTTATAATTATAGTGAGAT

droVir3 scaffold_12875:15432397-
15432485 -

-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AATTTCACTTACCGCTAACGCCGAGTGTTTCGGCAATTTGCTTCCAGGTCTGCGCCTTACGCACGAAATGCTTGTAATTGTAATGTGAC

droMoj3 scaffold_6496:8364632-
8365010 +

dmo_3163 CGTTCACTTTTGCGTCGTTT-CTGTACACT----------TGCTTTTGCTGCCCGCCTGCTGCCGACG-------------------------------------------CCCGCTGTCGCTGTCG------ACGA-TGT--------------------CGT-C----GTATGTCGCCTCTGTTGCCAGCCCATTCTGCACCCGTTCCACCCTC---TCT--GCC--TCTTCTCTTGTGTACGAACACAGAATTTAATCAATTT-GCTGCG----------A-------CGA---CGAC-------------------------------------------------------------------------------------------------------------GGC-GCCAG----CTGCCTTAGTTGCCTCCGCGGCCAATAC-------TCAATTTCACTTGCCACACAGCTTATGGGCTGGTTGCACCCTTCGGACACCCGTTTCA----------------------------------CA-ACACTA---AAATTTCACTTACCGCTAACTCCAAGTGTTTCAGCGATTTGCTTCCAAGTCTGCGCCTTACGCACAAAATGCTTATAATTGTAATGTGAG

droGri2 scaffold_15245:12234309-
12234661 -

CGTTCACTTTTGCGTCGTTT-CTGTACACT----------TGCTTTTGCTGCCCGCCTGCTGCCGACGCCCGCTGCAGCCTTCCACCGCTGCTAC------------------TAC---TGCTGCCGCGACGAACGA-TGT--------------------CGC-CGTCTCA---------CTGTTGCTAGCCTGCTCT-----------G-CCCC---TCT--GCC--T----------------ACTTAGAAT-TAATCAATTT-GCTG-------------CAGCGA-------CAGCAGACCC-TCGT---------------------------------------------------------------------------------------------------------------C----------------TCGACTGATACCCACTAACCAATTTCACTTGCTGC---------------------------------------TGCAACATTGAGTGAATTTTTCTGAA----TTTGGCC--------AACAAATTTCACTTACCACTGACGCCGAGGGTTTCGGCGATTTGCTTCCAGGTTTGTGCTTTGCGCACAAAATGCTTGTAATTGTAATGTGAA
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ATGTGCAATTATCGGTAGCAGGATTTGGGAATAGATTTTAAAAATGGCCTGCTACTAGACGACGAACAAGAGCTTGGGACTCCGACTCCAGCTTTTCTTTGTGCGGCTGTGTAATCCACATAAAATGTTATTGAACTCGGACACCGCCAACCGCCGTTGCCGCTAC

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

#
Mismatch

Hit
Count

Total
Norm Total

V144

OSC

SRR065155

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

SRR317117

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

SRR031702

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

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

GSE24545

CS ovary
total
RNA

V127

G2

SRR317111

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

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V136

Male
aged
body

V140

Dessication_female_body
V148

mbn2

SRR317115

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

V139

Cold_female_body

V142

Oxidation_female_body

GSM1528798

follicle
cells

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR341118

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

SRR317116

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

SRX247212

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

AGO1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V141

Heat_female_body

SRR351333

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

SRR298536

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

SRR317113

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

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V093

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

GSM280087

S2cell
(AGO2IP)

AGO2

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRR060650

A1_testes_total

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

SRR298712

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

SRR317112

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

SRR351332

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

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM628272

ago2[414]
ovary
total RNA

V137

Male
aged
head

SRR060643

A2_testes_total

SRR060649

A2_ovaries_FLAG-
Piwi

SRR097867

Drosophila
S2-NP
cells

V073

mbn2

V078

Desiccation,
female head

GSM609237

ago2[414]
ovary
total RNA

SRX247213

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

AGO2

V145

S2-
DRSC

SRR010955

Aub IP in
Ago3
heterozygotes

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V132

ML-
DmD32

V138

Male
cold
body

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR031692

Total
small
RNAs from
Oregon R

SRR031698

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

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR060653

hs-Penelope_
ovaries_total

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
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

SRR341116

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

V077

cold,
female
head

V080

Starvation,
female head

V085

CME
W2
wing
disc

V128

S3

GSM467730

Dmel_r2d2_sRNAseq
GSM385744

OSS_s2

GSM385748

OSS_s6

GSM399106

female
body #2

GSM322543

male head
#1

GSM286602

male body

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR014277

Ovary_rep1_NA_P

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR032093

ago1
knockdown

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR060644

A2_ovaries_total

SRR060645

yw67c23(2)_testes_total

SRR060652

hs-
Penelope_testes_total

SRR341115

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

SRR341117

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

GSM343833

S2R+ cell

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM609223

male, one
day

GSM609224

female,
one day

V134

ML-
DmD8

GSM379054

Flam
Heterozygote

GSM379056

Krimp
Heterozygote

GSM379063

Vasa
Heterozygote

GSM379066

Zuc
Mutant

GSM467729

Dmel_wt_sRNAseq
GSM385821

OSS_s7

GSM399107

male body
#2

SRR010953

Aub
heterozygotes,
oxidized

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR029031

loqs-ORF
knockdown

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR065801

zuc_het(H-
Y)_ovaries

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

SRR097865

Drosophila
S2-NP
cells

SRR097866

Drosophila
S2-NP
cells

GSM609239

IR- 2-
18hr

GSM609235

CMEL1

V015

DreRFHV148h

GSM609227

CMEW1
Cl.8+
cell

GSM609230

CS,ovary,AGO1IP

AGO1
V074

S3

GSM609234

CS Â male
total RNA
Â 

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V126

CME
L1

V131

ML-
DmD16-
c3

V146

S1
cell

GSM180329

adult
bodies
(female
bodies,
male
bodies)

GSM280082

WT
ovaries
(18-29nt)

GSM280088

S2cell
(AGO1IP)

AGO1

GSM379051

Armi
Mutant

GSM379053

Aub
Mutant

GSM379057

Krimp
Mutant

GSM379058

Piwi
Heterozygote

GSM379059

Piwi
Mutant

GSM379064

Vasa
Mutant

GSM385822

OSS_s8

GSM360262

0-2d
pupae

GSM286603

female
body

GSM275691

imaginal
disc

SRR010956

Piwi IP in
Ago3
heterozygotes

SRR010960

wt,
oxidized

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR014275

Ovary_rep1_LK_P

SRR023402

total RNA
extracted
from NLS-
P19 cells

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR031704

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

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

SRR060646

yw67c23(2)_ovaries_total

SRR060648

A2_ovaries_FLAG-
Aub

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

GSM609240

IR+ 2-
18hr

GSM609247

heat
female
head

GSM609219

GM2 cell

GSM343832

S2R+ cell

V022

ML-
DmD32
cell

GSM609249

ML-DmD21
cell

V032

S1
cell

GSM609250

ML-DmD32
cell

V038

Felix
sample
S2
only

GSM371638

S2-NP

GSM609222

ML-DmBG1-
C1

GSM609225

ML-DmBG3-
C2

V079

Oxidation,
female
head

GSM609229

embryo 2-
6hr

GSM609238

embryo
14-24hr

V092

dcr-
2[G31R]
male
total
RNA Â 

V125

ML-
DmD9

V129

ML-
DmBG1-
c1

V130

ML-
DmBG3-
c2

V135

CME
W2
(wing
disc
line)

V147

1182-
4H
cell

.............................................................................................TTTCTTTGTGCGGCTGTGTAAT................................................... 22 0 1 303.00 303 39 0 12 0 15 15 17 13 6 10 4 9 10 6 11 11 0 0 1 6 5 3 2 0 2 4 3 3 0 6 0 3 4 0 2 4 0 0 5 5 2 0 3 3 1 0 1 1 2 0 0 0 1 0 2 1 0 0 3 0 0 2 2 0 1 1 4 2 0 0 1 0 3 0 0 0 1 0 1 1 1 2 2 0 0 1 1 0 0 1 0 0 0 1 0 2 0 0 0 0 0 0 0 0 1 2 0 0 0 0 1 1 0 0 2 1 1 0 1 0 0 1 0 1 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 1 0 0 0 0 0 0 0 0 0 0 1 0 0

.............................................................................................TTTCTTTGTGCGGCTGTGTAA.................................................... 21 0 1 84.00 84 10 0 1 0 1 2 3 4 3 2 1 2 3 1 0 1 0 0 4 3 1 5 2 0 0 0 1 1 0 1 0 2 2 0 0 1 0 0 1 0 2 0 1 1 0 1 0 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 1 0 1 2 0 1 0 0 0 0 0 1 0 1 1 1 0 1 0 0 0 0 0 0 0 1 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 1 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 1 0

.......................................................................GCTTGGGACTCCGACTCCAGC.......................................................................... 21 0 1 22.00 22 0 15 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 2 0 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

.............................................................................................TTTCTTTGTGCGGCTGTGTA..................................................... 20 0 1 20.00 20 4 0 1 0 0 0 0 1 0 0 1 1 3 0 0 0 0 0 1 0 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 0 0 0 0 0 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TTTCTTTGTGCGGCTGTGTAATT.................................................. 23 1 1 12.00 12 1 0 0 0 2 0 0 0 0 1 1 1 1 0 0 0 0 0 0 0 0 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TTTCTTTGTGCGGCTGTGT...................................................... 19 0 1 11.00 11 2 0 0 0 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 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................AACAAGAGCTTGGGACTCCGAC................................................................................ 22 0 1 9.00 9 0 3 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

.................................................................................................TTTGTGCGGCTGTGTAATCC................................................. 20 0 1 8.00 8 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................TTTTCTTTGTGCGGCTGTGTAA.................................................... 22 0 1 8.00 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................TTTGTGCGGCTGTGTAATCCAC............................................... 22 0 1 8.00 8 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 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

...........................................ATGGCCTGCTACTAGAC.......................................................................................................... 17 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

.............................................................................................TTTCTTTGTGCGGCTGTGTAAA................................................... 22 1 1 5.00 5 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................TTTGGGAATAGATTTTAAAAATGGCC..................................................................................................................... 26 0 1 5.00 5 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................TCCACATAAAATGTTATTGAACTCGGA......................... 27 0 1 5.00 5 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................TTCTTTGTGCGGCTGTGTAAT................................................... 21 0 1 5.00 5 0 0 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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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..........................................................................................GCTTTTCTTTGTGCGGCTGTG....................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........TTATCGGTAGCAGGATTTGGG......................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0
...........................................................................................................................................GACACCGCCAACCGCCGTTGC...... 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
.........TATCGGTAGCAGGATTTGGGAATA..................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................ACTAGACGACGAACAAGAGCTTGGGA....................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................TTATTGAACTCGGACACCGCCAACC.............. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................CTTTTCTTTGTGCGGCTGTGTAATCCAC............................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................GACGAACAAGAGCTTGGGACTCCGAC................................................................................ 26 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 0 0 0 0
.....................................................ACTAGACGACGAACAAGAGCTTGGGAC...................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................TCCACATAAAATGTTATTGAACTCGGAC........................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................AAAATGTTATTGAACTCGGACAATC.................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................TTTCTTTGTGCGGCTGTGTAAAT.................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................................CACCGCCAACCGCCGTTGCC..... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................TCTTTGTGCGGCTGTGTA..................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................TTTTCTTTGTGCGGCTGTGT...................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................TCCACATAAAATGTTATTGAACTC............................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................TTGTGCGGCTGTGTAATCCACAT............................................. 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 0 0 0 0
...........TCGGTAGCAGGATTTGGGAAT...................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................CTTTGTGCGGCTGTGTAATCC................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............TAGCAGGATTTGGGAATAG.................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................CTAGACGACGAACAAGAGCTTGGGA....................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........TTATCGGTAGCAGGATTTGGGA........................................................................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................TGGCCTGCTACTAGACGACGAACA.................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................TAGATTTTAAAAATGGCCTGCTAC............................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................AGACGACGAACAAGAGCT............................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................AAAATGTTATTGAACTCGGACACCGCC.................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................AGCAGGATTTGGGAATAGA................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................TTGGGAATAGATTTTAAAAAT......................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 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

TACACGTTAATAGCCATCGTCCTAAACCCTTATCTAAAATTTTTACCGGACGATGATCTGCTGCTTGTTCTCGAACCCTGAGGCTGAGGTCGAAAAGAAACACGCCGACACATTAGGTGTATTTTACAATAACTTGAGCCTGTGGCGGTTGGCGGCAACGGCGATG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR031702

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

SRR031704

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

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR298536

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

SRR341116

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

GSM609222

ML-DmBG1-
C1

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609225

ML-DmBG3-
C2

SRX247213

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

AGO2

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM467731

Dmel_loq_sRNAseq

SRR023402

total RNA
extracted
from NLS-
P19 cells

SRR032094

ago2
knockdown

SRR298537

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

V125

ML-
DmD9

V148

mbn2

SRR031692

Total
small
RNAs from
Oregon R

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM628272

ago2[414]
ovary
total RNA

GSE24545

CS ovary
total
RNA

V008

S2-
DRSC

V015

DreRFHV148h

GSM286602

male body

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR351333

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

GSM467729

Dmel_wt_sRNAseq

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR014273

Ovary_rep1_Har_P

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

SRR341117

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

V014

DTT
8h

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V133

Sg4

V137

Male
aged
head

V141

Heat_female_body

V147

1182-
4H
cell

V077

cold,
female
head

SRR010959

Ago3 IP in
heterozygotes

AGO3

V091

fGS/OSS
total
Â 

GSM609217

MLDmD20c5

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR029029

dcr-1
knockdown

V074

S3

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609219

GM2 cell

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V086

female
body,
aged

SRR023400

total RNA
extracted
from P19
cells

SRR031698

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

GSM399101

kc167
cell

GSM609239

IR- 2-
18hr

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR014282

Ovary_rep1_wK_P

V092

dcr-
2[G31R]
male
total
RNA Â 

V036

ML-
DmD20c5
cell

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V128

S3

SRR001349

heterozygous_dcr-
2_untreated

GSM609238

embryo
14-24hr

GSM609227

CMEW1
Cl.8+
cell

V037

Felix
sample
+mirtrons

GSM609234

CS Â male
total RNA
Â 

V145

S2-
DRSC

SRR317117

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

GSM609240

IR+ 2-
18hr

V031

GM2
cell

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR014277

Ovary_rep1_NA_P

GSM280088

S2cell
(AGO1IP)

AGO1

GSM286613

0-1hr #1
(A)

SRR010953

Aub
heterozygotes,
oxidized

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

V079

Oxidation,
female
head

GSM609224

female,
one day

V134

ML-
DmD8

V136

Male
aged
body

.....................................................................CTCGAACCCTGAGGCTGAGGT............................................................................ 21 0 1 3.00 3 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................TTGAGGCTGAGGTCGAAAAGAAAC................................................................. 24 1 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

....CGTTAATAGCCATCGTCCTAA............................................................................................................................................. 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

..............................................CGGACGATGATCTGCTGCTTG................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................CGTCCTAAACCCTTATCTAAA................................................................................................................................ 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

.......................................................................................GGTCGAAAAGAAACACGCCGA.......................................................... 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 0 0 0 0 0 0 0 0

..................................................................................GCTGAGGTCGAAAAGAAACAC............................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................GGTGTATTTTACAATAACTTG.............................. 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

........................................................................................................................ATTTTACAATAACTTGAGCCT......................... 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

.............CCATCGTCCTAAACCCTTATC.................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................GGTCGAAAAGAAACACGCC............................................................ 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

..................................................CGATGATCTGCTGCTTGTTCT............................................................................................... 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

.....................................................................CTCGAACCCTGAGGCTGAGGTCG.......................................................................... 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

.............................................CCGGACGATGATCTGCTGCTT.................................................................................................... 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

......................................................................................................................................TGAGCCTGTGGCGGTTGGCGGCAA........ 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

..................................................................................................................AGGTGTATTTTACAATAACTT............................... 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

...........................................................................CCCTGAGGCTGAGGTCGAAAA...................................................................... 21 0 1 1.00 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

............................................................................................................................TACAATAACTTGAGCCTG........................ 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

.............................................................................................AAAGAAACACGCCGACACATTAG.................................................. 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

.......................................................ATCTGCTGCTTGTTCTCGAAC.......................................................................................... 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

..........................................................................ACCCTGAGGCTGAGGTCGAAA....................................................................... 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

.................................................................................................................................AAACTTGAGCCTGTGGCGGTTG............... 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

........................................................TCTGCTGCTTGTTCTCGAACC......................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................CGCCGACACATTAGGTGTATT........................................... 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

............................................ACCGGACGATGATCTGCTGCT..................................................................................................... 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

...............................................................................GAGGCTGAGGTCGAAAAGAAACACGC............................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................TGCTTGTTCTCGAACCCTGAGGCTGA............................................................................... 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

............................................CCCGGACGATGATCTGCTGCT..................................................................................................... 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

.........................................................................................................................................ACCTGTGGCGGTTGGCGGCAAC....... 22 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

..........................................................................................CGAAAAGAAACACGCCGACACA...................................................... 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

..............................................................................TGAGGCTGAGGTCGAAAAGAA................................................................... 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

..................................................AGATGATCTGCTGCTTGTTCT............................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................CACGCCGACACATTAGGTGTA............................................. 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chrX:1272421-1272587 + dme_231 AAT-------------------------GT----G--------------------------------------------------CAATTAT---------------------------------------------CGGTAGCAGGA---------------------------------TTTGGGAATAGATT---TTAAA-----------------------------AATGGCC-------------------------T-----------------------------------------------GC---------------------------------------------------TAC----------T-AGACGACGA---------A-CAAGAGCTT-GGGACTCCG-AC-TCC-AGCTTTTCTTTGTGCGGCTGTGTAAT--CCACA-----------------------------------TAAAATGTTATTGAACTCGGACA-CCGCCAA-CCGCCG--------------------TTGCCGC-------TAC--
droSim2 x:1151507-1151708 + AAT-------------------------GT----TAAAGA-G----------------------------AGAAA-CCCAATGTGCAATTATCGGTAGTTGA-------------------------------GAATCGGTAGCAAGA---------------------------------GTTGGGAATAGATT---TAAAA-----------------------------AATGGCC-------------------------T-----------------------------------------------TC---------------------------------------------------TAC----------T-GGACGACGA---------AACAAGAGCTT-GGGACTCCG-AC-TCC-AGCTTTCCTTTGTGCGGCTGTGTAAT--CCACA-----------------------------------TAAAATGTTATTGAACTCGGACT-CCGCCAA-CCGCCG--------------------TTGCCGC-------TAT--
droSec2 scaffold_10:1095885-

1096086 +
AAT-------------------------GT----TAAAGA-G----------------------------AGAAA-CCCAATGTGCAATTATCGGTAGTTGA-------------------------------GAATCGGTAGCAAGA---------------------------------GTTGGGAATAGATT---TAAAA-----------------------------AATGGCC-------------------------T-----------------------------------------------TC---------------------------------------------------TAC----------T-GGACGACGA---------AACAAGAGCTT-GGGACTCCG-AC-TCC-AGCTTTCCTTTGTGCGGCTGTGAAAT--CCACA-----------------------------------TAAAATGTTATTGAACTCGGACT-CCGCCAA-CCGCCG--------------------TTGCCGC-------TAT--

droYak3 X:1180453-1180665 + AAT-------------------------GT----G--------------------------------------------------CAATTATCGGTAGTTGA-------------------------------GAAACGGTAGCAGGA---------------------------------CT---GAATAGATT---TTTAA-----------------------------AACCACAA------------------------------------------------------------------------GCCCG------------------------------------------------TAC----------TAGAAGGACGAACGGACGAAATCAGGAGCTT-GGATCCACG-AC-TCC-AGCTTCCCTTTGTGCGGCTGTGTCAT--CCAAA-----------------------------------TAAAATGTTTTTGAACTCGGACTCCCGCCAA-CCGCCAACGGCCAACCGCCGCCGCCGTCGCCGC-------TAT--
droEre2 scaffold_4644:1256503-

1256673 +
AAT-------------------------GT----G--------------------------------------------------CAATTAT---------------------------------------------CGGTAGCAGGA---------------------------------CT---GAATAGATT---TCTAA-----------------------------AATCGCCCGCC---------------------C-----------------------------------------------CC---------------------------------------------------TAC----------TAGGAGGACGA---------AACTAGAGGTT-GGGCCTACG-AC-TCC-AGCTTCCCTTTGTGCGGCTGTGTAAT--CCACA-----------------------------------TAAAATGTTATTGAACTCAGACTCCCGCCAA-CCGCCG--------------------TTGCCGC-------TAT--

droEug1 scf7180000408973:94927-
95201 -

AAT-------------------------T-----GAAACATGTTTT-----------TCAATATCGATGTAATAT-CCGAGTATGCTTTTTTTAATAGATGC---------------------------------AACTGTTGCATGAACAATAAGTTAGCATCCTGTGGCCGCTCGGAAAGTAGAACTTAAATTTCTTTAAAATTATGCTATTGCAAGCCTACCTTAACCACCTTAACTGAA-------------------------------------------------------------------------------------------------------------------------------------ATAGGATCGACCA---------A-CA--AACTTTTATACTCTG-AC-ATC-AGCTTCCCTTTGTGTGGCTGTGTAAT--CTAAA-----------------------------------TAGAGT----TTAAATTCGGACGACCGCCA-GCT---G--------------------TTACCGC-------TTT--

droBia1 scf7180000301760:3843539-
3843808 +

AACAAATGCAGGCACAAGTGGTCCTGCTGCCGTTTATAAA-A---TTCATAAGTAAAACTGGAAAGATGTAACATTGCAAATGTAGTTTTTCGAAGAAGTGCAATTTGGTAGACAGCTAGGAGAACCCCTTCCAAAACGGTGGCAGGA---------------------------------CT---GACTAGCTT---CTTAG-----------------------------CC----------------------------------------------------------------------------------------------------------------------------------------------------------------------CAAACACTC--GAACTCCGGAC-CCC-AGCTTCCCTTTGTGCGGCTGTGC-AT--CTGCA-----------------------------------TAGAATGTTTTTGAATTCGGACGCCCGCCG-GCC---G-----------TTGCCGCTGCCGCCGC-------TATAT

droTak1 scf7180000415139:16182-
16295 -

AA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AACAGCTT---TTAAA-----------------------------CTTTAAACGAT------------------------------------------------------------------------------------------------------------------------------------------------------------------ATTA-GGATCCCCG-AC-TTC-CGCTTTCCTCTGTGCGGCTGTGTGATAACTAAA-----------------------------------TAAAGTGTTTTTT----GGAATGTTTGGAA-CCT-ATG--------------------TTTCC--------------

droEle1 scf7180000490996:93247-
93332 +

A-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTCTG-AC-TCC-AGCTTTCCTTTGTGCGGCTGTGTAAT--CTTAA-----------------------------------TAAAATGTTTTTTATTACGAACGCCCGCCA-GCC---A--------------------TTACCGC-------TAC--

droRho1 scf7180000778087:83659-
83834 +

AAT-------------------------GT----GCAATTCGATTC-----------C------------------------------------------AA-------------------------------AAAACGACGGCAGCA---------------------------------CT---GAATAGCCT---TTAAA-----------------------------CCTTGAACGAC---------------------A-------------------------------------------------------------------------------------------------------------CTTTTTGAACGACAA---------A-CC--AGCTTTTGAACTACG-AG-TCC-AGCTTTCTTTTGTGCGACTGTGTAAT--CTAAA-----------------------------------TAAAATGTTTTTTATTACGAACGCCCGCCA-GCC---G--------------------TTAACGC-------TAC--

droFic1 scf7180000454072:1841888-
1842075 -

GAT-------------------------GCCGTTTTAAGA-G----------------------------TTTAA-------ATACACTCAT-----------------------------------------AAAACGGTAGCAGGA---------------------------------TT---GAACAGCTT---TTAAA------------------------------CCAACC-------------------------A-----------------------------------------------ACTAG-----------TG--------------------------------------------ATTTTCGATCGACGA---------A----AAGCTTCTGAACTCCG-AC-TCC-AGCTTCCCCTTGTGCGGCTGTGTCAT--CTAAA-----------------------------------TCACTTGTTTTTGAACTCGGACGCCCGCCA-GCC---G--------------------TTACCGC-------TAT--

droAna3 scaffold_13117:1851086-
1851378 -

TAT-------------------------TT----GAAATT-G----------------------------AGA-----------GCATTTTCCGCAAGT-G--------------------------------GAAA------------------------------------------------------------------------------------------------------CTACAAATTATAAGTTTAGCCTGCCCTAGGGACTATTTTATTGTATCCAAATCCGAAAACATTTTCGGGCTAATTCTGTATCTGAACTCTGAACTCCGCGTAGAAACCCAAAGATTAAAGACCCGCTGCTGAATGCT-----------TCCTGGAC----------------GAACTCCG-ACCTCT-CGGCTTCCTTTGTGCGGCTGTGTAAT--CTAAGAA----------AAAGCAAAAATT--GAAAAAAGAAAAACAGTTTT------CGAAAGCCCGTCA-GCCGTCG--------------------CT---GCTATTCGCTTC--

droBip1 scf7180000396425:212101-
212349 +

ACC-------------------------GC--------------------------------------------------------A-TTTTCTGCAGGTG--------------------------------GAAA------------------------------------------------------------------------------------------------------CTATAA----TAGGTTTAGCTTGCCCTATGGAATAGTTTATTCTATCCAA-----------------------TTCTGTTC-------TTGAATTCCGCATAGAAACCCAAAGATTTAAGACCCGTTGCTGAATGCT-----------TCCTGGAC----------------GAACTCCG-AC-CCCTCGGCCTCCTTTGTGCGGCTGTGTAAT--CTAAGAAACACACAAAAAAAACTAAAATTTGGAAAAAAGATAAACAGTTTT------CGAAAGCCCGTCA-GCCGTCG--------------------CT---GC------------
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ATGTGTATCTATATATGTATCTATAAAGTGTCCAGAGTTGTCAAGCGTCAGTAAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCCCGCAAAATAATCAAAATACACCCCCACAATCGCATTTACTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCCATCGAATTGAAGACATTGACCCAGTGATTAGTGATATTAA

**************************************************.((((((((((((.(((..((((((.((((((((((..........((............................))..........))))))))))))).)))...))).)))))))))))).**************************************************
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.................................................................TGTTGCACGACGAGACAGTTT........................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................TCAGCTGTCTCTCGTTGTTTTCGA................................................................ 24 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................TGTCCAGAGTTGTCAAGCGTCAGT............................................................................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................TTTACTACTCAGCTGTCTCTCGTTGT...................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................CAGTTGCTAAACCCCCGCAAAA........................................................................................................................... 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

...................................................................................................................................TACTACTCAGCTGTCTCTCGTTGT...................................................................... 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 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................TTCGATTTCGGGATCTTGA.................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................CTGTCTCTCGTTGTTTTCG................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................CCACAATCGCATTTACTACTCAGC................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................TGTTGCACGACGAGACAGTTA........................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................TGTCAAGCGTCAGTAAGATC....................................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................AGCTGTCTCTCGTTGTTTTCGA................................................................ 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

..........................................................................................................................................CAGCTGTCTCTCGTTGTTTTCGATT.............................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................GCACGACGAGACAGTTGC.......................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................TCAGCTGTCTCTCGTTGTTTTCT................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................TAAAGTGTCCAGAGTTGTCA...................................................................................................................................................................................... 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 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................GTTGCACGACGAGACAGTTGCT......................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................TACTACTCAGCTGTCTCTCGTTGTTTTC.................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

TACACATAGATATATACATAGATATTTCACAGGTCTCAACAGTTCGCAGTCATTCTAGAGCCCAAACAACGTGCTGCTCTGTCAACGATTTGGGGGCGTTTTATTAGTTTTATGTGGGGGTGTTAGCGTAAATGATGAGTCGACAGAGAGCAACAAAAGCTAAAGCCCTAGAACTGTTGCTGCGGTAGCTTAACTTCTGTAACTGGGTCACTAATCACTATAATT

**************************************************.((((((((((((.(((..((((((.((((((((((..........((............................))..........))))))))))))).)))...))).)))))))))))).**************************************************
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..................................................................CAACGTGCTGCTCTGTCAACG.......................................................................................................................................... 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
.....................................................................CGTGCTGCTCTGTCAACGATT....................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................................................................................TAACTTCTGTAACTGGGT................. 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 0 0 0
..........................................................................................................................................................................................AGCTTAACTTCTGTAACTGGGT................. 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
......................................................................GTGCTGCTCTGTCAACGATTT...................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................AAAGTTTTATGTGGGGGTG....................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................................................................................CCCTAGAACTGTTGCTGCGGTAGCTT.................................. 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
......................................................................................ATGTTGGGGGCGTTTTATTA....................................................................................................................... 20 3 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:6216925-6217149 + dme_373 ATGTGTA----------TCTAT-AT-----A-------TGTAT------------------------CTAT---------------AA------AGTGTCCAG-------------AGTTGT-----------------------CAAGCGTC-AGTAAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCCC------------------------------------------------------------------------------GCAA---AATAA--TCA--------------AAA--TACACCCCCACAATCGCATTT--ACTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC--ATCG--A-----------------------------------------------------------------------ATTGAAGACATTGACCCAG--------------TGATTA-----GTGATA---------TTAA
droSim2 3r:14862265-14862489 - dsi_32455 ATGTGTA----------TCTAT-AT-----A-------TGTAT------------------------CTAT---------------AA------AGTGTCCAG-------------AGTTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCCC------------------------------------------------------------------------------GCAA---AATAA--TCA--------------AAA--TACACCCCCACAACCCCATTT--AGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC--ATCG--A-----------------------------------------------------------------------ATTGAAGACATTGACCCAG--------------TGATTA-----GTTATA---------TTAA
droSec2 scaffold_0:15728309-

15728533 -
dse_1842 ATGTGTA----------TCTAT-AT-----A-------TGTAT------------------------CTAT---------------AA------AGTGTCCAG-------------AGTTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGATAAACCCCC------------------------------------------------------------------------------GCAA---AATAA--TCA--------------AAA--TACACCCCCACAACCCCATTT--AGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC--ATCG--A-----------------------------------------------------------------------ATTGAAGACATTGACCCAG--------------TGATTA-----GTTATA---------TTAA

droYak3 3R:10242680-10242915 + dya_1794 ATGTGTACCCATGTACAAGTAT-AT-----A-------TGTAT------------------------CTAT---------------AA------AGTGTCCAG-------------AGTTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCCC--A---------------------------------------------------------------------------GCAA---AACAA--TCA--------------AAA--TACACCCCCACAACCCCATTT--AGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC--ATCG--A-----------------------------------------------------------------------ATTGAAGACATTGACCCAG--------------TGATTA-----GTGATA---------TTAA
droEre2 scaffold_4770:15403301-

15403535 -
der_1519 ATGTGTA----------CCTAT-AT-----ATGTATCTTGTAT------------------------CTAT---------------AA------AGTGTCCAG-------------AGTTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCGCC-CC---------------------------------------------------------------------------GCAA---AACAA--TTA--------------AAAAATACACCC-CGCAACCCCATTT--AGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC--ATCG--A-----------------------------------------------------------------------ATTGAAGACATTGACCCAG--------------TGATTA-----GTGATA---------TTAA

droEug1 scf7180000409692:687963-
688195 +

ATGTGTA----------TCTAT-------------------AT------------------------CTAT---------------CA------AGTGTCCAG-------------AGTTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAATCCCC-CTTTG-----------------------------------------------------T-----AT---A-------AAAA---AACAA--ACA--------------ATC--TACACC--CACAACCCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGAT--ATCA--A-ACTT---------------------------------------------------------------TGATCTGAAGACCCTGACCCAG--------------TGATTA-----GTGATA---------TTTA

droBia1 scf7180000302402:8304620-
8304856 +

ATGTGTG--------------T-AT-----C-------TGTAT------------------------CTAT---------------CA------AGTGTCCAG-------------AGTTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAGCCCC-CCTC--CG----------------------------------------------AG-----GACAGA--A----------AAAAAA------CA--------------AAA--GACCCACCCACAACCCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC--TTCG--A---TT---------------------------------------------------------------CGATCCGAAGACCCTGACCCAG--------------TGATTA-----GTGATA---------TTGA

droTak1 scf7180000415380:1425635-
1425858 -

ATGTGTA----------TCTAT-------------------AT------------------------CTAT---------------CA------AGTGTCCAG-------------AGTTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAGCCCC--C---------------------------------------------------------------------------ACAAGAAAA------CA--------------AAAACTACACC--CACAACCCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC--ATCG--A---TT---------------------------------------------------------------TGATGTGAAGACCCTGACCCAG--------------TGATTA-----GTGATA---------TTTA

droEle1 scf7180000490995:524589-
524803 -

ATGTGTA----------T-------------------------------------------------CTAT---------------CA------AGTGTCCAG-------------AGTTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAATCCCC------------------------------------------------------------------------------ACGAGAAAA------CA--------------AAA--TACACC--CACAACCCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCA--GTCG--A-----------------------------------------------------------------------TCTGAAGACCATGACCCAG--------------TGATTAATGGAGTGATA---------ATTA

droRho1 scf7180000777158:35501-
35710 -

ATGTGTA----------T-------------------------------------------------CTAT---------------CA------AGTGTCCAG-------------AGTTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAATCCCC------------------------------------------------------------------------------ACGAGAAAA------CA--------------AAA--TACACC--CACAACCCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC--ATCG--A-----------------------------------------------------------------------TCTGAAGACCCTGACCCAG--------------TGATAA-----GTGATA---------CTTA

droFic1 scf7180000453800:2293368-
2293580 +

ATGTGTA----------T-------------------------------------------------CTAT---------------CA------AGTGTCCAG-------------AGTTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCTC-CC---------------------------------------------------------------------------ACAAGAAAA------CA--------------GAA--TACACCCACA-AACCCCATTT--AATACTCAACTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCA--ATCG--A-----------------------------------------------------------------------TTTGAAGACCCTGACCCAG--------------TGATTA-----GTGATA---------TTTA

droKik1 scf7180000302475:1404666-
1404904 +

AGCCGC---------------C-AT-----G-------TGTAT------------------------CCAG---------------CA------AGTGTCCAG-------------AGTTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAGCCCCT-CC---ACA----------------------------------------------TG-------------------------GAAAA------CAAAAATAATAAAATATAA--TACTCCCC-CCAACCCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGCC--TAC---AGA------------------------------------------------------------------CGATCTAAAGACCCTGACCCAG--------------TGATTA-----GTGTTA---------TTTA

droAna3 scaffold_13340:938685-
938923 +

dan_4037 ATGTGTA----------CCTTCAAT-----C-------TGTAT------------------------CCACAAGATACAGAT----AC------AGTGCCT-----------------GTGT-----------------------CCAGCGCC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCTC-CT----------------------------------------------------GGGGG-----AGCCCGTAAAAACAAAAG---ACAA--ACA--------------GCC--CACT--CCCAGAAAT-ACTAT--AATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGGCGCATCATCG--A-----------------------------------------------------------------------TAT-------------AAG--------------TGATTT-----CTTTTC---------TTCG

droBip1 scf7180000394085:58816-
59016 -

ATGTGTA----------TCC-------------------------------------------------ACAAG------------ATAGTGCCCGTGTCCAG-------------CG-TGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAGCCTCC--C----------------------------------------------------GGGGG-----AGG--G-------GAAA---AACAA--ACA--------------GCC--CACT--CCCAGAAAA-GCTTC--CATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGGCGCA---TCC--A-CCATTA----------------------------------------------------------------------------------------------------------------------------CGA

dp5 2:7251677-7252027 - dps_3825 ATATATA----------TGTAT-AT-----ATG-----TGTGTGTGTGCGAGAGAGTGTACGAGAGTATAT---------------CT------AATCTATAG-------------AGTTTT-----------------C-----CATGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTCCAGACCCACC---TCTTTCCCAGCAGACGCCATTGTGATGATGTTGTTGATGATGATGATGAGGAGGAGGAGAGA--A----------GG---A--GGAG-G--------------AGG--G--------CTTATCCACTTG--CAAACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGCC--ATTA--A-CCATTG----------------------------GAACCACTACGAATACAAATATATATACATTTGTGAT-----------CCCCCAGTGATCGCCC---------TA-----GTGATCCCCCAGTGACCAA
droPer2 scaffold_0:1112279-

1112621 -
dpe_2479 ATATATA----------TATAT-AT-----A-------TGTGTGTGTGCGAGAGAGTGTACGAGAGTATAT---------------CT------AATCTATAG-------------AGTTTT-----------------C-----CATGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTCCAGACCCACC---TCTTTCCCAGCAGACGCCATTGTGAT------GTTGATGATGATGATGAGGAGGAGGAGAGA--A----------GG---A--GGAG-G--------------AGG--G--------CTTATCCACTTG--CAAACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGCC--ATTA--A-CCATTG----------------------------GAACCACTACGAATACGAATATATATACATTTGTGAT-----------CCCCCAGTGATCGCCC---------TA-----GTGATCCCCCAGTGACCAA

droWil2 scf2_1100000004902:91564-

91759 -

dwi_5414 ATATATA----------TTTGA-TTATTCTT---------------------------------------------------------------TG-----TG-------------TGTTGC-----------------------CAAGCGTCCTATAAGATCTCGGGTTTGTTGCACGATGAGACAGCCGCTAAACCCCC-CCTTG--------------------------------------------------CCAC-----ACCCTCTT--TGCA-ATG---GTAA--ATA--------------CCT--CCCT--TTCGAAATT-GTTATTATTTATGCCGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTATTTACGA--------------------------------------------------------------------------------------------------CCCAG--------------TG----------------------------

droVir3 scaffold_13047:936843-
937029 -

dvi_125 -TATAC-----------------AT-----A-------TAAAT------------------------CAAG---------------GG------AGTGC---T-------------GGTTGAG----------------------AGACAATG-TGTGAGATCTCGGGTTTGTTGCACGACGAGGCAGCTGCTCCAAATG--------------------------------------------------------------------------------CCA---AATA------------------------------------------TTCA--AATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTTGCGACAACGTG--ATCCCAA-CCA---TC------------------------------------------------------------------CCGGCCGTGACCCAG--------------TGATAA-----GCAA---------------

droMoj3 scaffold_6540:4939653-
4939874 -

dmo_129 GTATATA----------TATGT-AT-----A-------TGTAT------------------------ATGTAATATTCCTGAACAAGG------AGTGT---G-------------GGTTGTG----------------------CAAAAATA-TGTGAGATCTCGGGTTTGTTGCACGACGAGGCAGCTGCTCCACATAC--C------------------------------------------------------------------------------A----------------------------------------------A-ACTCA--AATATGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTTAAGACGACGTGAC--CCCAG-CCA---CT----------------------------------------------------------------------------CCCAGTGATAAGCAACAAGTGATTA-----GTGATT----AGTGATTAG

droGri2 scaffold_14906:5355374-
5355646 +

dgr_461 ATATATA----------TATAT-AT-----ATA-----TGTAT------------------------ATATATTGTT--------AGG------AGTGT---GCATGTAATTGGCTGGTTGAGATATATATATATATATATATGTATATATAT-TGTGAGATCTCGGGTTTGTTGCACGACGTGGCAGCTGCTCCAAATGCAA------------------------------------------------------------------------------------------------------------------------------AAACTCG--AAAACGCAGCTGTCTCTCGATGTTTTCGATTTCGGGATCTTGTCATCGGCGTGAC--CTCAA-CCA---ACCAAACTAATCAACTAATCAACCAATCAAACCA-----------------------------AT----CGGCCATGACCCAG--------------TGATAA-----GTGATA---------T---
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...............................................................TGGGATAAGTAAGTTACATTGC...................................................................................................... 22 0 1 220.00 220 25 11 11 7 7 6 10 7 7 9 3 2 2 7 4 3 6 2 2 5 2 4 4 5 3 3 0 3 0 0 2 3 4 4 0 1 0 1 2 0 0 1 3 1 0 2 1 0 2 0 3 2 1 0 1 0 1 2 2 1 0 1 0 2 2 2 1 1 1 0 0 0 0 0 0 1 0 1 1 0 1 1 0 0 0 0 0 0 1 0 0 0 1 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

.............................................................CCTGGGATAAGTAAGTTACATT........................................................................................................ 22 0 1 95.00 95 21 10 12 5 7 9 2 1 3 0 6 2 1 0 1 0 0 1 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 1 0 0 0 0 1 0 0 1 1 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 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

...............................................................TGGGATAAGTAAGTTACATTG....................................................................................................... 21 0 1 58.00 58 7 2 6 6 4 3 1 1 1 1 2 0 2 0 0 0 1 4 0 0 2 0 1 1 1 0 0 1 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 1 0 0 1 0 0 1 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 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

...............................................................TGGGATAAGTAAGTTACATTGCA..................................................................................................... 23 0 1 9.00 9 0 0 0 0 1 0 0 0 1 0 0 0 2 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................CCTGGGATAAGTAAGTTACAT......................................................................................................... 21 0 1 8.00 8 2 0 1 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................GCCTGGGATAAGTAAGTTACAT......................................................................................................... 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 0 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 0 0 0 0 0 0 0 0 0

..............................................................CTGGGATAAGTAAGTTACATTG....................................................................................................... 22 0 1 3.00 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ACCGAACAGTGCCTGGGATAAGT.................................................................................................................. 23 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................GCCTGGGATAAGTAAGTTACA.......................................................................................................... 21 0 1 3.00 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ACCGAACAGTGCCTGGGATAAG................................................................................................................... 22 0 1 3.00 3 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................CCTGGGATAAGTAAGTTACA.......................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................TTGCCTACTTATCGCGCGCACT......................................................... 22 0 1 2.00 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................CTACTTATCGCGCGCACT......................................................... 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 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

.......................................................ACAGTGCCTGGGATAAGTAAGT.............................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................AAGTGTTGCCTACTTATCGCGCG............................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................AACCGAACAGTGCCTGGGATAAGTA................................................................................................................. 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

................................................................................................................CTACTTATCGCGCGCACTGTTC..................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................AACAGTGCCTGGGATAAGTAAGTA............................................................................................................. 24 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................AACAGTGCCTGGGATAAGTA................................................................................................................. 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 0 0 0 0

..................................................ACCGAACAGTGCCTGGGATAAGTAAGT.............................................................................................................. 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 0 0 0 0

..........................................................................................................TGTTGCCTACTTATCGCGCGC............................................................ 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

...............................................................TGGGATAAGTAAGTTACATTGCATC................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................ACAGTGCCTGGGATAAGTAAGTTACAT......................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...GACATTGCAGGAACAAACAACGGAGT.............................................................................................................................................................. 26 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
AATGACATTGCAGGAACAAACAACGGA................................................................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................CGAACAGTGCCTGGGATAAGTAAGT.............................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............AACAAACAACGGAGGCATTTCATAAGT.................................................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................TACTTATCGCGCGCACTGTTCG.................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................TACATTGCAAAAAGGATAATTTCAAAAAG................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................TAAGTTAATTTGTAACCGAACAGTGCC............................................................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................TACATTGCAAAAAGGATAATTTCAAAA................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........CAGGAACAAACAACGGAGGCAT........................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................TTGCCTACTTATCGCGCGCAC.......................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................ACCGAACAGTGCCTGGGATAAGTA................................................................................................................. 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 0 0 0 0
....................................................................TAAGTAAGTTACATTGCAAAAAGGATAAA.......................................................................................... 29 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................TGTTGCCTACTTATCGCGCGCT........................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................................................TAGCAAACGAGCTCGCAT........... 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 0 0 0 0 0 0 0 0 0 0
.......................................................ACAGTGCCTGGGATAAGTAAGTTAC........................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................AGTGTTGCCTACTTATCGCGCGT............................................................ 23 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
.........................................................AGTGCCTGGGATAAGTAAGTTA............................................................................................................ 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
...............................................................TGGGATAAGTAAGTTACATTT....................................................................................................... 21 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 0 0 0 0 0 0 0 0 0 0 0
..................................................ACCGAACAGTGCCTGGGATAA.................................................................................................................... 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
...........AGGAACAAACAACGGAGGCATTTCA....................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................TTGCCTACTTATCGCGCGCACA......................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................TGTTGCCTACTTATCGCGCGCA........................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................................TATTTTACAAACGCTTAGT............................... 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 0 0 0 0 0 0
........TGCAGGAACAAACAACGGAGGCATT.......................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................TAAGTTACATTGCAAAAAGGATA............................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................TGGGATAAGTAAGTTACATTGCAAA................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................AACAGTGCCTGGGATAAG................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......TTGCAGGAACAAACAACGGAGGCATT.......................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................TGGGATAAGTAAGTTACATTGG...................................................................................................... 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
...............................................................TGGGATAAGTAAGTTACATTGATC.................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................TCAAAAAGTGTTGCCTACTT..................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 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

TTACTGTAACGTCCTTGTTTGTTGCCTCCGTAAAGTATTCAATTAAACATTGGCTTGTCACGGACCCTATTCATTCAATGTAACGTTTTTCCTATTAAAGTTTTTCACAACGGATGAATAGCGCGCGTGACAAGCTTATAAAATGTTTGCGAATCAAAATCGTTTGCTCGAGCGTAAATATAAGAAG

**************************************....((((((((((.((.((((((((.((.(((((.......(((....)))....))))).)).)))))))).)).))))))))))..............************************************************
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..................................................................................................................TGAATAGCGCGCGTGACAAGCT................................................... 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

...........................................................................................................................................GCAATGTTTGCGAATCAA.............................. 18 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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:14243595-14243781 - sblock126871 AATG-ACATTGCAGGAACAAACAACGGAGGCATTT-CATAAGTTAATTTGTAACCG-------------AACAGTGCCTGGGAT-A-AGTAAGTTACATTGC------AAAAAGGA-------------------------------TAAT-----------------------------------------------TT-CAAAAAGTGTTGCCTACTTATCGCGCGCACTGTTCGA-----------ATATTTT-ACAAACGCTTAGTTT-TAGCA----AACG-AGCTCGCATTTATAT-TCTTC
droSim2 3r:7032861-7033041 + AATG-ACATTGCAGGAACAAACAACGGAGGCATTT-CATAAGTTAATTTGTAACCG-------------AACAGTGCTTGCGAT-A-AGTAAGCCACA-------------AAGGA-------------------------------TAAT-----------------------------------------------TC-CAAAAAGTGTTGCCTACTTATCGCGCGCACTGTTCG-----------TATATTTT-ACAAACGCTTAGTTTTTAGCA----AACG-AGCTCGCATTTATAT-TCTCC
droSec2 scaffold_5:5651085-

5651239 +
AGTG-AC------------A---ACGGAGGCATTT-CATAAGTTAATTTGTAACCG-------------AACAGTGCTTGCCAT-A-AGTAAGCCACATTC------------------------------------------------------------------------------------------------------CAAAGTGTTGCCTACTTATCGCGCGCACTGTTCGA-----------ATATTTT-ACAAACGCTTAGTTT-TAGCA----AACG-AGCTCGCATTTATAT-TCTCC

droYak3 3R:2874658-2874860 - AATG-ACATGGCAGGAACAA---ACGGAGGCATTT-TATAAGTTAATTTGTAACTG-------------AACAGTGCATTGGAA-A-AGTAAGCCACGTTTT------CGAAATGA-------------------------------CAAC-------------------------------TCAAGTGCAAGCT--ATTT--AAAAACGTTGCCTACTTATCGCGTGCACTGTTCACA-----TAAAAATATTTT-ACAAACGCTTAGTTT-TAGCA----AACG-AGCCCGCATTTATAT-TCTCC
droEre2 scaffold_4770:7394306-

7394494 +
TATT-ACATCGCAGGA-CAA---ACGGAGGCATTT-TATAAGTTAATTTGTAACTG-------------AACAGTGCATAGGAA-A-AGTAAACCACGTTTT------CAAAATCA-------------------------------AAA----------------------------------------------TATTC--GAAAGTGTTGCCTACTTATCGCGTGCACTGTTCGAA-----TCGAAATATTTT-ACAAACGCTTAGTTT-TAGCA----AACG-AGCCCGCATTTATAT-TCTCC

droEug1 scf7180000409802:1801066-
1801263 +

AAGG-ATATTCCAGGAAAGA---ACGGAGGCATTT-TATAAGTTAATTTGTAAACA-------------AACAGTGCATTGAAATAAAATTAGCAACATATTTTTATT--A-----AAAAAAGAAAT--------------------------------------------------------------AA--GTAAATAC--AAAACTGTTGCCTACTTATTCGGTGCACTGTTCAAA---------AATATTTT-ATAAAAGCTTAGTTG-TA--AA----ATG-AGCCCGCATTTATAT-ACTAC

droBia1 scf7180000299102:1714840-
1715001 +

AAGG-ATATTGCAGGAGCAA---ACGGAGGCATTT-TATAAGTTAATTTGTAACCA-------------AACAGTGCGAAGGAT-A-ATTGCGTAAC----------------------------------------------------------------------------------------------------------AAAAGTGTAGCCTACTTATCCGGCGCACTGTTTACA---------TGTACTTC-ACAAACGCTTAGTTG-TA--AA----GTG--ATCCGCATTTATAT-ACTAC

droTak1 scf7180000415878:584840-
585021 +

AAGG-ATGTTGCAGGAGCAA---ACAGAGGCATTT-TATAAGTTAATTTGTAACTG-------------AACAGTGCACGGGAA-AATATAGGCAACACATCC---GC--A-AAGG-------------------------------TGCT----------------------------------------------TTTC--AGAATTGTTGCCTACTTATCCGGCGCACTGTTTGA-----------ATATTTC-ATAAACGCTTAGTTG-TA--AA----ATG-A-TGCGCATTTATAT-ACTAC

droEle1 scf7180000491008:2003954-
2004142 +

AAGG-ATATTGCAGTAACAA---ACGGAGGCGTTT-TATAAGTTAATTTGTAACTG-------------AATAGTGCATTGGAA-AACAAAAGCGACTTTACC---TT--A-A-------TTGAAAT--------------------------------------------------------------AAATTTTTATAC--AGAAAGGTTGCCTACTTATCCGGCGCACTATTCAAA-----TT--TATATTTT-ATAACCG-TTAGTTG-TA--AA----AGA-AACTCGCCGTTATAT------

droRho1 scf7180000780017:45755-
45952 -

AAGG-ATATTCCAGGAAAAA---ACGGAGGCATTT-TATAAGTTAATTTGTAACTG-------------AATAGTGCATTGGAA-AATATAAGCAACATTTCT---TT--AAAAGATAAATTGA--T--------------------------------------------------------------AAACTTATATAC--AAAAATGTTGCCTACTTATCCGGCGCACTGTTCAAA-----TA--TATATTTT-ATAAAAGCTTAGTTG-TA--A-----ATGAAACTCGCATTTATAT-A---C

droFic1 scf7180000453800:720561-
720754 -

AGGA-ATAATTCAGGAATTA---ACGGAGGCATTT-TATAAGTTAATTTGTAACTG-------------AACAGTGCACAGAAA-A-ACTTAGCAACAATTTG---TT--A-----TATAATGAG----------------------------------------------------------------AAATGTATTTA-AAAAAAATGTTGCCTACTTATCC-GTGCACTGTTCAAA-----TATATATATTTT-ATAAACGCTTAGTTG-TA--AA----ATG-AGCTCGCATTTATAT-A---C

droKik1 scf7180000302392:168528-
168764 +

AAGGAACTTTGCAGGAACAA---ACGGAGGCATTTTCATAAGTTAATCTGTAAATG-------------AGCAGGGTGCCAGCT-AAATTA-GAGCAGC-----------AG--------TTTAA---------------CAA-----AA-AATTACAATTTTAATTATTTAAACTGAAAATTAAAAGGAA-----TATTA--TAAACTGTTGCCCACTTTTATGGCACCCTGCTCTCACCTAGCA--TATATTTTCCTAAACGCTTAGTTG-TA--AAATGAGCG-CGCTCGCCTTTAAATATATCT

droAna3 scaffold_13340:9861052-
9861225 +

CTGA-ATTTTTTAGGACCAA---ACGGAGGCATTT-TATAAGTTATTTTGTAAACC-------------AAAAGTGCGCGCCAA-A-AATTCGCAATAATTA------CGAACTTC-------------------------------CTGT-----------------------------------------------TA-CAAAATTTGTTGCCTACTTTTGCGTCGCACTTCACAAA-----AA--TATATTTT-CCAAACGGTTAGACA-CA--CA---------------ATTTATAT-T--TA

droBip1 scf7180000396691:2561306-
2561480 +

AATT-TTATT-TAGGAACAA---ACGGAGGCATTT-TATAAGTTATTTTGTAAACG-------------AAAAGTGCGCGCAAA-A-AATTCGCAATAATTCC---TA--C-----------------------------CAACTTCCGGT-----------------------------------------------TA-CAAAATTTGTTGCCTACTTTTGCGTCGTACTCCACAAA-----AA--TATATTTT-CTAAATGGTTAGTTA-CA--CA---------------ATTTATAT-T---T

dp5 2:11950544-11950751 + AAGG-ATTCTGCAGGAACAA---ACGGAGGCATTT-TATAAGTTAATT-ATAACAG--AAACTAAAGTATACAGTGCGTTTGAA-G-AGTATACAACAGTTGG---AC--A-AT----TTCAGAAATTCGGAATTCCCATAAAA-TCCAAG-----------------------------------------------AA-CAACAACTATTGCCTACTTTTGCAGCGCACTGTTTGAC-----TATAAATATAAT-ATAAATGCTTACTTT-GA--AAA--GGCA-GG-------------------
droPer2 scaffold_0:8555347-

8555505 -
GAT-----TCTGAGGAACAA---ACGGAGGCATTT-TATAAGTTTATTA-TAAAAAAAAAACTAAAGTATACAGTGCGTTTGAA-G-AGTATACAACAGTT------------------------------------------------------------------------------------------------------GGAACTATTGTCTACTTTTGCAGCGCACTGTTTGAC-----TATAAATATAAT-ATAAATGCTTACTTT-GA--AA----AGG----------------------

droGri2 scaffold_14830:5014927-
5014976 -

TCGT-AAA-------------------------------------------------------------------------------------------------------GCAGA-------------------------------TAAT-----------------------------------------------TG-CAACAAGTGCTGCAAGTCTATCAAGCGCACTG---------------------------------------------------------------------------
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GACACGGAGTCGCCAGGACGATGGAGTGTCCTGCCCAGACAGCCCGTCTCCAGGCGGAGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGCGGCGGAGTATCCTCGACAGCCAATCCTTCCCGAACCTTCCTTTCGCGACTCACGACTCTCAACTCTTCGCGTGCCGCCTCGACTTGC
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.................................................................................................CGGCGGAGTATCCTCGACAGC................................................................... 21 0 1 9.00 9 0 0 1 1 0 0 0 0 0 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 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 0 0 0 0 0 0 0 0

.................................................................................................CGGCGGAGTATCCTCGACAGCC.................................................................. 22 0 1 9.00 9 5 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................CGGCGGAGTATCCTCGACAGCCA................................................................. 23 0 1 8.00 8 0 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 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 0 0 0 0 0 0 0

..............................................................AGTTGCGGTTTGCTATCGCGG...................................................................................................... 21 0 1 6.00 6 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................CGGCGGAGTATCCTCGACAGCCAA................................................................ 24 0 1 6.00 6 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 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

.................................................................................................CGGCGGAGTATCCTCGACAG.................................................................... 20 0 1 4.00 4 0 0 0 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

.................................................................................................CGGCGGAGTATCCTCGACAGCCAAT............................................................... 25 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

..............................................................AGTTGCGGTTTGCTATCGCG....................................................................................................... 20 0 1 2.00 2 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

..............................................................AGTTGCGGTTTGCTATCGCGGCA.................................................................................................... 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 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................CGGCGGAGTATCCTCGACAGA................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................CGGCGGAGTATCCTCGACA..................................................................... 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

................................................................TTGCGGTTTGCTATCGCGG...................................................................................................... 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

..................................................................................GCACTACACAACGTGCGGCGG.................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................AGTTGCGGTTTGCTATCGCGT...................................................................................................... 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

......................................................................................TACACAACGTGCGGCGGAGTATC............................................................................ 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

.................................................................................................CGGCGGAGTATCCTCGACAGCCC................................................................. 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

.................................................................................................CGGCGGAGTATCCTCGACAGT................................................................... 21 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

.......................................................................................ACACAACGTGCGGCGGAG................................................................................ 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

..............................................................AGTTGCGGTTTGCTATCGCGGC..................................................................................................... 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

Anti-sense strand reads

CTGTGCCTCAGCGGTCCTGCTACCTCACAGGACGGGTCTGTCGGGCAGAGGTCCGCCTCAAGTCAACGCCAAACGATAGCGCCGTGATGTGTTGCACGCCGCCTCATAGGAGCTGTCGGTTAGGAAGGGCTTGGAAGGAAAGCGCTGAGTGCTGAGAGTTGAGAAGCGCACGGCGGAGCTGAACG

****************************************************.....((.(((.....((((.((..((((.((((.((((........)))).)))))))).)).))))......)))..)).....***********************************************
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Mismatch

Hit
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Total
Norm Total

GSM609234

CS Â male
total RNA
Â 

GSM609222

ML-DmBG1-
C1

SRR031702

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

V086

female
body,
aged

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR097865

Drosophila
S2-NP
cells

GSM609225

ML-DmBG3-
C2

V073

mbn2

V085

CME
W2
wing
disc

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609217

MLDmD20c5

SRX247213

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

AGO2

SRR298711

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

V077

cold,
female
head

V139

Cold_female_body

V136

Male
aged
body

SRR351332

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

SRR298537

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

GSM371638

S2-NP

GSM609224

female,
one day

V138

Male
cold
body

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V008

S2-
DRSC

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM609237

ago2[414]
ovary
total RNA

V093

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

SRR032094

ago2
knockdown

SRR065802

Piwi-
IP_zuc_mut_ovaries

V142

Oxidation_female_body

SRR010959

Ago3 IP in
heterozygotes

AGO3

GSM467730

Dmel_r2d2_sRNAseq

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

SRR029031

loqs-ORF
knockdown

SRR031700

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

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR097867

Drosophila
S2-NP
cells

SRR031692

Total
small
RNAs from
Oregon R

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609243

KC+48 #1

SRR351333

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

GSM609223

male, one
day

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

GSM360262

0-2d
pupae

GSM628272

ago2[414]
ovary
total RNA

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM1528798

follicle
cells

SRR317115

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

GSM609219

GM2 cell

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V145

S2-
DRSC

V079

Oxidation,
female
head

SRR001339

WT_females_non-
beta-eliminated

V078

Desiccation,
female head

GSM280085

WT testes
(18-24nt)

SRR029033

lacZ
knockdown

V036

ML-
DmD20c5
cell

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

V141

Heat_female_body

V091

fGS/OSS
total
Â 

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR010955

Aub IP in
Ago3
heterozygotes

GSM609238

embryo
14-24hr

SRX247212

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

AGO1

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR065800

zuc_H-
Y_ovaries

V015

DreRFHV148h

V022

ML-
DmD32
cell

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR031698

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

V006

r2d2 female:
possibly
heterozygous

GSM609227

CMEW1
Cl.8+
cell

V080

Starvation,
female head

GSM286606

2-6h #2
(9)

GSM609240

IR+ 2-
18hr

SRR001349

heterozygous_dcr-
2_untreated

GSM379067

SpnE
Mutant

GSM385748

OSS_s6

GSM399107

male body
#2

GSM360260

0-1d
Pupae (w)

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V032

S1
cell

V140

Dessication_female_body

SRR001338

IR_non-
beta-
eliminated

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

V031

GM2
cell

GSM272653

KC -48 #1

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM379061

Squ
Heterozygote

GSM322219

2-4day
pupae #1

GSM399105

disk #2

GSM399106

female
body #2

GSM322543

male head
#1

GSM609241

s2+48 #1

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR023402

total RNA
extracted
from NLS-
P19 cells

SRR031704

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

GSM609249

ML-DmD21
cell

GSM609230

CS,ovary,AGO1IP

AGO1

V074

S3

GSM609229

embryo 2-
6hr

..................................................................................................................CTCGGTTAGGAAGGGCTT..................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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:2986001-2986185 + dme_430 GACACGGAGTCGCCAGGAC------------GATGGAGTGTCCTGCCCAGACAGCCCGTCTCCA------------------------------GGCGG-----------------------------------------------AGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGC-GGCGGAGTATCCT----------CGACAGCCAATCCT--------------------------------------------------------------TCCCGAACCT-----TCC---TTT---------------CGCGACTC--ACGACT--CTCAACTCTTCGCGT---------------GCCGCCTCGACT-----------TG-------------------C
droSim2 2r:3835535-3835719 + dsi_214 GACACGGAGTCGCCAGGAC------------GATGGAGTGTCCTGGCCAGACAGCCCGTCTCCA------------------------------GGCGG-----------------------------------------------AGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGC-GGCGGAGTATCCT----------CGACAGCCAATCCA--------------------------------------------------------------TCCCGATCCT-----TCC---TTT---------------CGCGACTC--TCGAAT--CGCGACTCTTCGCGT---------------GCCGCCTCGACT-----------TG-------------------C
droSec2 scaffold_1:655253-655430 + dse_1850 GACACGGAGTCGCCAGAAC------------GATGGTGTGTCCTGGCCAGACAGCCCGTCTCCA------------------------------GGCGG-----------------------------------------------AGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGC-GGCGGAGTATCCT----------CGACAGCCAATCCA--------------------------------------------------------------TCCCGATCCT-----TCC---TTT---------------CGCGACTC--GCGAC---------TCTTCGCGT---------------GCCGCCTCGACT-----------TG-------------------C
droYak3 2L:15698312-15698471 + dya_1814 GACGCGGAGTCGCCAGGAC------------GATGGAGTGTCCTGACCAGACAGCCCGTCTCCA------------------------------TGCGG-----------------------------------------------AGTTCAGTTGCGGCTTGCTAACGCGGCACTACACAACGTGC-GGCGGAGTATCCT----------CGACATC-----------------------------------------------------------------------------CT-----TCC-------------------TGCGCGATTT--CCGAC-----------TTCGCGT---------------GCCGCCTCGACT-----------TC-------------------C
droEre2 scaffold_4929:19580930-

19581089 -
GACGCGGAGGCACCAGGAC------------GACGGAGTGTCCTGGCCAGACAGCCCGTCTCCA------------------------------TGCGG-----------------------------------------------CGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGC-GGCGCAGTATCCT----------CGACAAG-----------------------------------------------------------------------------CT-----TCC-------------------TGCGCGATTC--CCGAG-----------CTCGCGT---------------GGCGCCTCGACT-----------TC-------------------C

droEug1 scf7180000409672:5008810-
5008989 +

GACTTGGAGTCACCAAGACGGAAAAC----------AGAGTCCTGGCCAGACAGTCAGTCTCCA------------------------------GTCGG-----------------------------------------------AGTTCAGTTGCGGTTTGCTAACGCGGCACAACACAACGTGC-GGCGGAGTATCCT----------CGATATCCT---------------------------CGAT-------------ATATCCTTT--ACATCCTCGACATCCCGGTCCT-----TCC-------------------TTCGCGTTCC---------------------------------------------TTCGAGT-----------GG-------------------C

droBia1 scf7180000302292:3153987-
3154165 -

GACTTGGAGTCACCAGGTCCTGAGACAGAGTCGCGGACCATCCTGGCCAGACAGTCGGTCTCCA------------------------------GCCGG-----------------------------------------------AGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGC-GGCGGAGTATCTT----------TGAGCTCCC---------------------------AGATA--TT-CTCGA-------------ATATCCTCGACACCCCGATCCT-----AAC-------------------TTCGCGTTCC-------------------------------------------------------------------------------------

droTak1 scf7180000415382:228067-
228255 +

GACTTGGAGTCACCAGAAGGGAAAACCGAGCCACGGAGTATCCTGGCCAGACAGTCAGTCTCCG------------------------------GCCGG-----------------------------------------------AGTTCAGTTGCGGTTTGGTATCGCGGCACTACACAACGTGC-GCCGGAGTATC--AGTATCCT--CGAAAACCT---------------------------TG--------------------------ACATCCTCGACATCCCGATCCT-----TCC-------------------ATCGCGTCCC--TCGAC----------TTTCG--------------------------GACT---------------------------------

droEle1 scf7180000491265:108262-
108513 +

GACCTGGAGTCGCCAGGAGCGGAAGCAGCGCCACGGAGTGTCCTGCCCAGACAGCCAGTCTACG------------------------------GGCCG-----------------------------------------------AGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGC--GCGGAGTGTCCT----------CGGTATCCTCAGTATCCTCGGTATCCTCGACATCCTCG--------------------------ACATCCTCGACAGCCCGATCCTTCTGTTCC-------------------TTCGCGTTGT--TCGACTTTCTCGA-TTGTCGCGT---------------ACCGCCTCGACTTCAGCTCCACTC-------------GAGTG--G

droRho1 scf7180000780072:163344-
163563 -

GACTTGAAGTCACCAGGACCGAAAACAGAGCCACGGAGTGTCCTGGCCAGACAGTCAGTCTCCG------------------------------GCCGG-----------------------------------------------AGTTCAGTTGCGGTTTGCTATCGCGGCACTACATAACGTGC--GCGGAGTATCCT----------CGAAATCCT---------------------------CGACA--T-------------CCTCG--ATATCCTCGACATCCAGATCCT-----TTC-------------------TTCGCGTTCC--TCGAC----------TTTCGCGT---------------ACCGCCTCGACTTCAAGTCCATTC-------------GAGTG--G

droFic1 scf7180000453955:273984-
274179 -

GACTTTCGGGCTCCAAGACAGAAAGCAGAGCCACCAAGTATCCTGGCCAGACAGTCAGTCTCCG------------------------------GCCGG-----------------------------------------------AGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGC-GGCGGAGTATCCT----------CGAAGTCCT---------------------------AG--------------------------ATATCCTCGACATCCCGATCCT-----TCC--------------------TCGCGTTCC--TCGAG----------TTTCGCTT---------------ACCGCCTTTACT-----------CC-------------------A

droKik1 scf7180000302640:92209-
92362 +

GACTTGGAGTCGCCAGGAC------------GCGCAAACATCCT-GCCAGACTGCCGGGCCCCAG----------------------------TGGCGG-----------------------------------------------AGTTCAGTTGCTATTTGCCAGCGCGGCTCTACACAACGTGC-GGCGGACTTGC----TATCCTCTCGACAAC-----------------------------------------------------------------------------GTTCAGTTCC-------------------ATCGAGCTCC----------------------------------------------CCGAAT-----------TA-------------------C

droAna3 scaffold_13266:3223061-
3223248 +

dan_4049 GACAGGACCTCAGCAGAATC----------------AGTGTCCTGGCTAGACAGCCCGGCTCCG-----------------------------TGACAG-----------------------------------------------CGTTCAGTTGCGGTTTGCTTACGCGGCAGAACACACCGTGC-GGCGGCCTATCCT----------CGCCATCCTTTGCATC-------------------CTGA-----------------------------------------GATCCT-----TCGTCCTTT---------------TGGCATT---TTAT----------TTTACGCGTTCCTTCGGCT-----CTCGAATCCACT-----------TG-------------------A

droBip1 scf7180000396427:1694032-
1694222 +

GACCT-----CAGCAGAAGC----------------GTTGTCCTGGCTAGACAGACCGGCTCCG-----------------------------CGACAG-----------------------------------------------CGTTCAGTTGCGGTTTGCTAACGCGGCACAACACACCGTGC-AACGGCTAATCCT----------TGCCAATTTTGGCATC-------------------CTGA-----------------------------------------GATCCT-----TCGTCTATT---------------TGGCATT------T----------TTTACGCGTTCCTCCGGCTCGCTTCTCGCATCCACT-----------CG-------------AGTGGGC

dp5 3:1271492-1271723 + GACTTGGCGTCACCACCA-----AGCAGCGT-GCAGCGTGTCCTTGCCAGACAGCCGGGCTCCG------------------------------AACGG----------------------------------------AGTCCGTAGTTCAGTTGCGGTTTACAAGCGCGCCACTACACAACGTGCAGGCGGAGTATA--GCTATCTTT--------------A------------------TCCCAGA--------------------------CA---------TC------C------------TTTGGCACGCGCTTCCCTCGTGTTCCGTTTGA----------TCTACGCGTACCGTCTGCACCGTTTCCGTTTCCGCT-----------TG-GATTGATTCTTGAGT--TC
droPer2 scaffold_2:1446954-1447185

+
GACTTGGCGTCACCACCA-----AGCAGCGT-GCAGCGTGTCCTTGCCAGACAGCCGGGCTCCG------------------------------AACGG----------------------------------------AGTCCGTAGTTCAGTTGCGGTTTACAAGCGCGCCACTACACAACGTGCAGGCGGAGTATA--GCTATCCTT--------------A------------------TCCCAGA--------------------------CA---------TC------C------------TTTGGCACGCGCTTCCCTCGTGTTCCGTTTGA----------TCTACGCGTACCGTCTGCACCGTTTCCGTTTCCGCT-----------TG-GATTGATTCTTGAGT--TC

droWil2 scf2_1100000004513:2577709-
2577975 +

GACTTGCCGTCACCGGT-------------------AGTGTCCTTGGTAGACAGCACGGCTCCAGCTCCAGCTCCGGCGCACAGTTCCAACT--CCGACAAAAAACTTTGACTCCGGTTTGGTTTCAGTTTCAGAATGAGTTCA--GTTTCAGTTGCGGTTTGCTAGCGCGGCAAAACACAACGTGCAGGCGGAAAATCCA----------CTTCAATTTCT-------------------------AC--TTGGGCAACGAATATATTCGCTACGCATATTCGACTTTCCGCTTTT-----CCT---------------------------------------------------------------------------TCCACT-----------TTCCCTTGATTATTACGC-GAC

droVir3 scaffold_10324:1142305-
1142425 +

GACTTGGCGTCTCCAGGCAT----------------GTTGCCACTGGCAGACAGCGTGTCCTTGTCTCCGGCTTCTGGCA--------------GCGGC-----------------------------------------------AAATCAGTTGCGGTTTTCAGACGCGGCACAACACAACGTGC-AAGCGGATATC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6496:4898037-
4898153 -

GACTTGACGTCTCCGGGCAT----------------GTTGCCACTGGCAGACAGCGTGTCCTTGTTTCTGGCTTTTGGCC------------AT--GGC-----------------------------------------------AAATCAGTTGCGGTTTGGTAACGCGGCACAACACAACGTGCAAGCGGA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_15245:9224381-
9224497 +

GACTTTGCGTCTCCAGGCAT----------------GTTGCCACTGGCAGACAGCGTGTCCTTGTCTCCGGCTTCTGGCT------------GT--GTC-----------------------------------------------AAATCAGTTGCGGTTTGCAAACGCGGCACAACACAACGTGCAAGCGGA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780072:163344-163563
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004513:2577709-2577975
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AAATATTGCTTCCGTAGCAAAGTTCATCATTGCAGAGTTCTGATTTTAAATATGTTCTCGGATGCCTCGTACTTGCTAAACTAAATTTTCGAAGATGTCACGTACTAGACTACCTTGAACATCGATTTGTACACCCACAAAGTCGCAGGTTCATGAATAATTTTATGTGGCATAAAG

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

#
Mismatch

Hit
Count

Total
Norm Total

V128

S3

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
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

SRR317111

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

SRR097866

Drosophila
S2-NP
cells

SRX247212

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

AGO1

V146

S1
cell

GSM379063

Vasa
Heterozygote

V074

S3

SRR097865

Drosophila
S2-NP
cells

V127

G2

GSM609229

embryo 2-
6hr

SRR097867

Drosophila
S2-NP
cells

GSM379066

Zuc
Mutant

SRR065801

zuc_het(H-
Y)_ovaries

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V032

S1
cell

GSM379053

Aub
Mutant

SRR341115

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

V096

loqsKO/f00791
ovary

V147

1182-
4H
cell

SRR065800

zuc_H-
Y_ovaries

V126

CME
L1

V091

fGS/OSS
total
Â 

GSM628272

ago2[414]
ovary
total RNA

V145

S2-
DRSC

GSM379062

Squ
Mutant

GSM609243

KC+48 #1

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

V134

ML-
DmD8

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V008

S2-
DRSC

GSM371638

S2-NP

GSM609238

embryo
14-24hr

GSM609217

MLDmD20c5

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609222

ML-DmBG1-
C1

GSM361908

s2-48
Biological
Replicate
#2

GSM609241

s2+48 #1

GSM609242

s2+48 #2

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR060652

hs-
Penelope_testes_total

SRR317115

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

V125

ML-
DmD9

V137

Male
aged
head

SRX247213

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

AGO2
V073

mbn2

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM609219

GM2 cell

GSM609237

ago2[414]
ovary
total RNA

GSM609225

ML-DmBG3-
C2

SRR031702

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

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

GSM379052

Aub
Heterozygote

GSM379061

Squ
Heterozygote

GSM467731

Dmel_loq_sRNAseq
GSM385744

OSS_s2

GSM385748

OSS_s6

GSM385822

OSS_s8

GSM286613

0-1hr #1
(A)

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR023197

RNA
Library
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.......................................................TCTCGGATGCCTCGTACTTG...................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TATGTTCTCGGATGCCTCGTACTT....................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................ATGTTCTCGGATGCCTCGTA.......................................................................................................... 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

..................................................TATGTTCTCGGATGCCTCGTG.......................................................................................................... 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

................................................................................................................................GTACACCCACAAAGTCGCA.............................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................TTTAAATATGTTCTCGGATGC................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................CCTTGAACATCGATTTGTACACCC......................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................CACGTACTAGACTACCTTGAACATCG..................................................... 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

......................................................................ACTTGCTAAACTAAATTTTCG...................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................ATATGTTCTCGGATGCCTCGTAG......................................................................................................... 23 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

....................................GTTCTGATTTTAAATATGTT......................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................GAAGATGTCACGTACTAGAC................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TAGACTACCTTGAACATCGATA.................................................. 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

........................................................................................................CTAGACTACCTTGAACATCGAA................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TTCGAAGATGTCACGTACTAGACT.................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................CTCGTACTTGCTAAACTAAA............................................................................................ 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

..................................................TATGTTCTCGGATGCCTCGTAAAA....................................................................................................... 24 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TTTATAACGAAGGCATCGTTTCAAGTAGTAACGTCTCAAGACTAAAATTTATACAAGAGCCTACGGAGCATGAACGATTTGATTTAAAAGCTTCTACAGTGCATGATCTGATGGAACTTGTAGCTAAACATGTGGGTGTTTCAGCGTCCAAGTACTTATTAAAATACACCGTATTTC

************************************..((........((((((((((..((....((.((((.............................)))).))....))..))))))..))))...........))***********************************
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.......CGAAGGCATCGTTTCAAGTAGT.................................................................................................................................................... 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

...............................................TTTATACAAGAGCCTACGGAGC............................................................................................................ 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

........................................................................................................................................TGTTTCAGCGTCCAAGTACTT.................... 21 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:13245332-13245509 + dme_155 GA-AATA----TTGCTTCCGTAGCA-AAGTTC-AT-CATTGCAGAGTTCT------------------GATTTTAAATATGTTCT------------CGGATG------------------------------------------------------------------CCTCGTACTTGCTAAA-CTAAATTT---TCGAAGATGTCACGTACT-AG-----ACTACCTTGAACATCGATTTGT--------ACACC---CACAAA-GTCGCAGGTTC-ATGAATAATTTTATGTGGC-----------------------------ATAAA-----G
droSim2 2l:12863346-12863524 + GA-AATA----TTGCTTCCGTAGCA-AAGTTC-ATCATTTGCAGAGTTCT------------------GATTTTAAATATGTTCT------------CGGAAG------------------------------------------------------------------CCTCGTACTTGCTGAG-CTAAATTT---TCGAAGATGTCACGTACT-AG-----ACTACCTTGAACATCGATTTGT--------ACACC---CACAAA-GTCGCAGGTTC-ATGAATAATTTTATGTGGC-----------------------------ATAAA-----G
droSec2 scaffold_16:1404740-

1404918 +
GA-AATA----TTGCTTCCGTAGCA-AAGGTC-ATCATTTGCAGAGTTCT------------------GATTTTAAATATGTTCT------------CGGAAG------------------------------------------------------------------CCTCGTACTTGCTGAG-CTAAATTT---TCGAAGATGTCACGTACT-AG-----ACTACCTTGAACATCGATTTGT--------ACACC---CACAAA-GTCGCAGGTTC-ATGAATAATTTTATGTGGC-----------------------------ATAAA-----G

droYak3 2L:9682029-9682206 + GG-AATA----TTGCTTCCGTGGCA-AAGTTC-AT-CATTGCAGAGTTCT------------------GATTTCAGGCAACTTCT------------GGGAAG------------------------------------------------------------------TCTCGCACTTGCACAG-CTAAATTT---TCCAATGTGTCACGTACT-AG-----ACTACCTTGAACATCGATTTGT--------ACACC---CACAAA-GTCGCAGGTTC-ATGAATAATTTTATGTCGC-----------------------------ATAAA-----G
droEre2 scaffold_4929:12196242-

12196419 -
TG-ACTA----TTGCTTCCGTAGCA-AAGTTC-AT-CATTGCAGAGTTCT------------------GATTTTAAGCTACTTCT------------CGGAAG------------------------------------------------------------------CCTCGTACTTGCTCAG-CTACATTT---TCGAAGATGTCACGTACT-AG-----ACTACCTTGAACATCGATTTGT--------GCACC---CACAAA-GTCGCAGGTTC-ATGAATAATTTTATGTGGC-----------------------------ATAAA-----G

droEug1 scf7180000409554:155276-
155455 -

AG----------TTCTTCCGTGGCA-AAGTTC-AT-AGGTGCTTAGCTGT------------------GATATTAGTTTGTTGCA-------CTTAACTAAAG------------------------------------------------------------------ACTCCTACTTACTCAG-TTAATTTT---TTGAAGATGTCACGTACC-AG-----ACTGCCTTGAACATCGATTTGT--------ACACC---CACAAA-GTCTCAGGTTC-ATGAATAATTTTATGTGGC-----------------------------ATAAAGAG---

droBia1 scf7180000302408:3121564-
3121741 -

TT-A-GA----TCGCTTCCGCAGCA-ATGTTC--T-CTTTGCAGATTTCT------------------GATATTTATTTGTTGCA------------CTTAGG------------------------------------------------------------------CCTCGTACTTGATAGG-TTACAATT---TGGAAGATGTCACGTACC-AG-----ACTACCTTGAACATTGATTTTT--------ACACC---CACAAA-GTCACCGGTTC-ATGAATAATTTTATGTGGC-----------------------------ATAAAGAG---

droTak1 scf7180000415287:207323-
207500 +

GA-A--------CGCTTCCGTAGCA-AAGTTC-AA-TTTTGCAGAGTTCTAATG----------------TATTAATTTGTTGCA------------CCAAAG------------------------------------------------------------------CCTTGTAATTGTTCGC-CTGAAATT---TCGAAGATGTCACGTACC-AG-----ACTACCTTGAACATTGATTTGT--------TCGCC---CACAAA-GTCACAGGTTC-ATGAATAATTTTATGTGGC-----------------------------ATAAAGAG---

droEle1 scf7180000491338:840544-
840725 +

AT-TAGA----TTGTTTCCGTACACAACTTTTAAT-TGTTGCTAAGTTCT------------------AACATTAGTTAGTTGCT------------CTAAGG------------------------------------------------------------------TTTCATACTTGGTCAG-CAAAATTT---CCGAAGATGTCACGTACT-AG-----ACAACCTTGAACATCGATTTGT--------ACACC---CACAAA-GTCACAGGTTC-ATGAATAATTTTATGTGGC-----------------------------ATAAAGAG---

droRho1 scf7180000776813:19986-
20168 -

GA-GATA-GAATTGCTTCCGTAGAATAAGTTTAAT-TATTGCTAAGTTTA------------------AACATTAATTTGTTGCA------------CCAAAG------------------------------------------------------------------CCTTTTACTTGGTCAG-TAAAATTT---TCGAAGATGTCACGTACC-AG-----ACAACCTTGAACATCGAT--GT--------ACACC---CACAAA-GTCACAGGTTC-ATGAATAATTTTATGTGGC-----------------------------ATAAAGAG---

droFic1 scf7180000448558:8073-
8260 +

AT-TAGA----TTGCTTCCGTAGCA-AAGTTC-AT-TGCTGCAAAATTCT------------------GATTTTAGTTTTTTGCA------------CTAAAA------------------------------------------------------------------TCTTGCGTTTGGTCAG-TCGAATTT---TCAGAGATGTCACGTACC-AG-----ACTACCTTGAACATCGATTTGTTCACTTGCACACC---CACAAA-GTCACAAGTTC-ATGAATAATTTTATGTGGC-----------------------------ATAAAGAG---

droKik1 scf7180000302382:713594-
713764 -

AA-AATACA---TACTTGGTTAGAT-ATGCTT-AT---TCCCT---------------------------TATCAGTTCTTTAAA------------TTAAAA-----------------------G------------------------------------------AC-TCTATTTGTGGTCTGAAAATACTGACCCAAGACGTGACGTCCC-AG-----GTAACCTTGAACATCGATTTGT--------ACAC----CACAAA-GTCGCCGGTTC-ATGAATAATTTTACGAGGC-----------------------------CTACA-----G

droAna3 scaffold_12943:1889526-
1889746 +

GA-AAAA----ATGCTTTTTTTTTA-AAGATT-T-------------CCT------------------GATCTTAATCGTATAATTTGTTCTGTTTACTTAAA------------------------------------------------------------------ACTTTTAATTGACATG-TGAAATTG---TGAAAGATATCACGTACT-TGTGTGTGCAACCTTGGGGGGTGATGTGTACG-ATGTACACC---CACAAA-GTCACAGGTTC-ATGAATAATTTTATGCGACTAAATACCTAGCATGCAATATGTGTACTCATAAACAG---

droBip1 scf7180000396728:1365679-
1365888 -

TA-AAGA----TTTCCTG--------ATATTC-TT-AATTGTTATACT-------------------------------------TTGTTCTGTTTACGTAAA------------------------------------------------------------------ACTTGTAATTGACTTG-TGAAATTG---TGAAAGACATCACGTACT-TATGTGAGCAACCTTGGAGGGTGATGTGTACG-ATGTACACC---CACAAA-GTCACAGGTTC-ATGAATAATTTTATGCGACTAAATACCTAGCATGCAATATGTGTACTCATAAACAGACG

dp5 4_group4:4092060-4092278
-

GA-CGGGTGTATTGC---CAAAAGG-ATGTGA-AT---TCCCAATATTCTGGAGAAATAATACGTTCTGATCTTAGCCA------------------TCCAAA------------------------------------------------------------------ACTCGGGCTTTGCATA-GAAAACTT---TGCAAGTCATCACGTCCCTAG-----ACAGCCTTGAGCATCGAATTGA--------ACACCACTTCCAAATTTCTCAAGTTC-ATGAATAATTTTATGCGGCCTATTCCCCAACACGCAGTACGT------ATAAATGC---

droPer2 scaffold_10:3129307-
3129525 -

GA-CGGATGTATTGC---CAAAAGG-ATGTGA-AT---TCCCAATATTCTGGAGAATTAATACGTTCTGATCTTAGCCA------------------TCCAAA------------------------------------------------------------------ACTCGGGCTTTGCATA-GAAAACTT---TGCAAGTCATCACGTCCCCAG-----ACAGCCTTGAGCATCGAATTGA--------ACACCACTTCCAAATTTCTCAAGTTC-ATGAATAATTTTATGCGGCCTATTCCCCAACACGCAGTACGT------ATAAATGC---

droMoj3 scaffold_6500:15269771-
15269971 +

AT-TATG----ACGCATCTGC--CA-AATTTG-AC-ACTGGCTTA---------------------------------------------------------------AAAGTCAGCCCTGTGAAGCACCTGCAGTGCAACGATCTGGTTTACAATTATTTCATTCAGTGCTCA--TTTTCATAA-ACAAATCC---TCG-GCACCTCACGT----CG-----ATCACCTTGAAGAGAAACGCCT-----------------AAAAACTACACAAACTC-A-----AACTTTGTG--GC--------------GGTTCAAGT------GTAAA-C---G

droGri2 scaffold_14978:177516-
177692 -

GTACATAGGAACCGC---CACAGTA-AC---------------------------------------------------------TTGTTTGGTTCATCGGAAGTTCAAAAG---------TGAAGCACCTAGAGTGCAACAATCTGGA--------------------TGTCAGGCATGCATTG-CAACA-TG---ACAAACAAGTCACGT----CG-----ATCACCTTGGAAATAGAC--------------GCC---CCAAAACTTCATAAATATAGTGCGCAAGTTT--GTGGC-----------------------------A----------
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chr3R:1183579-1183645 -

Confidence:

candidate-rescued

Class:

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 [Prosbeta7-in]; intron [Prosbeta7-in]; CDS [Prosbeta7-cds]; CDS [Prosbeta7-cds]; CDS [Prosbeta7-cds]; CDS [Prosbeta7-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CTACCGCGGGAGCTGACCACAATGGGACCCTATGGAACCAAGCACAGCACGTAGGAACTGCGGATATGTTTATATGCAGATGTACCACTTGTTTACACTCCTTTTACTATTCCGCAGTGCTTCCAGCACCACGGGCACTTCCGTGCTTGGCATTCGCTATGATTCAG

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

#
Mismatch

Hit
Count

Total
Norm Total

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

SRR317116

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

V146

S1
cell

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

SRR317111

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

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR317117

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

V032

S1
cell

GSM399110

KC-48 #2

GSM609222

ML-DmBG1-
C1

SRR065806

Piwi-
IP_squ_mut_ovaries

GSM609250

ML-DmD32
cell

GSM609224

female,
one day

SRR031702

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

GSM609219

GM2 cell

SRR065807

Piwi-
IP_squ_het_ovaries

GSM609225

ML-DmBG3-
C2

SRR001347

ago2_untreated

SRR010955

Aub IP in
Ago3
heterozygotes

SRR060648

A2_ovaries_FLAG-
Aub

SRR298536

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

SRR298537

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

SRR341115

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

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR001664

homozygous_dcr-
2_untreated

V147

1182-
4H
cell

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V034

ML-
DmD16c3
cell

GSM609223

male, one
day

SRX247213

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

AGO2

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM628272

ago2[414]
ovary
total RNA

GSM609229

embryo 2-
6hr

GSM322219

2-4day
pupae #1

GSM322543

male head
#1

GSM609242

s2+48 #2

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR060644

A2_ovaries_total

SRR341118

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

V096

loqsKO/f00791
ovary

V145

S2-
DRSC

V086

female
body,
aged

GSM379058

Piwi
Heterozygote

GSM399101

kc167
cell

GSM609217

MLDmD20c5

GSM609237

ago2[414]
ovary
total RNA

GSM379057

Krimp
Mutant

V022

ML-
DmD32
cell

GSM609238

embryo
14-24hr

GSM379061

Squ
Heterozygote

GSM379066

Zuc
Mutant

GSM379067

SpnE
Mutant

GSM467730

Dmel_r2d2_sRNAseq

GSM240749

female
head

GSM399105

disk #2

GSM399107

male body
#2

GSM360256

1st
instar #1

GSM360260

0-1d
Pupae (w)

GSM275691

imaginal
disc

SRR001349

heterozygous_dcr-
2_untreated

SRR014282

Ovary_rep1_wK_P

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR060643

A2_testes_total

SRR065155

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

GSM609220

ML-DmD21
cell

V031

GM2
cell

V125

ML-
DmD9

V133

Sg4

V137

Male
aged
head

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V008

S2-
DRSC

V091

fGS/OSS
total
Â 

SRR031692

Total
small
RNAs from
Oregon R

V144

OSC

SRR001348

ago2_oxidized

V077

cold,
female
head

V085

CME
W2
wing
disc

GSM609221

1182-4H
cell

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR001338

IR_non-
beta-
eliminated

GSM609227

CMEW1
Cl.8+
cell

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

GSM180332

mid
embryo
(6-10)

GSM379051

Armi
Mutant

GSM379053

Aub
Mutant

GSM379055

Flam
Mutant

GSM379063

Vasa
Heterozygote

GSM379065

Zuc
Heterozygote

GSM467729

Dmel_wt_sRNAseq
GSM385748

OSS_s6

GSM385821

OSS_s7

GSM286613

0-1hr #1
(A)

GSM322245

3rd
instar #1

GSM322208

3rd
instar #2

GSM322533

female
head #1

GSM399106

female
body #2

GSM286602

male body

GSM272651

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

SRR001345

ago2_non-
beta-
eliminated

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR014273

Ovary_rep1_Har_P

SRR014275

Ovary_rep1_LK_P

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR014277

Ovary_rep1_NA_P

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR032093

ago1
knockdown

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRR060649

A2_ovaries_FLAG-
Piwi

SRR060652

hs-
Penelope_testes_total

SRR065801

zuc_het(H-
Y)_ovaries

SRR065802

Piwi-
IP_zuc_mut_ovaries

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

GSM609240

IR+ 2-
18hr

GSM399100

Kc167
cell

GSM609249

ML-DmD21
cell

V036

ML-
DmD20c5
cell

V037

Felix
sample
+mirtrons

V074

S3

V079

Oxidation,
female
head

SRX247212

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

AGO1

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V126

CME
L1

V127

G2

V130

ML-
DmBG3-
c2

V131

ML-
DmD16-
c3

V139

Cold_female_body

V142

Oxidation_female_body

SRR010953

Aub
heterozygotes,
oxidized

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM609234

CS Â male
total RNA
Â 

GSM385744

OSS_s2

SRR023402

total RNA
extracted
from NLS-
P19 cells

SRR031704

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

SRR060651

A2_ovaries_Ago3

AGO3

V012

Dcr2 male
(Katsutomo,
whole fly?)

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM371638

S2-NP

GSM385822

OSS_s8

SRR060650

A1_testes_total

V030

ML-
DmD8
cell

V138

Male
cold
body

SRR001339

WT_females_non-
beta-eliminated

SRR029032

r2d2
knockdown

SRR097865

Drosophila
S2-NP
cells

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR060646

yw67c23(2)_ovaries_total

GSM609244

KC+48 #2
V073

mbn2
...............................................................................................CACTCCTTTTACTATTCCGCAG.................................................. 22 0 1 109.00 109 17 11 9 1 6 6 3 3 0 1 3 0 0 0 4 0 0 1 0 0 0 0 0 0 2 1 2 3 1 0 2 1 0 0 0 1 1 1 0 0 0 1 0 2 2 2 1 0 0 0 0 0 0 0 1 2 2 1 0 0 0 0 0 0 0 0 2 1 0 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 1 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 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
...............................................................................................CACTCCTTTTACTATTCCGC.................................................... 20 0 1 39.00 39 9 11 2 0 3 0 2 1 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 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 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 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
..............................................................................................ACACTCCTTTTACTATTCCGCAG.................................................. 23 0 1 35.00 35 7 3 3 0 0 4 3 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 1 1 0 2 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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
...............................................................................................CACTCCTTTTACTATTCCGCA................................................... 21 0 1 27.00 27 3 3 4 0 2 4 1 2 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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
...............................................................................................CACTCCTTTTACTATTCCG..................................................... 19 0 1 23.00 23 3 1 1 0 1 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 1 0 0 0 0 0 2 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 1 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................ACACTCCTTTTACTATTCCG..................................................... 20 0 1 16.00 16 2 3 1 0 1 2 0 0 0 0 1 0 0 0 1 0 0 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................TACACTCCTTTTACTATTCCGCAG.................................................. 24 0 1 12.00 12 0 5 1 0 1 2 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
..............................................................................................ACACTCCTTTTACTATTCCGC.................................................... 21 0 1 10.00 10 3 0 4 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................TGGGACCCTATGGAACCAAGC............................................................................................................................ 21 0 1 8.00 8 0 0 0 0 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................CACTCCTTTTACTATTCCGCAA.................................................. 22 1 1 7.00 7 2 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........GGAGCTGACCACAATGGGACCCT........................................................................................................................................ 23 0 1 7.00 7 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................CACTCCTTTTACTATTCC...................................................... 18 0 1 7.00 7 0 0 0 0 0 0 0 0 0 0 0 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 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........GGAGCTGACCACAATGGGACC.......................................................................................................................................... 21 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 0
............................................................................................TTACACTCCTTTTACTATTCCGCAG.................................................. 25 0 1 5.00 5 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................ACACTCCTTTTACTATTCC...................................................... 19 0 1 5.00 5 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 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
..............................................................................................ACACTCCTTTTACTATTCCGCA................................................... 22 0 1 4.00 4 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................ATGGAACCAAGCACAGCAC..................................................................................................................... 19 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............ACCACAATGGGACCCTATGGAACCAAG............................................................................................................................. 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 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
................................................................................................ACTCCTTTTACTATTCCGCA................................................... 20 0 1 2.00 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................CACAGCACGTAGGAACTGCGGA....................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................ACCCTATGGAACCAAGCACAGCACT.................................................................................................................... 25 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............GACCACAATGGGACCCTATGGA................................................................................................................................... 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 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................TGGGACCCTATGGAACCAAGCACAG........................................................................................................................ 25 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................TACACTCCTTTTACTATTCCG..................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................TACACTCCTTTTACTATTCC...................................................... 20 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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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..ACCGCGGGAGCTGACCACAATGGGAC........................................................................................................................................... 26 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 0 0 0 0 0 0 0
.......................GGGACCCTATGGAACCAAGCACAG........................................................................................................................ 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
...................................................................................ACCACTTGTTTACACTCCTTT............................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................GTACCACTTGTTTACACTCCT................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................TTTACACTCCTTTTACTATTCCGCAG.................................................. 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
.TACCGCGGGAGCTGACCAC................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................TCCAGCACCACGGGCACTTCCGTGCTT................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTAGGAACTGCGGATATGTTTATATG........................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......CGGGAGCTGACCACAATGGGA............................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................CCCTATGGAACCAAGCACAGC....................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................................TCCGTGCTTGGCATTCGCTATGAT.... 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 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.TACCGCGGGAGCTGACCACAATGG.............................................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................ACACTCCTTTTACTATTCCGCAA.................................................. 23 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
........GGAGCTGACCACAATGGGA............................................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................CTATGGAACCAAGCACAGCACTGC.................................................................................................................. 24 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................AATGGGACCCTATGGAACCAAGC............................................................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................CACAGCACGTAGGAACTG........................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........GCTGACCACAATGGGACCCTATGGA................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........GGAGCTGACCACAATGGGAC........................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................CACTCCTTTTACTATTCCGA.................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................ACCCTATGGAACCAAGCACAGC....................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................GACCCTATGGAACCAAGCACA......................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.TACCGCGGGAGCTGACCACAATGGGA............................................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................CAGCACGTAGGAACTGCGGATATGT.................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..ACCGCGGGAGCTGACCACAATGGGACCCT........................................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................CACTCCTTTTACTATTCCGCC................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................TACACTCCTTTTACTATTCCGC.................................................... 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
.....GCGGGAGCTGACCACAATGG.............................................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................................TCCGTGCTTGGCATTCGCTATGATT... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................TTATATGCAGATGTACCACTT............................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0
.....GCGGGAGCTGACCACAATGGGACCC......................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................TGGGACCCTATGGAACCA............................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CTACCGCGGGAGCTGACCACAATG............................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................TATGGAACCAAGCACAGCACTGC.................................................................................................................. 23 3 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................ATGGAACCAAGCACAGCACTG................................................................................................................... 21 2 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................CACTCCTTTTACTATTCCGACA.................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................CACTCCTTTTACTATTCCT..................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................................GTGCTTGGCATTCGCTATCTC.... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................AATGGGACCCTATGGAAAA................................................................................................................................ 19 2 5 0.20 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

Anti-sense strand reads

GATGGCGCCCTCGACTGGTGTTACCCTGGGATACCTTGGTTCGTGTCGTGCATCCTTGACGCCTATACAAATATACGTCTACATGGTGAACAAATGTGAGGAAAATGATAAGGCGTCACGAAGGTCGTGGTGCCCGTGAAGGCACGAACCGTAAGCGATACTAAGTC
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.....................................GGTTCGTGTCGTGCATCCTTG............................................................................................................. 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

......................................................................................................................CGAAGGTCGTGGTGCCCGTGA............................ 21 0 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

................GGTGTTACCCTGGGATACCTT.................................................................................................................................. 21 0 1 1.00 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

................................................................................ACATGGTGAACAAATGTGAGG.................................................................. 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

.....................................................................................GTGAACAAATGTGAGGAAAATGATA......................................................... 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

.................................CCTTGGTTCGTGTCGTGCATC................................................................................................................. 21 0 1 1.00 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

...................................................................................................................CTACGAAGGTCGTGGTGC.................................. 18 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
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:1183529-1183695 - dme_432 CTACCGCGGGAGCTGACCACAATGGGACCCTATGGAACCAAGCACAGCACGTAGGAACTGCGGATATG-TTTATATGC--AG---------ATGTA-----------------------CCA-CTT----GTTTACACTCCTTTT-AC---TATTCCGCAGTGCTTCCAGCACCACGGGCACTTCCGTGCTTGGCATTCGCTATGATTCAG
droSim2 3r:1084731-1084892 - dsi_2442 TTGCCGCGCGAGCTGACCACAGTGGGACCCTATGGAACCAATCACAGCACGTAGGAACTGGGAATATC-TTG-----T--AG---------ATGTA-----------------------CCA-CTT----GTTTATACACCTTTT-CC---TATTCCGCAGTGCTTTCAGCACCACGGGCACCTCCGTGCTGGGCATTCGCTACGACTCAG
droSec2 scaffold_6:1302647-1302808 - CTGCCGCGCGAGCTGACCACAGTGGGACCCTATGGAACCAAGCACAGCACGTAGGAACTGGAAATATC-TTG-----T--AG---------ATGTA-----------------------CCA-CTT----GTTTATACACCTTTT-CC---TATTCCGCAGTGCTTCCAGCACCACGGGCACCTCCGTGCTGGGCATTCGCTACGATTCAG
droYak3 3R:1572312-1572473 - CTGCCGCGGGAACTGACCACAGTGGGACCCTATGGAACCAAGCACAGCACGTAGGGACTGAGGATAAG-TTC-----T--AG---------TGGTA-----------------------CCA-CTT----GTTTATACCCCTTTA-CT---TATTCCGCAGTGCTGCCATCACCACGGGTTCCTCTGTTTTGGGCATTCGCTACGATGAAG
droEre2 scaffold_4770:1453057-1453218

-
CTGCCGCGGGAACTGACCACAGTGGGACCCTATGGAACCCAGCACAGCACGTAGGAACTGAGGATATG-TTC-----C--AG---------TTGTG-----------------------CCA-CTT----GCTTATACACCATTT-TC---TATTCCGCAGTGCTGCCATCACCACGGGCTCCTCCGTTTTGGGCATTCGCTACGATGCAG

droEug1 scf7180000409766:101906-
102068 -

CTTCCCCGTGAATTGACCGCGGCGGGTCCCTATGGAACCAAGCACAGCACGTAGGGATTGTTGATGCA-ATC-----CTTTT---------CTCT------------------------CTT-ACT----AAATATACTCCGTTA-AC---TTTCCCACAGAGCTGCCATCACCACAGGCTCCTCTGTGCTGGGAATTCGCTACGACGGCG

droBia1 scf7180000302411:936014-
936174 -

CTGCCCCGTGAGCTGACCACAGCGGGACCCTATGGAACCAAGCACAGCACGTAGGAATTGGGAATAGA-ATC-----C--TG---------ATTTT-----------------------GCCTC-A----GTTTTA--ACCCTTACCT---TTATCCGCAGAGCTGCCATCACCACGGGCTCTTCCGTTTTGGGCATTCGCTTCGACGGCG

droTak1 scf7180000415789:193742-
193902 +

CTGCCCCGTGAACTGACCACAGCGGGTCCCTATGGAACCAAGCACAGCACGTAGGAACTGGGGATAGA-ATC-----C--TG---------CCTAG-----------------------GCCTCAC----ATT-ATA-ACCCCTA-CC---TTATCCGCAGAGCTGCCATCACCACGGGCTCCTCCGTTTTGGGCATTCGCTACGACGGCG

droEle1 scf7180000491021:293121-
293282 +

TTGCCCCGCGAACTGACCACAGCGGGTCCTTATGGAACCAAGCACAACACGTAGGAACAGAATATATT-AAC-----T--TG---------CTTAA-----------------------CCC-CTT----TTGTAAACCCTGTTA-AA---TTATCCGTAGATCTTCCATTACCACGGGCTCCTCCGTTTTGGGCATTCGCTACGACGAGG

droRho1 scf7180000779349:27220-27379
+

CTACCCCGTGAACTGACCACAGCGGGACCCTATGGAACCAAGCACAGCACGTATGAATAGGGAATATA-ATC-----C--TG---------TTTTA-----------------------CTA-CTC----TTGTTA--ACCTTTA-CC---AAATCCGCAGAGCTGCCATTACCACGGGCTCCTCCGTTTTGGGCATTCGCTACGACGGTG

droFic1 scf7180000453850:565802-
565962 -

CTGCCCCGCGAACTGACCACGGCAGGTCCCTATGGAACCAAGCGCAGCACGTAGGAATTGTGGATTTT-A-C-----C--AG---------TCTAA-----------------------CCC-ATA----TC--ATTTACCTTGA-CC-CATTTTTCGCAGATCATCAATCACCACGGGCTCCTCCGTGCTGGGCATTCGTTACGACGGCG

droKik1 scf7180000302461:605280-
605441 -

TTGCCCCGTGAGCTGACCACCGCCGGACCCTATGGAACCAAGCGCAGCACGTACGAATAAAGGCTATA-ACT-----TTTTG---------CTTAA-----------------------CC--TTT----TATAATACCCCCT-T-AA---TCTTCAACAGAGCTGCCATCACCACGGGCTCCTCCGTGCTGGGCATTCGCTACGACGGCG

droAna3 scaffold_13088:494955-495113
-

CTGCCCCGCGAATTGACCACCGCCGGCCCGTATGGAACGCAGCGCAACACGTAAAATATTCCA------------------A----------------A-TATATCAGGGAA-------TTG-TTA----AAT-AAATTTGAATT-TT---TCCCTTGCAGTGCCAGAATCACCACAGGCTCTTCAGTTTTGGGCATTCGCTTTGATGGCG

droBip1 scf7180000396413:549986-
550144 -

CTGCCTCGCGAACTGACCCCCGCCGGTCCGTATGGAACGCAGCGCAACACGTAAAGTATTCCAAA-----------------------------------TATATC----AGCGATTTTCTA-ATT----AAA-------TTTTA-ATTTATCCATTGCAGTGCCAGAATCACCACAGGATCCTCAGTTTTGGGCATTCGCTTTGATGGCG

dp5 2:21597914-21598072 + TTGCCAAAAGAGCTGACCGCGGCAGGCCCTTTCGGAACAAAGCGCAGCACGTAGGGTGCCA---T-------------------------------TGACT--ATATTGAAT-------CCA-CTT----CATAATTCATACTAC-TT---CCTTCCTCAGCTCTTCCATTACCACAGGCTCCTCCGTTTTGGGAATACGATACGATGGCG
droPer2 scaffold_3:4382940-4383098 + TTGCCAAAAGAGCTGACCGCGGCAGGCCCTTTCGGAACAAAGCGCAGCACGTAGGGTGCCA---T-------------------------------TGACT--ATATTGAAT-------CCA-CTT----CATAATTCATACTAC-TT---CCTTCCTCAGCTCTTCCATTACCACAGGCTCCTCCGTTTTGGGTATACGATACGATGGCG
droWil2 scf2_1100000004943:12737508-

12737672 +

TTGCCCAGTGAACTGGTCACAGAGGGTCCGTACGGAACCAAGCGGAATACGTAGGAATATA---TATA-GG------C--AGCTTTG----AAGAA---------------TC------ACC-CTT----AACTCTTCTTATTCG-CT---TTTCTTGCAGATCTTCAATTACCACTGGTTCATCGGTGTTGGGCATTCGCTTTGATGAAG

droVir3 scaffold_12855:9940772-
9940926 -

CTGCCGCGAGAATTAACAACTGCAGGTCCTTTCGGTACCAAGCACAGCACGTAAGTTAAGGCAGTT--------------------------TGCA-----------------------CCG-CCTGAAAGCTC-TA-GCACTTT-TT---ACATTATTAGCGCTGCAATTACTACGGGCTCCTCAGTGGTGGGCATCAAATTCGATGGTG

droMoj3 scaffold_6540:22947659-
22947818 +

TTGCCTCGTGAATTAACAACCGCAGGTCCCTATGGCACCAAGCACAGCACGTAAGTAAATGCAATTGGACTC-----T--AG---------ATTAA-----------------------ATT--GT----ATT-CTAAATTCT-G-GT---ACATTTGTAGCGCTGCTATAACTACCGGTTCCTCAGTGTTGGGCATTAGATTCGATGGCG

droGri2 scaffold_15074:4271608-
4271768 +

CTGCCGCGCGAATTAACCACGGCCGGCCCTTTTGGCACCAAGCACAGCACGTAAGTAAAAA---TCAA-ATT-----A---AAATTGCAGC-----GGAAT--ATATT--------------------------GAAAATG-TAT-TT---ATATTTGTAGGGCTGCCATTACCACTGGCTCCTCGGTGGTGGGTATTAGATACGCTGGCG
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AGCTGCGATCCATCAGTGATCTGCCGCGCTACGAGCAATCGTTCTACGAATCCGGACTAGATGAATATCATTCCACGTACGAGGACTACCTGCAGGTATGCATCCAGTTTGGATTCGTGGTCCTGTTTGCCGCCGTTGCCCCATTTGCCGCCATTGGAGCTCT

***********************************........(((((((((((((((.((((.(((((..(((........))).........))))).)))).)))))))))))))))........***********************************
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..................................................................................................TGCATCCAGTTTGGATTCGTGG........................................... 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

....................................................................................................................GTGGTCCTGTTTGCCGCCGTT.......................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................ACGAATCCGGACTAGATGAATA................................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................CAGGTATGCATCCAGTTTGGATATC.............................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TCCGGACTAGATGAATATCA............................................................................................. 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 0 0 0 0 0 0 0 0

............................................TACGAATCCGGACTAGATGAA.................................................................................................. 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

......................................TCGTTCTACGAATCCGGACTAT....................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................TACGAATCCGGACTAGATGAATATCATTC.......................................................................................... 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 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................CTAGATGAATATCATTCCACGTACGA................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................GTTCTACGAATCCGGACTAGAT..................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................CAGGTATGCATCCAGTTTGGATA................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................TACGAGCAATCGTTCTACGAATCCGGAC.......................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................CCACGTACGAGGACTACCTGCAGGTT................................................................. 26 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

..........................................TCTACGAATCCGGACTAGATGAATAT............................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................GCAGGTATGCATCCAGTTTGGA.................................................. 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

....................................................CGGACTAGATGAATATCATTCC......................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................TGCATCCAGTTTGGATTCGTGGT.......................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......GATCCATCAGTGATCTGCCGCGC...................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................CCGGACTAGATGAATATCATT........................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

TCGACGCTAGGTAGTCACTAGACGGCGCGATGCTCGTTAGCAAGATGCTTAGGCCTGATCTACTTATAGTAAGGTGCATGCTCCTGATGGACGTCCATACGTAGGTCAAACCTAAGCACCAGGACAAACGGCGGCAACGGGGTAAACGGCGGTAACCTCGAGA

***********************************........(((((((((((((((.((((.(((((..(((........))).........))))).)))).)))))))))))))))........***********************************
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.........................................................................................................TCAAACCTAAGCACCAGGACAAACGG................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................TACTTATAGTAAGGTGCATGCTCC............................................................................... 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

.........................................................................................CCCGTCCATACGTAGGTCA....................................................... 19 2 2 0.50 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

.......................................................................................AACACGTCCATACGTAGGTCA....................................................... 21 3 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

................................................................ATGAGTAAGGTGCATGCTC................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 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:16574807-16574970 - dme_293 AGCTGCGATCCATCAGTGATCTGCCGCGCTACGAGCAATCGTTCTACGAATCCGGACTAGATGAATATCATTCCACGTACGAGGACTACCTGCAGGTATGCATCCAGTTTGGATTCGTGGTCCTGTTTGCCGCCGTTGCCCCATTTGCCGCCATTGGAGCTCTG
droSim2 x:15674816-15674979 - AGCTGCGATCCATCAGTGATCTGCCGCGCTACGAGCAATCGTTCTACGAGTCCGGACTAGATGAATATCATTCCACGTACGAGGACTACCTGCAGGTGTGCATCCAGTTTGGATTCGTGGTCCTGTTTGCCGCCGTTGCCCCGTTTGCCGCCATTGGAGCTCTG
droSec2 scaffold_17:397337-397500 - AGCTGCGATCCATTAGTGATCTGCCGCGCTACGAGCAATCGTTCTACGAGTCTGGACTAGATGAATATCATTCCACGTACGAGGACTACCTGCAGGTGTGCATCCAGTTTGGATTCGTGGTCCTGTTTGCCGCTGTTGCCCCGTTTGCCGCCATTGGAGCTCTG
droYak3 X:15178266-15178429 - AGCTGCGATCCATCAGTGATCTGCCGCGCTACGAGCAGTCGTTCTACGAGTCCGGACTAGATGAATATCATTCCACGTACGAGGACTACCTGCAGGTCTGCATCCAGTTTGGATTCGTGGTCCTATTTGCTGCCGTTGCCCCGTTTGCCGCCATTGGAGCTCTG
droEre2 scaffold_4690:6933026-

6933189 -
AGCTGCGATCCATCAGTGATCTGCCGCGCTACGAGCAATCGTTCTACGAGTCCGGACTTGATGAATATCATTCCACGTACGAGGACTACCTGCAGGTGTGCATCCAGTTTGGATTCGTGGTCCTATTTGCCGCCGTTGCCCCGTTTGCCGCCATTGGAGCTCTG

droEug1 scf7180000409117:75319-
75482 -

AGCTGCGATCCATTAGCGATCTGCCACGCTATGAGCAATCGTTTTATGAGTCCGGGCTAGATGAATACCATTCCACTTACGAGGACTACCTGCAAGTGTGTATTCAGTTTGGATTCGTGGTACTCTTTGCCGCTGTTGCCCCTTTTGCCGCGATTGGAGCTTTG

droBia1 scf7180000302041:150247-
150410 +

AGCTGCGATCGATCAGCGATCTGCCGCGCTACGAGCAGTCCTTCTATGAGTCCGGGCTAGATGAATACCATTCCACGTACGAGGACTACCTGCAGGTGTGCATCCAGTTTGGGTTCGTCGTCCTCTTTGCCGCCGTCGCCCCGTTCGCCGCCATTGGAGCTCTG

droTak1 scf7180000414432:284122-
284285 +

AGCTGCGTTCGATAAGCGATCTGCCACGCTACGAGCAATCCTTCTACGAATCGGGCCTAGATGAATACCATTCCACGTACGAGGACTACCTGCAGGTGTGCATCCAGTTTGGATTCGTCGTGCTCTTTGCCGCCGTCGCCCCCTTTGCGGCCATTGGTGCGTTG

droEle1 scf7180000491006:1886176-
1886339 +

AGCTGCGCTCGATCAGCGATCTGCCGCGCTACGAGCAGTCCTTCTACGAGTCCGGCCTGGATGAGTATCATTCCACGTACGAGGATTACCTGCAGGTGTGCATCCAGTTCGGCTACGTGGTCCTCTTTGCCGCCGTTGCCCCGTTTGCCGCCATCGGGGCGCTG

droRho1 scf7180000779514:157166-
157329 -

AGCTGCGTTCCATTAGCGATCTGCCGCGCTACGAGCAGTCCTTCTACGAGTCCGGACTAGATGAATACCATTCCACGTACGAGGACTACCTGCAGGTGTGCATCCAGTTCGGCTACGTGGTCCTCTTCGCCGCTGTTGCCCCGTTTGCCGCCATTGGAGCTCTG

droFic1 scf7180000454077:1645414-
1645577 -

AGCTGCGATCCATTAGCGACCTGCCGCGCTACGAGCAGTCGTTCTACGAGTCCGGACTTGATGAATACCATTCCACGTACGAGGATTACCTGCAGGTGTGCATCCAGTTCGGGTTCGTGGTCCTCTTCGCCGCCGTTGCCCCGTTTGCCGCCATCGGCGCCTTG

droKik1 scf7180000302344:1405362-
1405525 +

AGCTACGCTCCATTAGCGATGTGCCGCGCTACGAGCAGTCCTTCTACGAGTCCGGGCTAGATGAATACCATTCCACGTACGAGGATTACCTGCAGGTGTGCATCCAGTTTGGCTTTGTCGTCCTGTTCGCCGCCGTTGCCCCGTTTGCCGCCATTGGAGCGCTG

droAna3 scaffold_13334:977731-
977894 -

AGCTGCGTTCGATCAGCGATGTGGCCCGCTACGAACAGTCCTTTTTCGAGTCCGGCCTCGATGCCTACCATTCCACATACGAGGACTACCTGCAGGTGTGCATCCAGTTTGGCTACGTTGTCCTCTTTGCCGCCGTGGCGCCGTTTGCGGCGATCGGCGCCCTG

droBip1 scf7180000396733:626194-
626357 -

AGCTGCGATCGATCAGCGATGTGGCGCGCTACGAACAGTCCTTTTTCGAGTCCGGCCTCGATGCCTACCATTCCACGTACGAGGATTATCTGCAGGTGTGCATCCAGTTTGGCTACGTTGTCCTCTTTGCCGCCGTGGCACCGTTTGCCGCCATCGGTGCGCTG

dp5 XL_group1e:7712843-7713006
+

AGCTGGACAATATCAGCGATCAGCCCCGGTACGAGCAGTCGTTCTACGAGTCCGGCCTGGATGCCTACCATTCCACATACGAGGACTACCTGCAGGTGTGCATACAGTTCGGGTTCGTTGTACTCTTTGCCGCCGTGGCCCCCTTCGCCGCCATCGGGGCGCTC

droPer2 scaffold_13:843599-843762 - AGCTGGACAATATCAGCGATCAGCCCCGGTACGAGCAGTCGTTCTACGAGTCCGGCCTGGATGCCTACCATTCCACATACGAGGACTACCTGCAGGTGTGCATACAGTTCGGGTTCGTTGTACTCTTTGCCGCCGTGGCCCCCTTCGCCGCCATCGGGGCGCTC
droWil2 scf2_1100000004515:263869-

264032 +
AAATGCGAACAATTAGCAATTTGCCCCGCTACGAGCAGAGCTTCTACGAGTCTGGCCTGGATGCCTATCATTCCACATACGAGGATTATCTGCAGGTATGCATCCAGTTTGGTTTCGTGGTACTCTTCGCTGCAGTCGCTCCCTTTGCGGCCATTGGAGCGCTA

droVir3 scaffold_12970:9461096-
9461259 +

AATTGAGCGCTATCAGCAATAAGCCACGCTACGAGCAAGCATTTTATGAGTCCGGCCTGGATGCCTATCATTCCACCTATGAGGACTACCTGCAGGTTTGCATACAGTTTGGCTATGTTGTGCTCTTTGCCGCCGTTGCGCCCTTCGCCGCTATCGGCGCCCTC

droMoj3 scaffold_6473:1239413-
1239576 +

AGCTGCGCGGCATCAGCAACAAGCCGCGTTACGAGCAAGCATTCTACGAATCCGGCCTCGATGAGTACCATTCCACCTACGAGGACTATCTGCAGGTCTGCATACAGTTCGGCTACGTGGTGCTCTTTGCGGCCGTGGCGCCCTTTGCCGCCATCGGTGCGCTG

droGri2 scaffold_15203:9238682-
9238845 -

AATTGAGCGCGGTTGGCAATAAGTCACGGTACGAGCAGTCATTCTACGAGTCTGGCCTGGATTCCTATCATTCCACCTACGAGGATTATCTGCAGGTGTGCATTCAGTTTGGCTACGTGGTGCTCTTTGCTGCCGTTGCGCCCTTCGCCGCCATCGGTGCTTTA

Generated: 09/09/2015 at 01:27 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
1
0
0
0
1
1
1
1
0
1
0
0
0
1
0

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:16574808-16574970
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:16574807-16574970
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_293.html
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414432:284122-284285
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491006:1886176-1886339
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779514:157166-157329
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454077:1645414-1645577
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302344:1405362-1405525
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ATAACAATAAGAAACCATAAGCGGGAACTTGGTCTGAAAGACCCCAAATAAGAGGTGGTAGTGATGGGACTCGTCTAGAATGAGTGGAAATTCAAAGCATCGCTCGACTTCAGAGCCTCAACATTACGCCTAGAGAACGACATCAGGTTTAGATCATTGCGATCCCGCTTAGGAAACGAGAACTGA
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Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V132

ML-
DmD32

V133

Sg4

V144

OSC

SRR351332

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

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V125

ML-
DmD9

V096

loqsKO/f00791
ovary

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V131

ML-
DmD16-
c3

V073

mbn2

GSM628272

ago2[414]
ovary
total RNA

V093

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

SRR298536

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

V022

ML-
DmD32
cell

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

SRR060648

A2_ovaries_FLAG-
Aub

SRR317115

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

GSM609240

IR+ 2-
18hr

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609229

embryo 2-
6hr

V091

fGS/OSS
total
Â 

V134

ML-
DmD8

SRR031702

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

GSM609239

IR- 2-
18hr

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR298711

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

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

V127

G2

GSM609217

MLDmD20c5

SRR298537

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

GSM609248

ML-DmD9
cell

V145

S2-
DRSC

SRR010955

Aub IP in
Ago3
heterozygotes

SRR060653

hs-Penelope_
ovaries_total

SRR317117

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

GSM399100

Kc167
cell

GSM609220

ML-DmD21
cell

V023

Dcr2
female
head

GSM399101

kc167
cell

V128

S3

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM371638

S2-NP

SRR014282

Ovary_rep1_wK_P

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

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

GSM609250

ML-DmD32
cell

V130

ML-
DmBG3-
c2

GSM609222

ML-DmBG1-
C1

GSM609230

CS,ovary,AGO1IP

AGO1
V074

S3

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM609224

female,
one day

GSM385822

OSS_s8

GSM286604

0-1h #3
(7)

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

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

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR065800

zuc_H-
Y_ovaries

GSM609223

male, one
day

GSM609237

ago2[414]
ovary
total RNA

V092

dcr-
2[G31R]
male
total
RNA Â 

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V138

Male
cold
body

V140

Dessication_female_body

V086

female
body,
aged

V008

S2-
DRSC

GSM609249

ML-DmD21
cell

GSM609234

CS Â male
total RNA
Â 

SRX247213

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

AGO2

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1
GSM343832

S2R+ cell

SRR065155

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

GSM379050

Armi
Heterozygote

GSM379067

SpnE
Mutant

GSM385748

OSS_s6

GSM385821

OSS_s7

GSM286611

6-10h #2
(11)

GSM399107

male body
#2

GSM609242

s2+48 #2

GSM399110

KC-48 #2

GSM609243

KC+48 #1

SRR001349

heterozygous_dcr-
2_untreated

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR014273

Ovary_rep1_Har_P

SRR014277

Ovary_rep1_NA_P

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

SRR317112

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

SRR351333

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

V077

cold,
female
head

V080

Starvation,
female head

GSM609238

embryo
14-24hr

V129

ML-
DmBG1-
c1

V137

Male
aged
head

V139

Cold_female_body

V141

Heat_female_body

V142

Oxidation_female_body
GSM609218

Sg4

V015

DreRFHV148h

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

GSM280088

S2cell
(AGO1IP)

AGO1

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM379054

Flam
Heterozygote

GSM379056

Krimp
Heterozygote

GSM379063

Vasa
Heterozygote

GSM467729

Dmel_wt_sRNAseq

GSM467730

Dmel_r2d2_sRNAseq

GSM286613

0-1hr #1
(A)

GSM322219

2-4day
pupae #1

GSM322533

female
head #1

GSM360260

0-1d
Pupae (w)

GSM286602

male body

S6

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

SRR001343

dcr-2_non-
beta-
eliminated

SRR001344

dcr-
2_beta-
eliminated

SRR001345

ago2_non-
beta-
eliminated

SRR001348

ago2_oxidized

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

SRR097865

Drosophila
S2-NP
cells

SRR341118

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

V012

Dcr2 male
(Katsutomo,
whole fly?)

V014

DTT
8h

GSM343833

S2R+ cell

GSM609221

1182-4H
cell

V037

Felix
sample
+mirtrons

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

V085

CME
W2
wing
disc

SRX247212

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

AGO1

GSE24545

CS ovary
total
RNA

V126

CME
L1

V135

CME
W2
(wing
disc
line)

V147

1182-
4H
cell

V148

mbn2

SRR029032

r2d2
knockdown

V034

ML-
DmD16c3
cell

SRR031692

Total
small
RNAs from
Oregon R

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR001339

WT_females_non-
beta-eliminated

SRR001347

ago2_untreated

V006

r2d2 female:
possibly
heterozygous

V079

Oxidation,
female
head

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM609219

GM2 cell

V031

GM2
cell

GSM609225

ML-DmBG3-
C2

SRR029033

lacZ
knockdown

SRR065802

Piwi-
IP_zuc_mut_ovaries

..............................................................GATGGGACTCGTCTAGAATGAGTGGA.................................................................................................. 26 0 1 98.00 98 16 7 4 0 3 4 0 0 0 1 2 5 2 3 2 4 1 0 0 7 1 1 0 0 0 3 0 0 0 0 0 0 0 0 0 1 1 0 0 0 2 0 0 0 1 0 0 2 1 0 0 1 0 1 1 0 0 0 0 1 1 0 0 0 2 0 1 0 0 2 0 0 0 1 1 3 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 1 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 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

..............................................................GATGGGACTCGTCTAGAATGAGTGGAA................................................................................................. 27 0 1 48.00 48 4 6 2 0 1 2 3 0 2 0 0 2 0 2 1 0 0 0 0 0 1 1 0 1 0 0 0 1 0 0 0 0 2 1 0 0 0 0 0 1 0 0 0 1 2 0 0 0 1 3 0 0 2 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 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

.......................................................................................................TCGACTTCAGAGCCTCAACAT.............................................................. 21 0 1 41.00 41 2 0 0 0 0 1 0 8 0 0 5 0 0 0 1 0 0 5 0 0 1 0 3 0 0 0 0 0 0 2 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 1 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 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................GATGGGACTCGTCTAGAATGAGT..................................................................................................... 23 0 1 32.00 32 0 1 0 0 2 1 0 3 0 2 0 0 0 0 1 0 3 1 0 0 0 0 0 0 0 0 0 1 0 1 0 1 1 1 0 0 2 0 0 0 1 1 0 1 0 0 0 0 0 0 2 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................TGGGACTCGTCTAGAATGAGTGGA.................................................................................................. 24 0 1 32.00 32 2 0 0 0 2 0 0 0 1 1 2 0 0 1 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 1 2 0 1 0 2 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 3 0 1 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 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 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

..............................................................GATGGGACTCGTCTAGAATGAG...................................................................................................... 22 0 1 29.00 29 0 2 1 0 1 1 5 0 0 0 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 3 1 0 0 0 0 1 1 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 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................GATGGGACTCGTCTAGAATGAGTGG................................................................................................... 25 0 1 29.00 29 0 2 0 0 1 2 5 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 1 0 1 0 1 0 0 0 0 1 0 0 0 1 0 5 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 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

..............................................................GATGGGACTCGTCTAGAATGAGTG.................................................................................................... 24 0 1 27.00 27 6 3 0 0 1 0 0 0 0 2 1 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 2 0 0 0 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 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................CGACTTCAGAGCCTCAACAT.............................................................. 20 0 1 10.00 10 0 1 0 0 0 2 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................AATTCAAAGCATCGCTCGACTTCAGA........................................................................ 26 0 1 8.00 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

...............................................................ATGGGACTCGTCTAGAATGAGT..................................................................................................... 22 0 1 8.00 8 1 0 0 0 0 0 0 0 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 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 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

..............................................................GATGGGACTCGTCTAGAATGAGTGGAAA................................................................................................ 28 0 1 6.00 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TCAAAGCATCGCTCGACTTCAGAGCC..................................................................... 26 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TTCAAAGCATCGCTCGACTTCAGA........................................................................ 24 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................GCTCGACTTCAGAGCCTCAAC................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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 1 0 0 0 0 0 0 0 0 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

.............................................................TGATGGGACTCGTCTAGAATGAGTGGA.................................................................................................. 27 0 1 5.00 5 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................CGACTTCAGAGCCTCAACA............................................................... 19 0 1 4.00 4 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................GATGGGACTCGTCTAGAATC........................................................................................................ 20 1 1 4.00 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................ACTTCAGAGCCTCAACAT.............................................................. 18 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

...............................................................................................AGCATCGCTCGACTTCAGAGCC..................................................................... 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................TAGTGATGGGACTCGTCTAGAATGAG...................................................................................................... 26 0 1 4.00 4 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................TCTAGAATGAGTGGAAATTCAAAGCA....................................................................................... 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 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

...............................................................ATGGGACTCGTCTAGAATGAG...................................................................................................... 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 0 0 0 0 0 0 0 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................GATGGGACTCGTCTAGAATGAGTGT................................................................................................... 25 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................ATGGGACTCGTCTAGAATGAGTGGA.................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 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

..........................................................................................TTCAAAGCATCGCTCGACTTCAGAGC...................................................................... 26 0 1 3.00 3 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................GATGGGACTCGTCTAGAATGAGTATC.................................................................................................. 26 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................GATGGGACTCGTCTAGAA.......................................................................................................... 18 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 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................TGGGACTCGTCTAGAATGAGT..................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................AAGCATCGCTCGACTTCAGAGCCATC.................................................................. 26 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................CGTCTAGAATGAGTGGAAAT............................................................................................... 20 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................TAAGAGGTGGTAGTGATGGGACTCGTC............................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................TAGTGATGGGACTCGTCTAGAATGA....................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

..............................................................GATGGGACTCGTCTAGAATG........................................................................................................ 20 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................CCCCAAATAAGAGGTGGTAGTG........................................................................................................................... 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 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

...............................................................................................AGCATCGCTCGACTTCAGAGCCATC.................................................................. 25 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................TGGGACTCGTCTAGAATGAGTGG................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TTCAAAGCATCGCTCGACTATC.......................................................................... 22 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............ACCATAAGCGGGAACTTGGTCTGAAA................................................................................................................................................... 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

.................................................................................GAGTGGAAATTCAAAGCATCGCT.................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................TCGCTCGACTTCAGAGCCTCAACAT.............................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................GATGGGACTCGTCTAGAATGAGTGGGT................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................TAAGCGGGAACTTGGTCTGAAAGACCCCAA........................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................GATGGGACTCGTCTAGAATGATC..................................................................................................... 23 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................ACCCCAAATAAGAGGTGGT............................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................CTCGTCTAGAATGAGTGGAAA................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................CGTCTAGAATGAGTGGAAATTCAAA.......................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................TCGTCTAGAATGAGTGGAAATTCAAA.......................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................CATCGCTCGACTTCAGAG....................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................GTCTAGAATGAGTGGAAATTCAA........................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................TGGTAGTGATGGGACTCGTCTAGAA.......................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................GCTCGACTTCAGAGCCTCAACAT.............................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................AGAGAACGACATCAGGTTTA................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................AGCGGGAACTTGGTCTGAAAGACCCC............................................................................................................................................. 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

............................................................................AGAATGAGTGGAAATTCAA........................................................................................... 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

...................................GAAAGACCCCAAATAAGAGGTGGTAGT............................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................ATGGGACTCGTCTAGAATGAGTG.................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................CGCTCGACTTCAGAGCCTCA.................................................................. 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

..........................................................................................TTCAAAGCATCGCTCGACTTCAGAGCC..................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................CGTCTAGAATGAGTGGAAATTC............................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................CTCGACTTCAGAGCCTCAACA............................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................CCAAATAAGAGGTGGTAGT............................................................................................................................ 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 0 0 0 0 0 0 0 0

.........................................................................TCTAGAATGAGTGGAAAT............................................................................................... 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

...............................................................ATGGGACTCGTCTAGAATGAGTGGAC................................................................................................. 26 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................CCCAAATAAGAGGTGGTAGT............................................................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................GATGGGACTCGTCTAGAATGAGC..................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................TTAGATCATTGCGATCCCGCTTAGGA............ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............ACCATAAGCGGGAACTTGGT......................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................CCAAATAAGAGGTGGTAGTGATGGGAC.................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................GGTAGTGATGGGACTCGTCTAGAATG........................................................................................................ 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

....................................................................ACTCGTCTAGAATGAGTGGAAA................................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................GATGGGACTCGTCTAGAATGAGG..................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................AAGCATCGCTCGACTTCAGAGCCTC................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................GATGGGACTCGTCTAGAATGAGATC................................................................................................... 25 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................TGGGACTCGTCTAGAATGAGATC................................................................................................... 23 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................AGCATCGCTCGACTTCAGAGCCTCA.................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.TAACAATAAGAAACCATAAGCGGGAAC.............................................................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................GGTGGTAGTGATGGGACTCGTCT.............................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................GCATCGCTCGACTTCAGAGCCTCAACA............................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................CCAAATAAGAGGTGGTAGTGATGGGA..................................................................................................................... 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

............................................CAAATAAGAGGTGGTAGTG........................................................................................................................... 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

.................TAAGCGGGAACTTGGTCTGAAAGAC................................................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................GCTCGACTTCAGAGCCTCAACA............................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TCAAAGCATCGCTCGACTTCAGAGC...................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................GATGGGACTCGTCTAGAAA......................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................TAGTGATGGGACTCGTCTAGAATG........................................................................................................ 24 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

..............................................................................................AAGCATCGCTCGACTTCAGAGCC..................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................CAAAGCATCGCTCGACTTCAGAGCC..................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................GATGGGACTCGTCTAGAATGAGTC.................................................................................................... 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

..............................................................................................AAGCATCGCTCGACTTCAGAGC...................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................TCGACTTCAGAGCCTCAACA............................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................TGGGACTCGTCTAGAATGAG...................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................GACTTCAGAGCCTCAACAT.............................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................CCCAAATAAGAGGTGGTAGTG........................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................TTGCGATCCCGCTTAGGAAACGAGAAC... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TCAAAGCATCGCTCGACTTCAGAG....................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............CCATAAGCGGGAACTTGGTCT....................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................AAATTCAAAGCATCGCTCG................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................AAATTCAAAGCATCGCTCGACTTCAGA........................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................CATCGCTCGACTTCAGAGCCTCA.................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................TAGAATGAGTGGAAATTC............................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................ATTCAAAGCATCGCTCGACTTCAGAGC...................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................TCGCTCGACTTCAGAGCCTCA.................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................ATGGGACTCGTCTAGAATGAGTGGT.................................................................................................. 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

...............................................................................................AGCATCGCTCGACTTCAGAGCCT.................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

TATTGTTATTCTTTGGTATTCGCCCTTGAACCAGACTTTCTGGGGTTTATTCTCCACCATCACTACCCTGAGCAGATCTTACTCACCTTTAAGTTTCGTAGCGAGCTGAAGTCTCGGAGTTGTAATGCGGATCTCTTGCTGTAGTCCAAATCTAGTAACGCTAGGGCGAATCCTTTGCTCTTGACT

***********************************************.....(((((.(((((.((((.(((....((..(((((((............))))))).))...))).)))).))))))))))........***********************************************
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Total
Norm Total

GSM609222

ML-DmBG1-
C1

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609234

CS Â male
total RNA
Â 

V086

female
body,
aged

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR010953

Aub
heterozygotes,
oxidized

SRX247213

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

AGO2

V136

Male
aged
body

SRR029633

total
small RNAs
from hen1
homozygous
flies

V138

Male
cold
body

V073

mbn2

V077

cold,
female
head

GSM609238

embryo
14-24hr

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V142

Oxidation_female_body

V034

ML-
DmD16c3
cell

GSM467731

Dmel_loq_sRNAseq
GSM385822

OSS_s8

SRR001664

homozygous_dcr-
2_untreated

GSM609218

Sg4

V022

ML-
DmD32
cell

V074

S3

GSM609225

ML-DmBG3-
C2

V130

ML-
DmBG3-
c2

V137

Male
aged
head

SRR351332

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

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM609229

embryo 2-
6hr

V141

Heat_female_body

V093

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

GSM609223

male, one
day

V080

Starvation,
female head

SRR001347

ago2_untreated

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR031692

Total
small
RNAs from
Oregon R

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM609240

IR+ 2-
18hr

GSM609250

ML-DmD32
cell

GSM371638

S2-NP

V037

Felix
sample
+mirtrons

SRR032092

mock
oxidized

GSM609224

female,
one day

SRR351333

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

SRR001349

heterozygous_dcr-
2_untreated

V085

CME
W2
wing
disc

V139

Cold_female_body

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM361908

s2-48
Biological
Replicate
#2

V145

S2-
DRSC

SRR060646

yw67c23(2)_ovaries_total

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

GSM628272

ago2[414]
ovary
total RNA

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM286604

0-1h #3
(7)

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609237

ago2[414]
ovary
total RNA

V078

Desiccation,
female head

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM322543

male head
#1

SRR023402

total RNA
extracted
from NLS-
P19 cells

SRR001339

WT_females_non-
beta-eliminated

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR014277

Ovary_rep1_NA_P

V012

Dcr2 male
(Katsutomo,
whole fly?)

V140

Dessication_female_body

SRR031702

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

GSM399107

male body
#2

V079

Oxidation,
female
head

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

SRR014282

Ovary_rep1_wK_P

V031

GM2
cell

V091

fGS/OSS
total
Â 

GSM609220

ML-DmD21
cell

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM286601

male head

GSM322245

3rd
instar #1

GSM322219

2-4day
pupae #1

SRR001345

ago2_non-
beta-
eliminated

SRR001348

ago2_oxidized

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR014275

Ovary_rep1_LK_P

SRR060652

hs-
Penelope_testes_total

SRR298537

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

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSE24545

CS ovary
total
RNA

V131

ML-
DmD16-
c3

GSM379057

Krimp
Mutant

SRR029033

lacZ
knockdown

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1
.....................................................................................................................................TCTTGCTGTAGTCCAAATC.................................. 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
..............................................................................................TTCGTAGCGAGCTGAAGTCTC....................................................................... 21 0 1 1.00 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
.........TCTTTGGTATTCGCCCTTGAAC........................................................................................................................................................... 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chrX:13553555-13553740 + dme_424 ATAAC-AATAAGA--AAC---CATAAGC--GGGAACTTGGTCTGAAAGACCCCAA--A---TAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAATGAGTGGAAATTCA-AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GAC-ATCAGGTT--TAGATCATTGCGATCCCGCTTAGG-----AAAC----GA----GAAC----------------TGA
droSim2 x:12890273-12890458 + dsi_32459 ATAACAAATAAGA--AAC---CATAAGC--GGGAACTTGGTCTGAAAGACCCCAA--A---TAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GAC-ATCAGGTT--TAGATCATTGCGACCCCGCTTAGA-----AACA----GA----AAAT----------------TGA
droSec2 scaffold_20:193495-193680

+
dse_1847 ATAACAAATAAGA--AAC---CATAAGC--GGGAACTTGGTCTGAAAGACCCCAA--A---TAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GAC-ATCAGGGT--TAGATCATTGCGACCCCGCTTAGG-----AAAC----GA----GAAC----------------TGA

droYak3 X:7836394-7836583 + dya_1799 TTAAC-AATTAGAAATAACAATGTAAGC--GGGAACTTGTTCTGAAAGACCCAAA--A---TAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GAC-AACAGCTT--TAGATCAATGCGACCCCGCTTAGG-----AATC----GA----GAAT----------------TGG
droEre2 scaffold_4690:13329650-

13329840 -
der_1524 TTAA-ACTTTAGG--AAC---TATGAGC--GGGAACTTGTTCTGAAAGACCCAAA--C---TTA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GAC-AACAGCTT--TAGATCAATGCGACCCCGCTTAGG-----AATC----GG----GAAATA-GAAC---------TGG

droEug1 scf7180000408958:35913-
36116 -

G------ATTGGG--AAT---TTTAAGC--GGGAACTTGTTCTGAAAGACCGAAA--AA--TAAAAGAAGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GAC-AACAGCTT--TAGATCAATGCGACCCCGCTTAGGAGAATAATC----GAGT-T--AAGGACCTGAGGCAGC--AGA

droBia1 scf7180000302041:563675-
563853 +

A------ATTAGG--CAC---TGTAAGC--GGGAACTTGTTCTGAAAGACCCCAG--A---TAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC---AGCCGCGCTCG-ACTTCAGAGCCTCAGCATTACGCC-TAGAGAAC-GAC-ATCAGCTT--TAGATCAATGCGACCCCGCTTAGG-----CATC----AG----GCAC----------------CGA

droTak1 scf7180000414393:30808-
31001 -

AT--------AGG--AAC---TGTAAGC--GGGAACTTGTTCTGAAAGACCAAAC--T---TAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCGTCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GAC-AACAGCTT--TAGATCAATGCGACCCCGCTTAGG-----AATC----GAATAT--ATTGCCCACTGGGAAC--TGA

droEle1 scf7180000491044:215066-
215264 +

ATAA--AATTAGA--AAA---TATAAGC--GGGAACTTGTTCTGAAAGACCCTAA--A---TAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTC--AAGCATTGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGCGAAC-GACAACTAGCTT--TAGATCAATGCGACCCCGCTTAGG-----AATC----GA----GAATTGCAGACTGGGATC--ATA

droRho1 scf7180000779510:38388-
38579 +

GTTT-GAATTAGG--AAC---TGTAAGC--GGGAACTTGTTCTGAAAGACCCTAA--A---TAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGCATTTA--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GAC-AACAGCTT--TAGATCAATGCGACCCCGCTTAGG-----AACC----GA----GTATTGCGAAC---------TGG

droFic1 scf7180000454073:1442991-
1443193 +

ATT-CAAATTAGA--AAC---TTCAAGC--GGGAACTTGTTCTGAAAGAACCAAA--A--TTAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAACCGAC-AACAGCTT--TAGATCAATGCGACCCCGCTTAGG-----AATC----GA----GTACTACGAACTGGGATCTGAGA

droKik1 scf7180000302698:307798-
307979 -

ATA------------------CATAAGC--GGGAACTTGTTCTGAAAGACCCAATACAAAATAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTA--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GAC-AACAATTT--TAGATCAATGCGACCCCGCTTAGG-----AGTTGTAGGA----GAAT----------------TGA

droAna3 scaffold_13334:472144-
472320 +

dan_4039 ------------------------AAGC--GGGAACTTGTTCTGAAAGATCAAAC--AATTTAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTTT-GAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCCTTAGAGAAAAGAC-AACAGCTT--TAGATCAATGCCAACCCGCTTAGG-----AAGT--GCGA----GC-C-------T----GA--TAA

droBip1 scf7180000396431:1081223-
1081393 -

-------------------------AGC--GGGAACTTGTTCTGAAAGATCCAAC--AG-TGAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTTG-AAGCATTGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGACCAGAC-AACAGCTTTTTAGATCAATGACCACCCGCTTGGG-----GAA-----------GTACTAC-------------T-A

dp5 XL_group3b:100224-100382 + dps_110 GCCACAGATGAGG--TGA---CAAAAGCGTGGGTACTTGTTTTGAAAGAACATAT--C---GAA--G-GGTTGGTAGTGATGGGACTCGTCTAGAACGAGCGGAATTTC--AAACATTGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GCA-AGCAGCTT--TCGACCAT----------------------------------------------------------
droPer2 scaffold_56:124030-124187

+

dpe_157 GCCACAGATGAGG--TGA---CAAAAGCGTGGGTACTTGTT-TGAAAGAACATAT--C---GAA--G-GGTTGGTAGTGATGGGACTCGTCTAGAACGAGCGGAATTTC--AAACATTGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GCA-AGCAGCTT--TCGACCAT----------------------------------------------------------

droVir3 scaffold_12970:5369119-
5369203 -

dvi_24642 A--------------------------------------------------------------------AGAGGTAGTGATGGGACTCACCTAGAACGAGTGGAATATT--AAGCATTGCTCGCACTTCAGAGCCTCAGCATTACGCC-TAGAGAA----------------------------------------------------------------------------------

droMoj3 scaffold_6473:4951753-
4951833 -

dmo_3154 ------------------------------------------------------------------------GGTAGTGATGGGACTCACCTAGAACGAGTGGATTATT--TAGCATTGCTCGCACTTCAGAGCCTCAGCATTACGCC-TAGAGAA----------------------------------------------------------------------------------

droGri2 scaffold_15203:9467764-
9467849 +

dgr_467 A--------------------------------------------------------------------AGAAGTAGTGATGGGACTCAACTAGAACGAGTGGAATTTTAAAAGCATTGCTCGCACTTCAGAGCCTCAGCATTACGCC-TAGAGA-----------------------------------------------------------------------------------
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Flybase annnotation

intron [Pgk-in]; Antisense to intron [Bacc-in]; Antisense to intron [Bacc-in]; Antisense to intron [Bacc-in]; Antisense to five_prime_UTR [Bacc-u5]; Antisense to five_prime_UTR [Bacc-u5]; Antisense to five_prime_UTR [Bacc-u5]; transposable_element_insertion_site [P{UASp-YFP.Rab27.Q74L}Bacc[05]]; transposable_element_insertion_site [P{RS5}Bacc[5-SZ-3608]]
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

TATATTATTTTGCGGTGATTTTCTGATAATATAGTATCTATATAGTAAGGCTTTAGGAGGTGCCATATATCAGGCGGCGCTACGGCAGGCAAAAGGATTTACTCGTAGGCCCCACTGATGTATGGAATATCCGTTTTCCTTTGGTTTGCTAACCACCGATATGTGCTCCCGTCGACGGTTCGTACAAG

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

#
Mismatch
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Count

Total
Norm Total

V132

ML-
DmD32

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V125

ML-
DmD9

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR317117

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

V073

mbn2

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V126

CME
L1

V137

Male
aged
head

V147

1182-
4H
cell

SRR317115

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

GSM609229

embryo 2-
6hr

GSE24545

CS ovary
total
RNA

V128

S3

V146

S1
cell

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V148

mbn2

SRX247213

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

AGO2

V141

Heat_female_body

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

GSM628272

ago2[414]
ovary
total RNA

SRX247212

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

AGO1

V130

ML-
DmBG3-
c2

V136

Male
aged
body

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

SRR341117

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

V134

ML-
DmD8

V139

Cold_female_body

V140

Dessication_female_body

V142

Oxidation_female_body
V144

OSC

V022

ML-
DmD32
cell

GSM609230

CS,ovary,AGO1IP

AGO1

SRR341116

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

GSM609249

ML-DmD21
cell

GSM609250

ML-DmD32
cell

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1
V074

S3

V079

Oxidation,
female
head

GSM399100

Kc167
cell

GSM609220

ML-DmD21
cell

V077

cold,
female
head

GSM609234

CS Â male
total RNA
Â 

V131

ML-
DmD16-
c3

SRR298712

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

SRR014273

Ovary_rep1_Har_P

SRR014280

Ovary_rep1_w1118_P

SRR031702

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

SRR298536

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

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

V034

ML-
DmD16c3
cell

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V096

loqsKO/f00791
ovary

V145

S2-
DRSC

V080

Starvation,
female head

GSM609241

s2+48 #1

GSM609242

s2+48 #2

SRR032093

ago1
knockdown

SRR060644

A2_ovaries_total

SRR060646

yw67c23(2)_ovaries_total

SRR097867

Drosophila
S2-NP
cells

SRR317112

genotype: CG4771-
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.....................................................................................................CTCGTAGGCCCCACTGATGTATGG............................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................TCAGGCGGCGCTACGGCAGGCA................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................CCACTGATGTATGGAATATC......................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................CTACGGCAGGCAAAAGGA........................................................................................... 18 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
........................................................................................................GTAGGCCCCACTGATGTATGGAAA............................................................ 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
.....................................................................................................CTCGTAGGCCCCACTGATGTATGGAA............................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................TGCCATATATCAGGCGGCGCTACG........................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................................................TCCCGTCGACGGTTCGTACAAG 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................TATCAGGCGGCGCTACGGC...................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................TATAGTATCTATATAGTAAGG.......................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................CGCTACGGCAGGCAAAAGGATA......................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................TGTGCTCCCGTCGACGGT......... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................................ACCGATATGTGCTCCCGTCGA............. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............CGGTGATTTTCTGATAATATA........................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................GGTGCCATATATCAGGCGGCGT............................................................................................................ 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
................................................................................................................................................................ATGTGCTCCCGTCGACGGTTC....... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................TTACTCGTAGGCCCCACTGA...................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................ATCTATATAGTAAGGCTTTAGGAGGT............................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................AGGCGGCGCTACGGCAGGCA................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................GGCTTTAGGAGGTGCCATATA....................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................TGATGTATGGAATATCCGTTTT................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................TAGGCCCCACTGATGTATGGAATA........................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................CGTAGGCCCCACTGATGTATGG............................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................TATATCAGGCGGCGCTACGGCA..................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................GTGCCATATATCAGGCGGCGC............................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................ATATAGTAAGGCTTTAGGAGT................................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................ACTGATGTATGGAATATCCGT...................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................GGCCCCACTGATGTATGGAAC............................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................TAGGCCCCACTGATGTATGGAAG............................................................ 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
.........................................................................................................TAGGCCCCACTGATGTATGGAT............................................................. 22 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................................................GTGCTCCCGTCGACGGTT........ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................GGATTTACTCGTAGGCCCCAC......................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................TCAGGCGGCGCTACGGCAGT................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................GTTTTCCTTTGGTTTGCTA..................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................AGGCGGCGCTACGGCAGGCAAAAGGA........................................................................................... 26 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
...................................................................................................................................CGTTTTCCTTTGGTTTGCTAA.................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................GAATATCCGTTTTCCTTTGGT........................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................AGTATCTATATAGTAAGGCT........................................................................................................................................ 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
.............................................................................................................CCCCACTGATGTATGGAATATC......................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................ACTGATGTATGGAATATCCG....................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

ATATAATAAAACGCCACTAAAAGACTATTATATCATAGATATATCATTCCGAAATCCTCCACGGTATATAGTCCGCCGCGATGCCGTCCGTTTTCCTAAATGAGCATCCGGGGTGACTACATACCTTATAGGCAAAAGGAAACCAAACGATTGGTGGCTATACACGAGGGCAGCTGCCAAGCATGTTC
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ML-
DmD32

GSM609242

s2+48 #2
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r2d2[1]
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ML-
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CME
W2
wing
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total RNA
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GSM609229
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total RNA
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from 5-6 days old flies
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ML-
DmD9
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S3
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S1
cell
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CME
L1
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S3

GSM609225

ML-DmBG3-
C2

GSM609238

embryo
14-24hr

V134

ML-
DmD8

SRR298536

strain: vret148-
60/TM6genotype/variation:
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strain: vret148-
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SRR317115

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

GSM343832

S2R+ cell

V073

mbn2

V079

Oxidation,
female
head

SRR032094

ago2
knockdown

SRR097867

Drosophila
S2-NP
cells

SRR317111

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

SRR341118

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

GSM609220

ML-DmD21
cell

V032

S1
cell

V130

ML-
DmBG3-
c2

GSM399101

kc167
cell

V137

Male
aged
head

GSM272652

S2 -48
Biological
Replicate
#1

GSM399107

male body
#2

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

SRR351332

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

GSM609240

IR+ 2-
18hr

V022

ML-
DmD32
cell

GSM343833

S2R+ cell

GSM609249

ML-DmD21
cell

GSM609227

CMEW1
Cl.8+
cell

V036

ML-
DmD20c5
cell

SRX247212

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

AGO1

SRX247213

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

AGO2

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR029032

r2d2
knockdown

SRR097866

Drosophila
S2-NP
cells

GSM609239

IR- 2-
18hr

GSM371638

S2-NP

GSM609222

ML-DmBG1-
C1

V133

Sg4

V144

OSC

GSM322533

female
head #1

SRR014273

Ovary_rep1_Har_P

SRR014277

Ovary_rep1_NA_P

SRR032093

ago1
knockdown

SRR060653

hs-Penelope_
ovaries_total

SRR097865

Drosophila
S2-NP
cells

V080

Starvation,
female head

V093

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

V145

S2-
DRSC

GSM609244

KC+48 #2

SRR014275

Ovary_rep1_LK_P

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR060645

yw67c23(2)_testes_total

SRR060646

yw67c23(2)_ovaries_total

SRR317112

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

GSM609217

MLDmD20c5

V030

ML-
DmD8
cell

V077

cold,
female
head

GSM609223

male, one
day

GSM609237

ago2[414]
ovary
total RNA

V136

Male
aged
body

GSM399106

female
body #2

GSM379050

Armi
Heterozygote

GSM322219

2-4day
pupae #1

GSM609241

s2+48 #1

SRR001349

heterozygous_dcr-
2_untreated

SRR031692

Total
small
RNAs from
Oregon R

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR060643

A2_testes_total

SRR065155

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

SRR065800

zuc_H-
Y_ovaries

SRR065806

Piwi-
IP_squ_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

V003

dsDcr-1
(katsutomo
RNA)

V008

S2-
DRSC

GSM609235

CMEL1

GSM609221

1182-4H
cell

V078

Desiccation,
female head

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V127

G2

V138

Male
cold
body

V140

Dessication_female_body

V141

Heat_female_body

V142

Oxidation_female_body

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM360256

1st
instar #1

GSM280087

S2cell
(AGO2IP)

AGO2

GSM322245

3rd
instar #1

GSM360257

1st
instar #2

GSM322543

male head
#1

GSM272651

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

SRR010953

Aub
heterozygotes,
oxidized

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR014280

Ovary_rep1_w1118_P

SRR029031

loqs-ORF
knockdown

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR060648

A2_ovaries_FLAG-
Aub

SRR060649

A2_ovaries_FLAG-
Piwi

SRR298712

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

SRR317113

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

SRR341116

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

GSM399100

Kc167
cell

V023

Dcr2
female
head

V031

GM2
cell

GSM609230

CS,ovary,AGO1IP

AGO1

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V091

fGS/OSS
total
Â 

V139

Cold_female_body

GSM180333

late
embryo
(12-24)

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM379051

Armi
Mutant

GSM379052

Aub
Heterozygote

GSM379053

Aub
Mutant

GSM379054

Flam
Heterozygote

GSM379055

Flam
Mutant

GSM379057

Krimp
Mutant

GSM379058

Piwi
Heterozygote

GSM379059

Piwi
Mutant

GSM379061

Squ
Heterozygote

GSM379063

Vasa
Heterozygote

GSM379064

Vasa
Mutant

GSM379065

Zuc
Heterozygote

GSM385744

OSS_s2

GSM286601

male head

GSM286611

6-10h #2
(11)

GSM272653

KC -48 #1

GSM322208

3rd
instar #2

GSM399105

disk #2

GSM360260

0-1d
Pupae (w)

SRR001338

IR_non-
beta-
eliminated

SRR001345

ago2_non-
beta-
eliminated

SRR001347

ago2_untreated

SRR001664

homozygous_dcr-
2_untreated

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR014282

Ovary_rep1_wK_P

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

SRR060644

A2_ovaries_total

SRR065801

zuc_het(H-
Y)_ovaries

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

SRR317116

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

SRR341117

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

GSM609247

heat
female
head

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609251

aged
female
head

V015

DreRFHV148h

GSM609226

CMEW1
Cl.8+
cell

V037

Felix
sample
+mirtrons

GSM609234

CS Â male
total RNA
Â 

V092

dcr-
2[G31R]
male
total
RNA Â 

V135

CME
W2
(wing
disc
line)

GSM286602

male body

GSM286604

0-1h #3
(7)

GSM609248

ML-DmD9
cell

S6

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

............................................................ACGGTATATAGTCCGCCGCGAT.......................................................................................................... 22 0 1 112.00 112 4 1 7 0 3 0 0 4 0 4 0 9 0 0 1 0 0 0 0 2 3 1 0 0 3 1 1 0 2 2 2 2 2 9 2 1 3 1 2 0 0 1 0 0 0 0 0 0 1 1 3 0 0 0 0 0 0 0 1 0 2 1 0 0 1 0 0 3 0 0 1 1 2 2 1 0 0 1 2 0 0 0 1 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 1 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 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 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................ACACGAGGGCAGCTGCCA......... 18 0 1 87.00 87 0 13 3 2 0 12 1 0 7 6 0 0 6 0 0 0 0 0 0 0 0 0 0 3 2 2 0 0 0 0 0 1 0 0 1 0 1 1 0 1 1 0 1 1 0 0 0 0 1 2 1 3 3 0 0 0 0 0 0 0 0 1 0 0 1 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 1 1 0 0 0 0 0 0 0 0 0 1 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 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................GGCTATACACGAGGGCAG............... 18 0 1 28.00 28 0 5 2 2 1 2 0 0 3 0 1 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 1 0 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

...............................................................................................................................................................ATACACGAGGGCAGCTGCCA......... 20 0 1 25.00 25 3 0 1 1 5 0 0 1 0 0 0 1 1 0 0 0 0 0 0 0 2 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 1 1 0 0 0 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

.............................................................CGGTATATAGTCCGCCGCGAT.......................................................................................................... 21 0 1 23.00 23 0 0 0 1 1 0 0 0 0 0 0 7 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 1 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 2 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

..............................................................GGTATATAGTCCGCCGCGAT.......................................................................................................... 20 0 1 22.00 22 1 0 0 0 1 0 0 1 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 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 1 0 1 0 0 0 2 0 0 0 0 0 0 1 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 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

..........................................................................................................TCCGGGGTGACTACATACCTTA............................................................ 22 0 1 16.00 16 1 0 0 0 0 0 0 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 2 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 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 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

............................................................TCGGTATATAGTCCGCCGCGAT.......................................................................................................... 22 1 1 16.00 16 2 1 1 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 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................AGGCAAAAGGAAACCAAA......................................... 18 0 1 14.00 14 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 0 1 0 0 0 1 0 0 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................GGGCAGCTGCCAAGCATG... 18 0 1 14.00 14 0 2 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 1 0 0 0 0 4 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 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

..................................................................................................................................................ACGATTGGTGGCTATACA........................ 18 0 1 13.00 13 0 0 0 0 0 0 2 1 0 0 0 0 0 0 1 0 5 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................ATAGGCAAAAGGAAACCA........................................... 18 0 1 11.00 11 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 2 0 0 0 0 0 0 0 0 0 0 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................ATACACGAGGGCAGCTGC........... 18 0 1 11.00 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 1 0 1 0 4 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 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................GGCTATACACGAGGGCAGCTGCCA......... 24 0 1 10.00 10 2 0 0 1 0 0 0 1 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 0 0 0 0 0 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................TGGTGGCTATACACGAGGGCAGCTGCCA......... 28 0 1 10.00 10 0 0 0 0 0 0 0 2 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................TACACGAGGGCAGCTGCCA......... 19 0 1 9.00 9 0 0 0 0 1 0 1 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 0 0 0 0 0 0 0 0 0 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................TCCGGGGTGACTACATACCTT............................................................. 21 0 1 9.00 9 0 0 0 0 0 0 0 0 0 1 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 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................ACACGAGGGCAGCTGCCAAGCATGT.. 25 0 1 8.00 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 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 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

...................................................................................................................................................................ACGAGGGCAGCTGCCAAG....... 18 0 1 7.00 7 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................TATACACGAGGGCAGCTGCCA......... 21 0 1 7.00 7 2 0 0 0 1 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................CTATACACGAGGGCAGCTG............ 19 0 1 7.00 7 0 0 0 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................TGGTGGCTATACACGAGG................... 18 0 1 7.00 7 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................CGAGGGCAGCTGCCAAGCA..... 19 0 1 7.00 7 0 0 0 0 1 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 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 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
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..............................................TTCCGAAATCCTCCACGGTAT......................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................ATATAGTCCGCCGCGATGCCGT..................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................GGCTATACACGAGGGCAGCTGCC.......... 23 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................AACCAAACGATTGGTGGC.............................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................AACGGTATATAGTCCGCCGCG............................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................AAATTGGTGGCTATACACGAGGGC................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................AAACGATTGGTGGCTATACACGA..................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................AAGGAAACCAAACGATTG................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................GTGGCTATACACGAGGGCAGCTGC........... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................AACTATACACGAGGGCAGCTGCCA......... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

...............................................................................................................................ATAGGCAAAAGGAAACCAAACGATTG................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................ATCCGGGGTGACTACATACCTTATAGGC....................................................... 28 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 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................TTATAGGCAAAAGGAAACCAA.......................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................GAGCATCCGGGGTGACTACATA................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................GAGGGCAGCTGCCAAGCATGTTC 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................GCCGCGATGCCGTCCGTTTTC............................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................AAAGCTATACACGAGGGCAG............... 20 3 8 1.00 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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 4 0 1
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:2752806-2752993 - sblock2166 TA--TAT------TATTTTGCGGTGATTTTCTGAT----AA------T--------ATAGTATCTATA-------TAGTAA----GGCTTT--------AGGAG---GT-GCCATATAT---------------CA---GGCGGCGCTACGGCAGGCAA------A-AGGATTTACT-----------------------CGTAGGC-C-CCA-CTGA--------------TGTATGGAATATCCGTTTTCC------------------------------------------TTT---GGTTTGCTAACCACCGATATGTGCTCCCGTCGACGGTTCGTACAAG
droSim2 2l:2640420-2640607 - AA--TAT------TATTTTGCGGTGATTTTCTGAT----AA------T--------TTAGTATCTATA-------TAATAT----AGCTTT--------AGGAG---GT-GCCATATAT---------------CA---GGCGGCGCTACGGCAGGCTA------A-AGGATTTACT-----------------------CGTAGGC-C-TCA-CTGA--------------TGTATGGAATATCCGTTTGCC------------------------------------------TTT---GGTTTGCTAACCACCGATATGTGCTCCCGTCGACGGTTCGTACAAG
droSec2 scaffold_5:918932-919120 - TAA-TAT------TATTTTGCGGTGATTTTCTGAT----AA------T--------ATAGTATCTATA-------TAAAAT----AGCTTT--------AGGAG---GT-GCCATATAT---------------CA---GGCGGCGCTACGGCAGGCTA------A-AGGATTTACT-----------------------CGTAGGC-C-TTA-CTGA--------------TGTATGGAATATCCGTTTGCC------------------------------------------CTT---GGTTTGCTAACCACCGATATGTGCTCCCGTCGACGGTTCGTACAAG
droYak3 2L:2748314-2748514 - AA--TAT------TATTTTGCGGTGATTTTCTGAT----AA------TGCA---GAATGGTATCTATA-------TAGTATATGTAGCTAT--------AGGAG---GT-GCCATATAT---------------CA---GGCGGCGCTACGGCAGGCAG--GCAAA-AGGATTTACT-----------------------CGTAGGC-C-CCA-CTGA--------------TGTATGGAATATCCGTTCGCC------------------------------------------TTT---GGTTTGCTAACCACCGATATGTGCTCCCGTCGACGGTTCGTACAAG
droEre2 scaffold_4929:2805551-

2805742 -
AA--TAT------TATTTTGCGGTGATTTTCTGAT----AA------T--------ATGGTATCTATA-------TAGTATATGTAGCTAT--------AGGAG---CT-GCCATATAT---------------CA---GGCGGCGCTACGGCAGGCAA------A-AGGATTTACT-----------------------CGTAGGC-C-TCA-CTGA--------------TGTATGGAATATCCGTTTGCC------------------------------------------TTT---GGTTTGCTAACCACCGATATGTGCTCCCGTCGACGGTTCGTACAAG

droEug1 scf7180000409554:3358670-
3358867 +

AA--TAT------TATTTTGCGGTGATTTTTGTTTCGATTA------T--------ATGGTATCTATTTGGTATATAGTAT----AGCTAT--------AGGAG---TT-GCCATAGAT---------------CA---GGCGGCGCTACGAAATGCA-------A-AGGATTTGGTT----T-------------GG-TCGTAGGC-C-CCA-CTGA--------------TGTACGGAGTATCC------C------------------------------------------TTC--AGTTTTCCTAACCACCGATATGTTGACCCGTCGACTGTTCGTACACG

droBia1 scf7180000302188:1755232-
1755429 -

AA--TAT------TATTTTGCGGTGATTTTCTGT-CGATTG------TATATATATATGGTATCTATA-------TAGC--------------------AGGAG---TTGGCCACACAT---------------CA---GGCGGCGCTACGACAGGCAA------A-AGGATGCTTCT---------TTCAAAATCCCCTCGTAGGC-C-CCA-CTGA--------------TGCGTCGCAT--------CCC------------------------------------------TCT---GGTTGGCTAACCACCGATATGTTCACCCGTCGACGGTTCGTACAAG

droTak1 scf7180000415705:500797-
500988 -

AA--TAT------TATTTTGCGGTGATTTTCTGT-CGATTA------T------ATATGGT------------------AT----ATCTATAGGGTTATAGTAGTGGCC-CCCATACAT---------------CA---GTTGGCGCTACGAAGGGCTA------A-AGGACTTGTT-----------------------TCTAGGC-C-CCA-CTGA--------------TATACGGGATCC--------C--------------------------------TCTTTGG---TTC---GGTCTTCCTACCACCGATATGTGTACCCGTCGACGGTTCGTTCAAG

droEle1 scf7180000491273:425590-
425778 +

AA--TATTTTATATATTTTGCGGTGATCTAT--------TC------T--------ATGGTATCTGTA-------AGGTAT------------------A-GAG---TA-TCTATATAT---------------CA---GGCGGCGCTACGAAAGTCGG------A-AGGATATGTTC---------------------CGGTAGGC-CGCCATCCGA--------------TAGAT--ACTGTTCGCTT----------------------------AAGAGCT----------CCT---AGGTTCCTAACCACCGATATGTATACCCGTCGACGGTTCGTACAAG

droRho1 scf7180000766156:72148-
72310 +

AA--TAT------TATC------------------------------T--------ATGGTATCTATA-------AAGAAT------------------A---G---TA-TCTATATAT---------------CA---GGCGGCGCTACGAAAGTCGG------A-AGGATATTTTC----------------------CGTAGGCTC-CCT-CTGA--------------TATGT--AGTGTCT------T--------------------------------TGAAAGGTTCCTA---GGTTTCCTAACCACCGATATGTTTACCCGTCGACGGTTCGTACAAG

droFic1 scf7180000453924:681213-
681401 -

AAAATAC------TATTTTGCGGTGATTTCTGTCTCGATTA------T--------ATGGTATCTATA-------AGGTAT------------------T-GAG--GTCCCCCAAATAT---------------CG---GGCAGCGCTACGAGA-CCGG------A-AGGATATATTC-----------------CGGCTAGCAGGC-C-CCA-CCGA--------------TATGTGGGGTCT--------C------------------------------------------TCTGGAAGGTTCCTAACCACCGATATGTGTTGCCGTCGACGGTTCGTACAAG

droKik1 scf7180000302271:215150-
215341 -

AA--T---------ATTTTGCAGTGATTTCTTGTTCGATTA------AAGA---GTA------------------TAGTAT----AGCTAT--------AGGAG---GT-G-----TAT---------------CA---GCTGGAGCTACGAGATCCGC------A-AGGACATTTT-----------------------CATAGTGTC-CCT-CTGATATCCCCCCGG---TG------------------------------------CTAGC-TGGGTTTTCTTATTTT-T-TCT---A-GTTCCTAACCACCGATATGTGTCCGCGTCGACGGCTCGTACAAG

droAna3 scaffold_12984:222530-
222721 -

TA----A------CAATTTGCAGTGATTTTTTGTTCGATT-----------------CAGT--TTATA-------TAGTAT------------------AGGAG---GG-TCT----AT---------------CAGCTGGCCGGCTCGCGATATTGCACATTAAA-AGGATTGAAT------AAGGAGCATAGCCTGCTAATAGAC-C-CC---------------------------------------------------------C-AAATATTGCTATT-----TTAG---TT---CTGATGCTGACCACCGATATGTTTACCCGTCGACGCCTCGTACAAG

droBip1 scf7180000396574:357184-
357375 -

TA----A------CATTTTGCAGTGATTTTTTGTTCGATT-----------------CAGT--TTATA-------TAGTAT------------------AGGAA---GG-TCTAT-CAG---------------CA---GGCTGGCCCGCGATATTCAAAATTAAA-AGGATTGTAT------GAAGAGCAGGGCCCGCTTATAGAC-C-CC---------------------------------------------------------C-AAATATTGGTATT-----TTAG---TT---TTTGTCCTGACCACCGATATGTTTACCCGTCGACGCCTCGTACAAG

dp5 4_group4:2090570-2090753 - AA--T---------ATTTTGCAATAATTTTG-GATCAAGTA---TTAT------ATAGAGTA------------------TTTGC------AGT---GCAGGAG---GA--------AT---------CAGT--CA---G-AGGCACTGTGAAAAACAG------ATAGTATTTATCTTGCAT-------------GG-AAGAAGGA-------------TACTACTGC---TA------------------------------------ACTGC-TGGGTATTT----------TCT---GTTTTGCTGACCAC-GATATGT--ACCCGTTGAAGGCTCGAACAAG
droPer2 scaffold_10:1097793-1097978

-
AA--T---------ATTTTGCAATAATTTTG-GATCAAGTA---TTAT------ATAGAGTA------------------TTTGC------AGT---GCAGGAG---GA---AATCAGT---------------CA---GAGGCCACTGTGAAAAACAG------ATAGTATTTATCTTGCAT-------------GG-AAGAAGGA-------------TACTACTGC---TA------------------------------------ACTGC-TGGGTATTT----------TCT---GTTTTGCTGACCAC-GATATGT--ACCCGTTGAAGGCTCGAACAAG

droWil2 scf2_1100000004585:1528110-
1528333 -

TAT-AAT------AATTTTGCAAAAATTTTT-GTT----TTTGTCTAT-------ATTTGTATACATG-------T-GTATATGAAATAAT--------AGAAA---ATATTTATATATCCGGAAAATA---AATT---AGCAGCGGTACAGGATAA-T--AC--G-AGTATATTATC--------------------CTAATATTT-C-CCG-CCTT---------GCTAATTTATTT----T-------------------------C-TTAGATTATTTTT-----TTT---TTC---TTTCTTCTGACCACCGATATGTGTATCCGCTGACGGCTCGTACAAG

droVir3 scaffold_12963:11373886-
11374095 -

CA--AAT------AATTTTGCAATAATTTTTTGAT----AA------AATA---ATAAAATA------------------TTTAT------AAT---ATAGC---------------CT---------TAGTTTTT------AGCGCGGCAACAAATAT--ACAAA-A---TTGTGTA----T-------------G---TGCATAC-G-CTA---------------------TTCGGTATATTTGTATGCCTTGGCTGATTATTTTTCAGTAT-TTTGTATTTT---CTTG---CT---TTCTGACTGACCACCGATATGTGTACCCGTTGACGGCTCGTACAAG

droMoj3 scaffold_6500:20123340-
20123548 -

CA--AAT------AATTTTGCAATAATTTTTAGAT----AA------AATA---ATAAAATA------------------TTTAT------AAT---ATAGT---------------CT---------CAGCT-TT------AACGCGGGTACAAATAT--ACAAA-A-----TATT-----------------------CGTATAT-G-CGT-ACGC--------------TATTTGGTATATCTGTATGTCTTGTCTGATTATATTTCGGTAT-TTTGTATTT----TTTG---TT---TTCTAACTGACCACCGATATGTGTACCCGTCGACGGCTCGTACAAG

droGri2 scaffold_15252:5491420-
5491459 -

-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTGACCACCGATATGTGTACCCGTTGACGGCTCGTACAAG
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AACTCGTTGTTAAGCCCATAAGCGAGAGTACAAGAGAAGGAGCTCGCGAGAGAGGGAATGAAAGATAATGTCAGCTGTGCCATTATCTTTCCTTTCCTCGCTCGCGGTGCCTCTCAATTGTGACTCCAATGTTAGCATGTCAACAAATAACAATA
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AGO1-
IP,
reseq

AGO1

V080

Starvation,
female head

SRR031702

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

SRX247213

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

AGO2

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V074

S3

SRR001349

heterozygous_dcr-
2_untreated

SRR317116

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

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

GSM272653

KC -48 #1

V032

S1
cell

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR298536

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

V078

Desiccation,
female head

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V079

Oxidation,
female
head

V148

mbn2

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR001664

homozygous_dcr-
2_untreated

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR060649

A2_ovaries_FLAG-
Piwi

SRR317117

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

V077

cold,
female
head

SRX247212

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

AGO1

GSM399110

KC-48 #2
GSM371638

S2-NP

SRR317111

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

GSM609224

female,
one day

V073

mbn2

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR031692

Total
small
RNAs from
Oregon R

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR031698

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

GSM609218

Sg4

GSM399100

Kc167
cell

V132

ML-
DmD32

V140

Dessication_female_body

V142

Oxidation_female_body

SRR341116

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

GSM609243

KC+48 #1

SRR001347

ago2_untreated

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM399101

kc167
cell

SRR031704

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

GSM609237

ago2[414]
ovary
total RNA

GSM609242
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loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

GSM280087

S2cell
(AGO2IP)

AGO2

GSM379062
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Mutant

SRR001338
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SRR001348

ago2_oxidized

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR060646

yw67c23(2)_ovaries_total

SRR298537

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

SRR298712
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bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

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

V003

dsDcr-1
(katsutomo
RNA)

GSM609247
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female
head

GSM609251

aged
female
head

GSM609250

ML-DmD32
cell

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V085

CME
W2
wing
disc

GSM628272

ago2[414]
ovary
total RNA

GSE24545

CS ovary
total
RNA

V131

ML-
DmD16-
c3

V141

Heat_female_body

GSM609234

CS Â male
total RNA
Â 

GSM609227

CMEW1
Cl.8+
cell

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR010953

Aub
heterozygotes,
oxidized

GSM361908

s2-48
Biological
Replicate
#2

GSM609241

s2+48 #1

SRR029031

loqs-ORF
knockdown

GSM609230

CS,ovary,AGO1IP

AGO1
GSM609217

MLDmD20c5

GSM609244

KC+48 #2

SRR032093

ago1
knockdown

SRR341118

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

GSM609226

CMEW1
Cl.8+
cell

V030

ML-
DmD8
cell

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM609225

ML-DmBG3-
C2

V134

ML-
DmD8

GSM399107

male body
#2

GSM286604

0-1h #3
(7)

GSM609223

male, one
day

V138

Male
cold
body

SRR032094

ago2
knockdown

GSM343832

S2R+ cell

V086

female
body,
aged

..................................................................................TTATCTTTCCTTTCCTCGCTCG................................................... 22 0 1 118.00 118 24 9 24 9 5 0 0 6 0 4 5 1 0 0 2 1 3 0 0 1 0 0 0 0 2 1 1 2 0 1 2 0 3 1 0 0 0 0 0 0 0 0 1 1 0 0 0 0 1 1 1 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 1 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 0 0 0 0

.................................................GAGAGGGAATGAAAGATAATGT.................................................................................... 22 0 1 42.00 42 7 3 0 15 9 0 0 3 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................AGAGAGGGAATGAAAGATAATG..................................................................................... 22 0 1 36.00 36 8 3 1 5 2 0 0 0 0 0 0 0 0 4 0 0 0 2 0 0 0 0 0 4 0 1 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 1 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 0 0 0 0

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

.................................................................................ATTATCTTTCCTTTCCTCGCT..................................................... 21 0 1 11.00 11 1 0 0 1 0 1 0 2 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................TTATCTTTCCTTTCCTCGCTCGT.................................................. 23 1 1 11.00 11 4 1 2 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................AGAGAGGGAATGAAAGATAATGT.................................................................................... 23 0 1 8.00 8 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................ATCTTTCCTTTCCTCGCTCGCG................................................. 22 0 1 6.00 6 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................GAGAGGGAATGAAAGATAATG..................................................................................... 21 0 1 5.00 5 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................AGAGGGAATGAAAGATAATGTC................................................................................... 22 0 1 4.00 4 0 0 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............CCATAAGCGAGAGTACAAGAGAAGGA.................................................................................................................. 26 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......TGTTAAGCCCATAAGCGAGAGTACA........................................................................................................................... 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 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

.................................................................................ATTATCTTTCCTTTCCTCGCTC.................................................... 22 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................AGAGAGGGAATGAAAGATA........................................................................................ 19 0 1 3.00 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................CATAAGCGAGAGTACAAGAGAAGGA.................................................................................................................. 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

..............................................CGAGAGAGGGAATGAAAGATA........................................................................................ 21 0 1 2.00 2 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

....................AGCGAGAGTACAAGAGAAGGAGCTCG............................................................................................................. 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

..................TAAGCGAGAGTACAAGAGAAGGAGC................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................TTATCTTTCCTTTCCTCGCTC.................................................... 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 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

..................TAAGCGAGAGTACAAGAGAAGGAGCTCG............................................................................................................. 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

................................................AGAGAGGGAATGAAAGATAAT...................................................................................... 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

.....................................................................................TCTTTCCTTTCCTCGCTCGCGGTGCCTC.......................................... 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

.................................................GAGAGGGAATGAAAGATAATGTCAGC................................................................................ 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 0 0 0 0 0 0 0 0 0

...........................................TCGCGAGAGAGGGAATGAAAGATA........................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................TAAGCGAGAGTACAAGAGAAGGA.................................................................................................................. 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

.................................................................................ATTATCTTTCCTTTCCTCGCTA.................................................... 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

..................................................................................TTATCTTTCCTTTCCTCGCTCGG.................................................. 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

...........................................................GAAAGATAATGTCAGCTGTGC........................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................ATAAGCGAGAGTACAAGAGAAGGAGC................................................................................................................ 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

.................................................GAGAGGGAATGAAAGATAAT...................................................................................... 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

......TTGTTAAGCCCATAAGCGAGAGTACA........................................................................................................................... 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

.................................................GAGAGGGAATGAAAGATAATGTC................................................................................... 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

....CGTTGTTAAGCCCATAAGCGA.................................................................................................................................. 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

..........TAAGCCCATAAGCGAGAGTACAAGAGAA..................................................................................................................... 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

...............................AAGAGAAGGAGCTCGCGAGAGAGGGA.................................................................................................. 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

..................................................................................TTATCTTTCCTTTCCTCGCTCGTTT................................................ 25 3 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

.....................................................................................TCTTTCCTTTCCTCGCTCGCG................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................TTATCTTTCCTTTCCTCGCT..................................................... 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 0 0 0 0 0 0 0 0 0

.......................................................................CAGCTGTGCCATTATCTTTCC............................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................GAGAGAGGGAATGAAAGGA......................................................................................... 19 2 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

TTGAGCAACAATTCGGGTATTCGCTCTCATGTTCTCTTCCTCGAGCGCTCTCTCCCTTACTTTCTATTACAGTCGACACGGTAATAGAAAGGAAAGGAGCGAGCGCCACGGAGAGTTAACACTGAGGTTACAATCGTACAGTTGTTTATTGTTAT

************************************(((((.((.((((((.(((((((.(((((((((((.((....)).))))))))))).))))))).)))))))).))).))....***********************************
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from S2-
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total
RNA
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S3

V145
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targeting
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type:
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(S2)
cellsoxidation
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CS,ovary,AGO1IP

AGO1
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reseq
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age: 2-
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male:female
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aged
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head
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total RNA
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....GCAACAATTCGGGTATTCGCT.................................................................................................................................. 21 0 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

.................................CTCTTCCTCGAGCGCTCTCTC..................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....CAACAATTCGGGTATTCGCTCTCATGT........................................................................................................................... 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

...........................................................................................GAAAGGAGCGAGCGCCACGGA........................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................GGAAAGGAGCGAGCGCCAC.............................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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:23221947-23222102 + dme_146 AAACT---CGTTGTTAAGCCCATAAGCGAGAGTACAAGAGAAGGAGCTCGCGAGAGAGGGAATG---------------------------------------AAAGATAATG--TCAGCTGTGCCATTATCTTTCCTTTCCTCGCTCGCGGTGCCT-----CTCAATTGTGACTCCAATGTTAGCATGTCAACAAA-TAACAATA
droSim2 3l:22610817-22610957 + AAACT---CTTTGTTGAGCCCATAAGCGAGAGTAGAAGTAAAGAAGCTCGCGAGAGAGGG----GAGCTTA--------GA-----------------TAAGAAAAGAAAATGCCACAGCTGA---------------------------GTTGCCT-----CTAAATTGTGACTCCGAAGTTAGCAAGTAAACAAA-TAACAATA
droSec2 scaffold_41:139173-139313

+
AAACT---CTTTGTTGAGCTCATAAGCGAGAGTAGAAGTGATGAAGCTCGCGAGAGAGGG----GAGCTTA--------GA-----------------TAAGAAAAGAAAATGCCACAGCTGA---------------------------GTTGCCT-----CTAAATTGTGACTCCGAAGTTAGCAAGTAAACAAA-TAAAAATA

droYak3 v2_chrUn_4058:871-1028 + TTATCGCTAAGCCAAAGGTGCAGACGTGAGAGTAAAAGAGA--GAGCGTGCGAGAGCGGG----AAGCTTAGATGCTCACGTAGCTTCTCTGCATAGATAACGAAACATG-----------------------------------------GTGCCGCAGACACTAATTGTGCCTCTAATGCTGCCAAAAAAAAAAC-ACATAGAT
droEre2 scaffold_4690:18218018-

18218142 +
G-------------------------CAAGAGAAAAATAGAGAGAGACCGCGAGAGAGAGAGGCGAGCTTATATGCTTGGA-----------------TACC-AAAAATTATCGCAAAGCTGA---------------------------GGTGAC----------GTAGAGTCTCCAAACTTTTCATGTTTGCACT-TAACAAAT

droTak1 scf7180000415401:651529-
651597 +

AGAGACAGAGTTATTGAGAGCGGGGGTGAGAGAAAGCTGCGAAGAGTTCGAGAGAGAGAGAGTG---------------------------------------AAAGA--------------------------------------------------------------------------------------------------

droRho1 scf7180000779957:106779-
106833 -

G-------------------------CGAGAGAGAGAGAGATGGAGTCCAGGAGAGTGGGAGAG-----------------------------------------------------------------------------------------------------------------------------CGGGTGAG-TGGCAGCT

droAna3 scaffold_1216:865-886 + G----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAGATGAACAAATTATCAATA
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TTTGGTAATAGCGGTCTGGCAGTACTGCCTGCCGATAGATTCAATGTGCCCAGTCTCTGTTCTGCATTGAGTAGTGTTTACTCGCTGCAGAAAAGTTATTGGCTTTGGTTTTTCATAATGGCATAAACATTAAACGGAAACGTACATGATACCG

************************************(((.((((...(((.(((..((.(((((((.((((((.....)))))).))))))).))..)))))).)))).)))......************************************
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.................................................................................TCGCTGCAGAAAAGTTATTGGC................................................... 22 0 1 97.00 97 5 5 2 4 6 0 0 5 1 5 0 5 0 0 1 2 0 2 0 3 3 1 5 0 0 1 2 2 1 1 0 0 3 0 0 1 2 0 0 1 0 0 2 0 0 0 2 0 0 1 1 0 1 0 0 0 0 0 0 0 0 1 2 1 1 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 2 0 1 0 0 0 0 0 0 1 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 1 0 1 0 0 0 0 0 0 0 0 1 0 1 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

...................................................................................GCTGCAGAAAAGTTATTGGCTT................................................. 22 0 1 61.00 61 3 1 2 6 0 0 3 1 2 1 9 0 1 0 3 0 0 0 0 3 0 1 0 2 0 3 0 1 1 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 3 0 1 1 0 0 1 0 0 1 0 0 0 0 0 1 1 0 0 1 0 0 0 0 0 0 0 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

..................................................................................CGCTGCAGAAAAGTTATTGGCT.................................................. 22 0 1 27.00 27 4 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 2 0 1 0 0 0 0 0 1 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 2 0 0 0 0 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 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

.................................................................................TCGCTGCAGAAAAGTTATTGG.................................................... 21 0 1 25.00 25 2 2 2 2 2 0 0 1 1 1 0 2 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................CGCTGCAGAAAAGTTATTGGCTT................................................. 23 0 1 19.00 19 1 0 3 0 1 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 1 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 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................GCTGCAGAAAAGTTATTGGC................................................... 20 0 1 18.00 18 2 0 0 0 0 14 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................CTGCAGAAAAGTTATTGGCTT................................................. 21 0 1 16.00 16 4 1 0 0 0 0 1 0 2 0 0 0 0 0 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 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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.................................................................................TCGCTGCAGAAAAGTTATTGGCA.................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TGCAGAAAAGTTATTGGCTTT................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................GTAGTGTTTACTCGCTGCAGAAA............................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................CTGCAGAAAAGTTATTGGT................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................TACTCGCTGCAGAAAAGTTATTGGC................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................AAACATTAAACGGAAACG............ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................TTTACTCGCTGCAGAAAAGTTATTGG.................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................GGCATAAACATTAAACGG................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................CATAATGGCATAAACATTAAACGGA................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................TCGCTGCAGAAAAGTTATTGGCT.................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................TATTGGCTTTGGTTTTTCATAATGG................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................GCTGCAGAAAAGTTATTGGCTTC................................................ 23 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

...................................................AGTCTCTGTTCTGCATTGAGTAGTGT............................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................CTGCAGAAAAGTTATTGGCTTTG............................................... 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

..................................................................................CGCTGCAGAAAAGTTATTGGCTG................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................ATTGGCTTTGGTTTTTCA....................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................TTACTCGCTGCAGAAAAG........................................................... 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

.................................................................................TCGCTGCAGAAAAGTTATTGGT................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................ACATTAAACGGAAACGTACATGATACC. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................ATTGAGTAGTGTTTACTA....................................................................... 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 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................TGCCGATAGATTCAATGT........................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................ATTGGCTTTGGTTTTTCAT...................................... 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

.......................................................................................................................GGCATAAACATTAAACGGAAACGTA.......... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................CGCTGCAGAAAAGTTATTGGCA.................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................CTCTGTTCTGCATTGAGTAGT............................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................GCATAAACATTAAACGGAAACGTACATG...... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................ATTGGCTTTGGTTTTTCATAATGG................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................CTGCCGATAGATTCAATGTGCCCAGTCTC................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................CTCGCTGCAGAAAAGTTATTGGC................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................GGTTTTTCATAATGGCATAAACATT....................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................TTACTCGCTGCAGAAAAGTTATTGGC................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................CTGCAGAAAAGTTATTGGCTTTA............................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................AGTCTCTGTTCTGCATTGAG................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................GCTGCAGAAAAGTTATTGG.................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................GGCATAAACATTAAACGGAAACG............ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................GCATAAACATTAAACGGA................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............TCTGGCAGTACTGCCTGTG......................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

Anti-sense strand reads

AAACCATTATCGCCAGACCGTCATGACGGACGGCTATCTAAGTTACACGGGTCAGAGACAAGACGTAACTCATCACAAATGAGCGACGTCTTTTCAATAACCGAAACCAAAAAGTATTACCGTATTTGTAATTTGCCTTTGCATGTACTATGGC

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

#
Mismatch

Hit
Count

Total
Norm Total

GSM609222

ML-DmBG1-
C1

GSM609225

ML-DmBG3-
C2

SRX247213

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

AGO2

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609223

male, one
day

V008

S2-
DRSC

SRR317115

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

SRR341116

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

GSM609230

CS,ovary,AGO1IP

AGO1

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V077

cold,
female
head

GSM628272

ago2[414]
ovary
total RNA

GSM609224

female,
one day

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR001349

heterozygous_dcr-
2_untreated

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609229

embryo 2-
6hr

GSM609241

s2+48 #1

SRR010954

Aub trans-
heterozygotes,
oxidized

V032

S1
cell

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V086

female
body,
aged

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V074

S3

SRR060646

yw67c23(2)_ovaries_total
GSM371638

S2-NP

SRR010953

Aub
heterozygotes,
oxidized

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

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

V073

mbn2

V135

CME
W2
(wing
disc
line)

GSM609221

1182-4H
cell

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM385748

OSS_s6

SRR031704

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

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM360262

0-2d
pupae

SRR010959

Ago3 IP in
heterozygotes

AGO3

V037

Felix
sample
+mirtrons

GSE24545

CS ovary
total
RNA

V139

Cold_female_body

V078

Desiccation,
female head

SRR001347

ago2_untreated

SRR065802
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......CTATCGCCAGACCGTCATGAC............................................................................................................................... 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

.....................................................................................................CGAAACCAAAAAGTATTACCGTA.............................. 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
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Species Coordinate ID Alignment
dm3 chr3L:5576723-5576877 + dme_296 ATTTGGTAATAGCGGTCTGGCAGTACTGCCTGCCGATAGATTCAATGTGCCCAGTCTCTGTTCTGCATTGAGTAGTGTTTACTCGCTGCAGAAAAGTTATTGGCTTTGGTTTTTC-----------------ATAATGGCATAAACATTAAACGGAAACGTACATGATAC---CG
droSim2 3l:5489638-5489790 + ATTTG-TGATAGTTGT-TGGCAGTACTACCTGCCGATAGATTCAATGTGGCCAGTCTTTGTTCTGCATTGAGTAGTGTTTACTCGCTGCAGAAAAGTTATTGGCTTTGGTTTTTC-----------------ATAATGGCATAAACATTAAACGGAAACGTACATGATAC---CG
droSec2 scaffold_2:5513128-5513280

+
ATTTG-TGATAGCTGT-TGGCAGTACTGCCTGCCGATAGATTCAATGTGGCCAGTCTCTGTTCTGCATTGAGTAGTGTTTACTTGCTGCAGAAAAGTTATTGGCTTTGGTTTTTC-----------------ATAATGGCATAAACATTAAACGGAAACGTACATGATAC---CG

droYak3 3L:6141570-6141723 + ATTCG-TGAAGACGGTCTGGCAGCGCTGTCTGGCGATAGATGCAATGTGACCAGACTTTCTTCTGCATTGAGCAGTGTTTACTCGCTGCAGAAAAGTTATTGGCTTTGGTTGTTC-----------------ATAATGGCATAAACATTATCCGGGAACGTACATGATAC---CG
droEre2 scaffold_4784:8263440-

8263593 +
TTTCG-AGAAAGCGGTCTGGCAGCACTGCCTGCCGATAGATTCAATGTGACCAGACTTCGTTCTGCATTGAGCAGTGTTTACTCGCTGCAGAAAAGTTATTGGCTTTGGTTTTTC-----------------ATAATGGCATAAACATTATCCGGGAACGTACATGATAC---TG

droEug1 scf7180000409466:3342159-
3342209 +

--------------------------------------------------------------------------------------------------------TTTGGTTTTTC-----------------ATGATGGCATAAACATTATACGGAAACGTACATGAAAC---CG

droBia1 scf7180000302193:3070163-
3070220 +

-------------------------------------------------------------------------------------------------TGCTGGCTTTGGTTTTTC-----------------ATGATGGCATAAACATTATCCGGAAACGTACATGAAAC---CG

droTak1 scf7180000415868:255492-
255547 +

---------------------------------------------------------------------------------------------------TTAGCTTTGGTTTTTC-----------------ATGATGGCATAAACATTATCCGGAAACGTACATGAAAC---CG

droEle1 scf7180000491268:1057088-
1057127 +

------------------------------------------------------------------------------------------------------------------------------------ATGATGGCATAAACATTATTAAAAAACGTACATGAAAC---CG

droRho1 scf7180000779528:184437-
184492 +

---------------------------------------------------------------------------------------------------TTGGTTTTGGTTTTTC-----------------ATGATGGCATAAACATTATCTGGAAACGTACATGAAAC---CG

droFic1 scf7180000453841:153082-
153137 -

---------------------------------------------------------------------------------------------------TTAGCTTTGGTTTTTC-----------------ATGATGGCATAAACATTATCCGGAAACGTACATGAAAC---CG

droAna3 scaffold_13337:12973471-
12973542 -

---------------------------------------------------------------------------------------------------TTAGCTTTGGTTTTTCACAAATTGTTTTTTTTTATGATGGCATAAACACTGCTCC----TGTACATGAGGTATATG

droBip1 scf7180000396589:1058791-
1058861 +

---------------------------------------------------------------------------------------------------TTAGCTTTGGTTTTTCACAAATTGTTTT-TTTTATGATGGCATAAAAACTGCTCC----TGTACATGAGGTATATG

dp5 XR_group6:8062361-8062394
-

--------------------------------------------------------------------------------------------------------------------------------------AATGGCATAAACAT---ATAGTTCCATACATGA-AC---CG

droPer2 scaffold_27:394612-394645
+

--------------------------------------------------------------------------------------------------------------------------------------AATGGCATAAACAT---ATAGTTCCATACATGA-AC---CG

Generated: 09/09/2015 at 12:33 AM
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ACCTGGTAACGCAGTGTCCAGTCGATTGTGTAGCCAGGGACCAGTCCGTCGAACTGCTCCACGGGCAGCAGGAGCTCGGGATCGCTGTGCGTGTTCAGTTGGATGTCGTGAGCGGTGCAGAACTCCTGCAGTTCTGGTGGCACCACGCAGCACGTAGACAGGTTGACCTGGGCAATTGTGGGCACAACCTG
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............................................................................................................TGAGCGGTGCAGAACTCCTGCA............................................................. 22 0 1 39.00 39 0 4 3 3 2 3 0 0 0 1 0 1 2 1 0 1 0 0 1 2 1 3 0 0 0 2 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 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 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

............................................................................................................TGAGCGGTGCAGAACTCCTGCAG............................................................ 23 0 1 39.00 39 2 1 4 2 3 4 0 0 1 0 0 0 2 0 0 1 2 0 0 1 2 0 2 0 2 0 0 0 0 0 0 0 1 1 0 1 1 1 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 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

............................................................................................................TGAGCGGTGCAGAACTCCTGC.............................................................. 21 0 1 19.00 19 1 0 2 2 1 1 1 0 0 1 0 1 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 1 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 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

.....................TCGATTGTGTAGCCAGGGACC..................................................................................................................................................... 21 0 1 13.00 13 4 2 0 1 0 0 0 1 0 0 0 0 0 0 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................TGAGCGGTGCAGAACTCCTG............................................................... 20 0 1 13.00 13 0 2 0 2 1 0 0 0 0 1 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 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

..................................................................AGCAGGAGCTCGGGATCGCTG........................................................................................................ 21 0 1 11.00 11 4 2 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................TGAGCGGTGCAGAACTCCTGCC............................................................. 22 1 1 11.00 11 0 2 0 0 1 0 0 0 1 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 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 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

...........................................................................................................GTGAGCGGTGCAGAACTCCTGC.............................................................. 22 0 1 8.00 8 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................GTGAGCGGTGCAGAACTCCTG............................................................... 21 0 1 7.00 7 0 1 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................TGAGCGGTGCAGAACTCCTGCG............................................................. 22 1 1 7.00 7 0 0 0 0 0 0 0 0 1 0 0 0 1 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

.............GTGTCCAGTCGATTGTGTAGC............................................................................................................................................................. 21 0 1 7.00 7 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 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................TGCAGTTCTGGTGGCACCACG............................................ 21 0 1 5.00 5 0 0 0 0 0 0 2 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

............................................................................................................TGAGCGGTGCAGAACTCCTGCAA............................................................ 23 1 1 5.00 5 0 1 0 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................AGGAGCTCGGGATCGCTGTG...................................................................................................... 20 0 1 4.00 4 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................GATTGTGTAGCCAGGGACCAG................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................GTGAGCGGTGCAGAACTCCT................................................................ 20 0 1 3.00 3 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................TGAGCGGTGCAGAACTCCTGCT............................................................. 22 1 1 3.00 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............AGTGTCCAGTCGATTGTGTAG.............................................................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................TGAGCGGTGCAGAACTCCTGCATC........................................................... 24 2 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................TTGTGTAGCCAGGGACCAGTC................................................................................................................................................. 21 0 1 3.00 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................CGATTGTGTAGCCAGGGACCA.................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................CTCCACGGGCAGCAGGAGCTC.................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................TGGATGTCGTGAGCGGTGCAG....................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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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.............................................................................................................................................ACCACGCAGCACGTAGACAGGT............................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................TGAGCGGTGCAGAACTCCT................................................................ 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

...............................................................................................................................................CACGCAGCACGTAGACAGGTTG.......................... 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

............................TGTAGCCAGGGACCAGTCCGT.............................................................................................................................................. 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 0

............................................................................................................TGAGCGGTGCAGAACTCCTGCAGA........................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................CAGTCGATTGTGTAGCCAGGG........................................................................................................................................................ 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

...................................................................................................................................................................TGACCTGGGCAATTGTGGGC........ 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

........................................................................AGCTCGGGATCGCTGTGCGTG.................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................CGTCGAACTGCTCCACGGGC............................................................................................................................. 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

..................................................................................................................................................................TTGACCTGGGCAATTGTGGG......... 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

.................................................................................................................................................CGCAGCACGTAGACAGGTTGAC........................ 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

.................................................................CAGCAGGAGCTCGGGATCGT.......................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............TGTCCAGTCGATTGTGTAGCC............................................................................................................................................................ 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

Anti-sense strand reads

TGGACCATTGCGTCACAGGTCAGCTAACACATCGGTCCCTGGTCAGGCAGCTTGACGAGGTGCCCGTCGTCCTCGAGCCCTAGCGACACGCACAAGTCAACCTACAGCACTCGCCACGTCTTGAGGACGTCAAGACCACCGTGGTGCGTCGTGCATCTGTCCAACTGGACCCGTTAACACCCGTGTTGGAC

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

#
Mismatch

Hit
Count

Total
Norm Total

V141

Heat_female_body

GSM360257

1st
instar #2

GSM360256

1st
instar #1

SRR065806

Piwi-
IP_squ_mut_ovaries

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRX247213

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

AGO2

GSM360262

0-2d
pupae

SRR060648

A2_ovaries_FLAG-
Aub

GSM609219

GM2 cell

V073

mbn2

GSM286604

0-1h #3
(7)

SRR010956

Piwi IP in
Ago3
heterozygotes

SRR060649

A2_ovaries_FLAG-
Piwi

SRR351333

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

V091

fGS/OSS
total
Â 

GSM609222

ML-DmBG1-
C1

GSM399106

female
body #2

V140

Dessication_female_body

GSM399105

disk #2

GSM399107

male body
#2

GSM360260

0-1d
Pupae (w)

SRR010955

Aub IP in
Ago3
heterozygotes

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR060652

hs-
Penelope_testes_total

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR298711

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

SRR317112

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

SRR351332

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

V093

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

V074

S3

GSM609244

KC+48 #2

GSM275691

imaginal
disc

SRR060646

yw67c23(2)_ovaries_total

SRR065155

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

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

GSM628272

ago2[414]
ovary
total RNA

V096

loqsKO/f00791
ovary

V080

Starvation,
female head

GSM322219

2-4day
pupae #1

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR031692

Total
small
RNAs from
Oregon R

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR031702

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

SRR060643

A2_testes_total

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRR065800

zuc_H-
Y_ovaries

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

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

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

GSM609240

IR+ 2-
18hr

V031

GM2
cell

V034

ML-
DmD16c3
cell

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609237

ago2[414]
ovary
total RNA

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V138

Male
cold
body

GSM385744

OSS_s2

V085

CME
W2
wing
disc

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM609223

male, one
day

GSM609224

female,
one day

SRR010953

Aub
heterozygotes,
oxidized

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609217

MLDmD20c5

GSM609234

CS Â male
total RNA
Â 

GSM322543

male head
#1

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609243

KC+48 #1

GSM180334

larvae:
1st
instar
and 3rd
instars

GSM379052

Aub
Heterozygote

GSM379054

Flam
Heterozygote

GSM379056

Krimp
Heterozygote

GSM379062

Squ
Mutant

GSM379064

Vasa
Mutant

GSM467729

Dmel_wt_sRNAseq

GSM286601

male head

GSM286611

6-10h #2
(11)

GSM272653

KC -48 #1

GSM322338

2-4day
pupae#2

GSM286602

male body

GSM364902

12-24hr
embryo

SRR001338

IR_non-
beta-
eliminated

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR010960

wt,
oxidized

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR060645

yw67c23(2)_testes_total

SRR060650

A1_testes_total

SRR060651

A2_ovaries_Ago3

AGO3

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

SRR065805

Piwi-
IP_zuc_het(H-
Y)_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

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

GSM609247

heat
female
head

GSM399100

Kc167
cell

GSM609220

ML-DmD21
cell

GSM609226

CMEW1
Cl.8+
cell

GSM609227

CMEW1
Cl.8+
cell

GSM609225

ML-DmBG3-
C2

GSM609229

embryo 2-
6hr

GSM609238

embryo
14-24hr

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V125

ML-
DmD9

V126

CME
L1

V135

CME
W2
(wing
disc
line)

V136

Male
aged
body

V139

Cold_female_body

V142

Oxidation_female_body
V148

mbn2

V032

S1
cell

GSM286607

6-10h #1
(10)

V008

S2-
DRSC

SRR001339

WT_females_non-
beta-eliminated

V036

ML-
DmD20c5
cell

V145

S2-
DRSC

V146

S1
cell

GSM609218

Sg4

V014

DTT
8h

SRX247212

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

AGO1

SRR029033

lacZ
knockdown

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM343832

S2R+ cell

GSM361908

s2-48
Biological
Replicate
#2

GSM286606

2-6h #2
(9)

GSM399110

KC-48 #2

................................................................CGTCGTCCTCGAGCCCTAGCGACAC...................................................................................................... 25 0 1 10.00 10 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................GGTCCCTGGTCAGGCAGCTTG......................................................................................................................................... 21 0 1 8.00 8 1 0 0 0 1 0 0 0 0 0 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TGGACCATTGCGTCACAGGTC.......................................................................................................................................................................... 21 0 1 7.00 7 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................CGGTCCCTGGTCAGGCAGCTTG......................................................................................................................................... 22 0 1 6.00 6 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......TTGCGTCACAGGTCAGCTAACA.................................................................................................................................................................. 22 0 1 5.00 5 0 0 0 0 0 0 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............CACAGGTCAGCTAACACATCG............................................................................................................................................................. 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....CATTGCGTCACAGGTCAGCTAA.................................................................................................................................................................... 22 0 1 4.00 4 0 0 0 0 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........CGTCACAGGTCAGCTAACACATC.............................................................................................................................................................. 23 0 1 3.00 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................CAGGCAGCTTGACGAGGTGC................................................................................................................................ 20 0 1 3.00 3 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................CACATCGGTCCCTGGTCAG................................................................................................................................................. 19 0 1 3.00 3 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
..........CGTCACAGGTCAGCTAACACATCG............................................................................................................................................................. 24 0 1 3.00 3 0 0 1 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
.........................................GTCAGGCAGCTTGACGAGGTG................................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......TTGCGTCACAGGTCAGCTAACACAT............................................................................................................................................................... 25 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 0 0 0 0 0 0 0 0 0 0 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
...............................TCGGTCCCTGGTCAGGCAGCTTG......................................................................................................................................... 23 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 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
..........................................................................................................................................CCGTGGTGCGTCGTGCATCTGTCC............................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....CCATTGCGTCACAGGTCAGCTAACA.................................................................................................................................................................. 25 0 1 2.00 2 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........CGCGTCACAGGTCAGCTAA.................................................................................................................................................................... 19 1 1 2.00 2 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
...................................................................................................ACCTACAGCACTCGCCACGTCTTGA................................................................... 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................ACGAGGTGCCCGTCGTCCTC..................................................................................................................... 20 0 1 2.00 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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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............................................................................................................................................GTGGTGCGTCGTGCATCTGTC.............................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................................TCGTGCATCTGTCCAACTG........................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................ACGAGGTGCCCGTCGTCCT...................................................................................................................... 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
...................................CTACTGGTCAGGCAGCTTGACGA..................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................GTCCTCGAGCCCTAGCGACACGC.................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........TGCGTCACAGGTCAGCTAACAC................................................................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................CGAGCCCTAGCGACACGCAC.................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................GTGCCCGTCGTCCTCGAGCCCTA............................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................................CGTGGTGCGTCGTGCATCTGTCCAAC.......................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....CCATTGCGTCACAGGTCAGCTAA.................................................................................................................................................................... 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 0 0 0 0 0 0 0 0
................................CGGTCCCTGGTCAGGCAGCTTGACGA..................................................................................................................................... 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
...................................................................CGTCCTCGAGCCCTAGCGACACG..................................................................................................... 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
.........................................................................................................................TGAGGACGTCAAGACCACCGT................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................GGTCAGCTAACACATCGGTCC......................................................................................................................................................... 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
.................................GGTCCCTGGTCAGGCAGCT........................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................CAGGCAGCTTGACGAGGT.................................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................................ACCGTGGTGCGTCGTGCATCTG................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................TGACGAGGTGCCCGTCGTCCTCGAG.................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........GCGTCACAGGTCAGCTAACAC................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................AGGCAGCTTGACGAGGTGCCCGTC........................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................CCTACAGCACTCGCCACGTCT...................................................................... 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
............TCACAGGTCAGCTAACACATCG............................................................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................GTCCTCGAGCCCTAGCGACACGCACAAG............................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................GACGTCAAGACCACCGTGGTGCG........................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................TCCTCGAGCCCTAGCGACACG..................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................TCGAGCCCTAGCGACACGCACAA................................................................................................ 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
..........................................TCAGGCAGCTTGACGAGG................................................................................................................................... 18 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 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................ATGTGGTGCGTCGTGCATCTGT............................... 22 2 2 0.50 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:18511285-18511475 + dme_378 ACCTGGTAACGCAGTGTCCAGTCGATTGTGTAGCCAGGGACCAGTCCGTCGAACTGCTCCACGGGCAGCAGGAGCTCGGGATCGCTGTGCGTGTTCAGTTGGATGTCGTGAGCGGTGCAGAACTCCTGCAGTTCTGGTGGCACCACGCAGCACGTAGACAGGTTGACCTGGGCAATTGTGGGCACAACCTG
droSim2 3r:18036580-18036770 + dsi_32439 ACCTGGTAGCGCAGTGTCCAGTCGATTGTGTAGCCAGGGACCAGTCCGTCGAACTGCTCCACGGGCAGCAGGAGCTCGGGATCGCTGTGCGTATTCAGCTGGATGTCGTGAGCGGTGCAGAATTCCTGCAGTTCTGGTGGCACCACGCAGCACGTTGACAGGTTGACCTGGGCAATTGTGGGCGCCACCTG
droSec2 scaffold_0:18869107-18869297

+
ACCTGGTAGCGCAGTGTCCAGTCGATTGTGTAGCCAGGGACCAGTCCGTCGAACTGCTCCACGGGCAGCAGGAGCTCGGGATCGCTGTGCGTATTCAGCTGGATGTAGTGAGCGGTGCAGAATTCCTGCAGTTCTGGTGGCACCACGCAACACGTAGACAGGTTGACCTGGGCAATTGTGGGCGCCACCTG

droYak3 3R:19361777-19361967 + ACCTGATAGCGCAGCGACCAGTCGATTGTGTAGCCTGGGGCCAGTCCGTCGAACTGCTCTGCCGGCAGCAGGAGCTCGGGATCGCTGTGCGTGTTCAGCTGGATGTCATGAGCGGTGCAGAACTCCTGCAGTTCCGGTGGCACCACGCAGCAAGTGGACAGGTTGACCTGGGCAATGGTGGGCGCCACTTG
droEre2 scaffold_4820:9564886-

9565076 -
der_151 ACCTGATAGCGCAGCGACCAGTCAATTGTGTAGCCAGGGGCCAGTCCGTCGAACTGCTCCGCGGGCAGCAGGAGCTCGGGATCGCTGTGCGTGTTCAGCTGGATGTCGTGAGCGGTGCAGAACTCCTGCAGCTCTGCTGGCACCACGCAGCACGTGGACAGGTTGACCTGGGCAATTGTGGGCGCCACCTG

droEug1 scf7180000409768:648668-
648858 +

ACCTGATAGCGCAGTGTCCAGTCGATTGTATAGCCCGGCGCCAGTCCGGCGAATTGCTCCTCGGACAGCAGAAGCTCAGGATCGCTGTGCGTGTTCAGTTGAATATCGTGGGCGGTGCAGAACTCCTGCAGTTCCGGTGGCACCACGCAGCAGGTTGATAGATTGACCTGTGCAATTGTCGGTGCCACTTC

droBia1 scf7180000302402:5202352-
5202542 -

ACCTGGTAGCGCAGTGACCAGTCGATTGTGTAGCCGGGCGCCAGGGCGGAGAACTGCTCTTCGGGCAGCAGGAGCTCGGGATCGCTGTGCGTGTTCAGCTGGATGTCGTGGGCGGTGCAGAACTCTTGCAGTTCCGGTGGCACAACGCAGCAGGTGGACAGGTTGACCTGGGCAATGGTGGGCGCCACCTG

droTak1 scf7180000415711:493741-
493931 -

ACCTGGTAGCGCAGCGACCAGTCGATTGTGTAGCCCGGCGCCAAACCGGCGAACTGCTCCTCGGGCAGCAGGAGCTCCGGATCGCTGTGCGTGTTCAGCTGGATGTCGTGGGCGGTGCAGAACTCCTGCAGTTCCGGCGGCACCACGCAGCAGGTGGACAGGTTGACCTGGGCAATGGTGGGCGCCACCTG

droEle1 scf7180000491017:201712-
201902 +

ACCTGGTAGCGCAGTGACCAGTCGATGGAGTAGTCCGGCGCCAGTGCGGCGAACTGCTCCTCGGGCAGCAGGAGCTCGGGATCGCTGTGTGTGTTCAGCTGGATGTCGTGGGCGGTACAGAACTCCTGCAGATCCGCGGGCACCACGCAGCAGGTGGACAGATTGACCTGGGCAATGGTGGGCGCCACCTG

droRho1 scf7180000777285:111037-
111227 -

ACTTGGTAGCGCAGTGACCAGTCGATTGAGTAGCCCGGCGCAAGTGCTTCGAACTGCTCCTCGGGCAGCAGAAGCTCGGGATCGCTGTGCGTATTCAGTTGGATGTCGTGGGTGGTGCAGAACTCCTGCAGTTCAGGTGGCACAACGCAGCAGGTAGACAGATTGACCTGGGCAATGGTGGGTGCCACCTG

droFic1 scf7180000454055:315103-
315293 -

ACTTGGTACCGCAGCGACCAGTCGATTGTGTAGCCCGGTGCTAGTTCGGCGAACTGTTCTTCGGGCAGCAGCAGCTCGGGATCGCTGTGCGTGTTCAGCTGGATGTCGTGGGCGGCGCAGAACTCCTGCAGTTCCGGTGGCACCACGCAGCAGGTGGACAGGTTGACCTGGGCGATTGTGGGCGCCACCTG

droKik1 scf7180000302697:1062014-
1062204 +

ACCTGGTAGCGAAGTGACCAGTCGATTGTGTAGCCGGGCGCCAGTCCGGCGAACTGTTCCTCGGGCAGCAGCAGCTCCGGGTCGCTGTGCGTATTCAGCTGGATGTCGTGGGCGGCGCAAAACTCCTGCAGCTCCGGCGGCACCACGCAGCAGGTGGACAGATTCACCTGGGCAATCGTTGGGGCCACTTG

droAna3 scaffold_13340:8113578-
8113768 -

ACTTGGTAGCGCAGTGACCAGTCGATAGTGTAGCCAGGTGCCAGTCCAGAGAACTGCTCGTCCTGCAATAGCTGCTCCGGATCGCTGTGCGTGTTCAACTGGATGTCGTGGGCAGCGCAGAACTCCTGAAGCTCCGGCGGCACGACGCAGCAGGTGGACAAATTGACCTGTGCAATGGTAGGAGCAACCTG

droBip1 scf7180000396708:734159-
734349 +

ACTTGGTAGCGCAGAGACCAGTCGATAGAGTAGCCGGGTGCCAGTCCAGAGAACTGCTCGTCCTGCAATAGCTGCTCCGGATCGCTGTGCGTGTTCAACTGGATGTCGTGGGCAGCGCAGAACTCCTGAAGCTCCGGCGGCACCACACAGCAGGTGGACAGATTGACCTGGGCAATGGTAGGAGCAACCTG

dp5 2:12583662-12583851 + ACTTGGTAGCGCAACGACCAATCGATTGTGTAGCCGGGCGCCAGGCCAGAAAACTGTTCCTCCGGCAGCAGCAGCTCGGGATCGCCGTGTGTGTTCAGCTGGATGTCGTGGGCGGCACAGAACTCTTGCAGCTCCGTGGGCACACGGCAGCAGGTGGACAGATTAACCTGCGCAATGGTGGGGGCAA-CTGdroPer2 scaffold_0:7883578-7883767 - ACTTGGTAGCGCAACGACCAATCAATTGTGTAGCCAGGCGCGAGGCCAGAAAACTGTTCCTCCGGCAGCAGCAGCTCGGGATCGCCGTGTGTGTTTAGCTGGATGTCGTGGGCGGCACAGAACTCTTGCAGCTCCGTGGGCACACGGCAGCAGGTAGACAGATTAACCTGCGCAATGGTGGGGGCGAC-TG

droWil2 scf2_1100000004902:6180358-
6180548 -

ACCTGATAGCGCAACGACCAATCGATTGTGTAGCCGGGAACCAGCCCAGCGAATTGCTCCTCCTGCAATATGAGCTCCGGATCTCCGTGAGTATTCAACTGTATGTCGTGGGCGGTACAGAACTCCTGTAATTCGGCGGGCACGACGCAGCAGGTGGCCAAATTGACCTGTGCAATGGTAGGGGCCACACT

droVir3 scaffold_12855:2361448-
2361638 -

ACCTGGTAGCGCAGAGACCAATCAATCGAGTAGCCGGGTGCTAGGCCAGCGAACTGTTCCTCGGGCAGCAGCAGCTCGGGATCACTGTGTGTGTTGAGCACCAGCTCATGCTCGCGACAGAATTCCTGGAGTACAGCGGGCACCACGCAGCAAGCGGCCAGATTCACCTGTGCTATGGTGGGCGCAACCTT

droMoj3 scaffold_6540:34091867-
34092057 +

ACTTGGTAACGCAGACACCAATCGATTGTATAGCCGGGGGCCAAGCATGCAAATTGCTCTTCAGCTAAAAGAAGCTCCGGATCGCTGTGTGTATTAAGTACCAACTCATGATCGCGACAGAATTCATGCAGTTCGGCTGGTACTACGCAGCAGGTGGCCAGATTTACCTGCGCTATGGTGGGCACCACCTC

droGri2 scaffold_15074:2369159-
2369349 -

ACCTGGTAGCGCAGTGACCAATCGATTGTATAGCCGGGCGCCAGGAAGGAGAACCGTTCCTCGGGCAGCAACAGTTCGGGATCACTGTGTGTGTTGAGGACCAGCTCATGATCACGACAGAATTCCTGCAATTCCACGGGGACCACACAGCAGGCGGCCAGATTCACTTGTGCGATGGATGGCGCCACCTC
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CGCTATTATTTTACCTCTTTGCGTCTCGTGTGCATTTGGCGATGCTGTATTGATTTTTTTCGGTGGTGGCTAGTGGGTGGGTTAAAGAACTGCCCCGCTCTTCACCATTCGAAACTAAGTCCCCCACTTCGTCCGACCCCCTCCCTCATGCCATAAAGCCCCTGCCCAAAAAG
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..............................................................GTGGTGGCTAGTGGGTGGGT........................................................................................... 20 0 2 109.50 219 4 2 0 0 0 13 47 10 0 24 0 16 0 1 13 0 1 3 0 2 7 0 2 8 3 1 3 3 1 0 4 1 0 3 0 2 0 3 0 0 3 1 0 0 1 0 0 0 0 0 1 0 1 2 1 1 1 4 3 0 2 0 0 0 0 0 0 0 1 2 4 1 0 0 0 0 0 0 0 0 1 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 1 0 0 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 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

..............................................................GTGGTGGCTAGTGGGTGGGTT.......................................................................................... 21 0 1 39.00 39 0 0 0 0 0 1 7 0 0 6 0 5 0 2 3 2 0 0 0 2 3 0 0 0 0 0 0 0 0 0 1 0 0 0 2 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................GGTGGTGGCTAGTGGGTGGGTT.......................................................................................... 22 0 1 34.00 34 0 1 0 0 0 2 1 1 0 4 0 2 0 4 0 0 0 0 0 1 0 0 2 0 0 0 0 0 3 1 1 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 2 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 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

.............................................................GGTGGTGGCTAGTGGGTGGGT........................................................................................... 21 0 2 32.50 65 0 4 0 0 0 7 6 0 0 6 0 3 0 2 2 0 0 0 0 1 1 0 3 1 0 3 6 0 0 0 2 0 0 0 3 0 0 0 0 0 0 0 0 1 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 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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 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 0 0

..............................................................GTGGTGGCTAGTGGGTGGG............................................................................................ 19 0 2 22.00 44 1 0 0 0 0 4 6 1 0 2 0 4 0 2 1 0 0 0 0 1 2 0 0 2 2 0 0 0 0 1 0 0 0 0 0 0 0 0 1 6 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 1 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 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

..............................................................GTGGTGGCTAGTGGGTGGGG........................................................................................... 20 1 2 9.00 18 2 0 0 0 0 0 0 3 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 3 0 0 0 0 0 1 0 1 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 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

...................................................GATTTTTTTCGGTGGTGGCTA..................................................................................................... 21 0 1 3.00 3 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................CGGTGGTGGCTAGTGGGTGGGTT.......................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TGCCCCGCTCTTCACCATTCGA............................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................GGTGGTGGCTAGTGGGTGGGG........................................................................................... 21 1 2 3.00 6 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 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................GGTGGTGGCTAGTGGGTGGG............................................................................................ 20 0 2 3.00 6 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 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

..........................................................................GGGTGGGTTAAAGAACTG................................................................................. 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 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

.............................................................GGTGGTGGCTAGTGGGTGGGTTAA........................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................GGTGGTGGCTAGTGGGTGGGTTA......................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................GTGGTGGCTAGTGGGTGGGTC.......................................................................................... 21 1 2 1.50 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................TCTCGTGTGCATTTGGCGATGCTGTA............................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................CGGTGGTGGCTAGTGGGTGG............................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................CTAAGTCCCCCACTTCGTCCG...................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................GTGGTGGCTAGTGGGTGGGTTA......................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................TTCGGTGGTGGCTAGTGGGTG.............................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................CGGTGGTGGCTAGTGGGTGGGT........................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......ATTTTACCTCTTTGCGTCTCG................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................GTGGTGGCTAGTGGGTGGGTTAA........................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............CCTCTTTGCGTCTCGTGTGCA........................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................TGGTGGCTAGTGGGTGGGTT.......................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................GGCGATGCTGTATTGATTTTT................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................GATTTTTTTCGGTGGTGG........................................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..CTATTATTTTACCTCTTTGCG...................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............ACCTCTTTGCGTCTCGTGTGC............................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................GGTGGCTAGTGGGTGGGTTA......................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................TGCGTCTCGTGTGCATTTGGCA.................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................TTGCGTCTCGTGTGCATTTGGCGAT.................................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TGCCCCGCTCTTCACCATTCG.............................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................TTTCGGTGGTGGCTAGTGGT................................................................................................ 20 1 2 1.00 2 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 0 0 0 0 0 0 0 0

..............................................................GTGGTGGCTAGTGGGTGG............................................................................................. 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................TGGTGGCTAGTGGGTGGGT........................................................................................... 19 0 2 0.50 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

........................................GATGCTGTATTGATTTTCC.................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................GTGGTGGCTAGTGGGTGGGTAT......................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................GTGGTGGCTAGTGGGTGGGA........................................................................................... 20 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................GTGGTGGCTAGTGGGTGGGTA.......................................................................................... 21 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

GCGATAATAAAATGGAGAAACGCAGAGCACACGTAAACCGCTACGACATAACTAAAAAAAGCCACCACCGATCACCCACCCAATTTCTTGACGGGGCGAGAAGTGGTAAGCTTTGATTCAGGGGGTGAAGCAGGCTGGGGGAGGGAGTACGGTATTTCGGGGACGGGTTTTTC

**********************************************....(((((.((((((((((((..((((((..((((....))))..))))))..)))))).))))))..)))))......***********************************************
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AGO1
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.............GGAGAAACGCAGAGCACA.............................................................................................................................................. 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 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

.........................................................................................................................GGGGTGAAGCAGGCTGGGGGAGGGAG.......................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................GGGGCGAGAAGTGGTAAGCTT............................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................GGAGGGAGTACGGTATTTCGG............. 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

.................................................................................................GAGAAGTGGTAAGCTTTGA......................................................... 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

......................AAGAGCACACGTAAACCGCTAC................................................................................................................................. 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chrX:7824494-7824666 - sblock179483 CGCTATT--ATTTT----ACC------------TCTTT---GCGTCTCGTGTG-CATT--------TGGCGATGCTGTATTGATTTTTT-TCGGTGGTGGCTA-------GTGGGTGGGTTAAAGAACTGCCC--C-GCTC----T-------TC-----A-------CCATTC-GAAACTAA-GTCCCCCACTTCGTCC---------------------------------------GACCCCCT----------CCCTCATGCCATAAAGCCCCTGCCCAAAAAG
droSim2 x:7388522-7388686 - CGCAATC--ACTCT----ACC------------TCTTT---GCGTCTCGTGTG-CATT--------TGGCGATGCTGTATTGATTTTTT-TCGGTGGTGGCTA-------TTGGGTGGGTGAAAGAACTGCCC-CC-GCTC----T-------TC-----A-------CCATTC-GAAACTAA-GTCCCACACTTCGTCC---------------------------------------GACCCCCCAAGCAAA-------------------CTCCTGCCCTAAAAG
droSec2 scaffold_50:111480-111644

-
CGCAATC--ACTCT----ACC------------TCTTT---GCGTCTCGTGTG-CATT--------TGGCGATGCTGTATTGATTTTTT-TCGGTGGTGGCTA-------TTGGGTGGGTGAAAGAACTGCCC-CC-GCTC----T-------TC-----A-------CCATTC-GAAACTAA-GTTCCACACTTCGTCT---------------------------------------GACCCCCCAAGCAAA-------------------CTCCTGCCCTAAAAG

droYak3 X:13488027-13488207 + CGCTATC--ACTCT----TCCT--ATCCCTTCCTCTTC---GCGTCTCGTGTG-CATT--------TGGCGATGCTGTATTGATTTTTT-TCGGTGGTGGCTA-------GTGGGTGGGTGATGGAACCGCACTCCCCCTT----T-------TC-----A-------TCATTCCGTAACTAA-GTCCCACCCCTCGG---CCCCCT---------------------------------GTTTCCGAAGCAAG-------------------CCCCTGCCCTAAAAG
droEre2 scaffold_4690:16736801-

16736974 -
CGCTATC--ACTCT----TCCTCTGTCCCTTTCTCTTC---GCGTCTCATGTG-CATT--------TGGCGATGCTGTATTGATTTT---TCGGTGGTGGCTA-------GTGGGTGGGTGATGGAACCGCCC-CC-GCTC----T-------TC-----A-------CCATTC-GAAACTGA-GTCCCACCCTTCGT---CCCCC-------------------------------------TTCGAAGCAAG-------------------CCTCTGTCCTAAAAG

droEug1 scf7180000409830:75810-
75992 -

CACTATC--GTTCT----AACT--CTCTTTCTCTCTGC---ACGTCTTTTGTG-CATT--------TGGCGATGCTGTATTGATTTT---TCGGTGGTGGTTA-------GTGGGTGGGTGGTAAAACCGATCCCC-GCCC----TATGCCTGTC-----A--------AACTC-AAAAATAAAAAAAAACACCTCTTCTTCC-------------------------------------ACCATCAAAGCAAC-------------------CCTTTGCCCTAAAAG

droBia1 scf7180000302198:25096-
25231 -

-----------------------------------------GCGTCTCGTGTG-CA---------TTGGCGATGCTGTATTGATTTTT--TCGGTGGTGGCTA-------GTGGGTGGGTGGTGGAACCGTTA-CC-GCCCTCCCTTTGCCTATCCAGTCCAGCCCCCCT--CC-G--------------------------------------------------------------------CCAAAGCAAC-------------------CCCCTGCCCCCCGAG

droTak1 scf7180000415262:139367-
139496 -

-----------------------------------------GCGTCTCGTGTG-CA---------TTGGCGATGCTGTATTGATTTTT--TCGGTGGTGGCTA-------GTGGGTGGGTGGTGGAACCGCCC--C-TCTC----TCGGCCTATC-----C-------CCCTTC-T----------------------------------------------------------------------AAATTAACTCCCCCTCCGGTCAC--------GGGGCTGTAAG

droEle1 scf7180000491044:620020-
620141 +

-----------------------------------------GCGTCTCGTGTG-CA---------TTGGCGATGCTGTATTGATTTTT--CCGGTGGTGGAAAGTTGTGGGTGGGTGGGTGGTGGAACCGCCC--G-GC-----------C----------GTCTTCATT--CT-G--------------------------------------------------------------------CCAAAGCAACC------------------CCCCTGATCTATCGG

droRho1 scf7180000776942:301284-
301406 +

-----------------------------------------GCGTCTCGTGTG-CA---------TTGGCGATGCTGTATTGATTTTT--CCGGTGGTGGAAA-------GTGGGTGGGTGGTGGAACCGCCC-CC-GCTCT---TCGGCC----------ATTTCCCCC--CT-G--------------------------------------------------------------------CCAAAGCAAC-------------------CCCCCGATCTATCAG

droFic1 scf7180000454077:2195899-
2196028 +

CTCGC-------------------------------CC---GTATCTCGTGTG-CA---------TTGGCGATGCTGTATTGATTTTT--TCGGTGGTGGATA-------GTGGGTGGGCAATGGAACCGCCCCCC-TCTC----TCTGCTCATCCC----------GTT--TC-T--------------------------------------------------------------------CCAAAGCAAC-------------------CCCCTGCCCCATTAT

droKik1 scf7180000302696:1693169-
1693367 -

GTTACTC--TCTCA----TTC------------TCTCTGCGGCGGCTCGTGCAGCG-TCGCTGCCGCTGCGATGCTGTATTGATTTTT--TCGGTGGTGGGTG-------GCGGATAGGTGGTTGGCCC------T-GCTT----C-------TCCT---G-------TCATCCCGAGCCCCA-GTTCAA------GT---CTCCCTGTCGAGCACGTTTCCCATCATTGGTTTAGTCTAGTCTTGC----------CTCCCGTTCAGTAGAGCC-------------

droAna3 scaffold_13117:2045785-
2045897 -

CACCGTT--C---TCTT-T-----A-----TCGTCTTC---TCGTTT--TCGG-CCG----------TGCGATGCTGTATTGATTTTT--TCGGTGGTGG--------------GTGGGTGTC--------CT-CC-G-----------------------------ACT--CT-G--------------------------------------------------------------------TTACGGTCTCC----ACCCGGT-------------TTCGATACT

droBip1 scf7180000396425:26859-
26932 +

CACCGTT--C---TCTT-T--T--A-----TCGTCATC---TCGTTT--TCGG-CCG----------TGCGATGCTGTATTGATTTTT--TCGGTGGTGG--------------GTGGGTG-----------------------------------------------------------------------------------------------------------------------------------------------------------------------

dp5 XL_group1a:2469587-
2469649 +

CGCTCAGAC----------------------------------------CATG-CATT--TTGCCGTAGCGATGCTGTATTGATTTTTTCTCCGTGGTG--------------GGTGGGT------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droPer2 scaffold_28:903911-903973
+

CGCTCAGAC----------------------------------------CATG-CATT--TTGCCGTAGCGATGCTGTATTGATTTTTTCTCCGTGGTG--------------GGTGGGT------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_12970:10151271-
10151337 +

TTCTATT--C---ATTTTT-----------TTTTCTTC---CCTTTTGGTCGG-CCGC--------TGGCGATGCTGTATTGATTTTTT-TTTGCG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6473:11301072-
11301130 -

TTCTGTT--C---ATA--T------------TTTCTTC---CCTTTTGCTCGG-CCGT--------TGGCGATGCTGTATTGATTTTTT--T----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_14853:6560938-
6560993 +

GT----T--CTGTT----T------------TTTCTTC---CCTTTTGGTCGG-CCGC--------TGGCGATGCTGTATTGATTTTTT--T----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

Generated: 09/09/2015 at 02:06 AM

crit.star
crit.loop
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PASS/FAIL
1
0
0
0
1
1
1
1
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1
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1
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ACAAACCAAGCTGGAGATGTCTTCATTTAGTGTGACTGTTCTATGCCTACTGAACTGAATGCAACTGACGTTGATGGTTAAGTAAACTCAATGCAGTTCTTATCAGCTCATTAATGGGAATCAATCATCATCATTCCAAGAAATCTACGTATGTACATAAG
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Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V036

ML-
DmD20c5
cell

V145

S2-
DRSC

GSM609217

MLDmD20c5

V129

ML-
DmBG1-
c1

GSM609222

ML-DmBG1-
C1

V146

S1
cell

V127

G2

V125

ML-
DmD9

SRR065155

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

SRR317112

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

V034

ML-
DmD16c3
cell

GSM609227

CMEW1
Cl.8+
cell

SRR317110

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

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

SRR317114

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

V074

S3

V085

CME
W2
wing
disc

V126

CME
L1

GSM286605

2-6h #1
(8)

SRR317113

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

V137

Male
aged
head

SRX247213

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

AGO2

S6

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

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

SRR317115

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

V008

S2-
DRSC

GSM609219

GM2 cell

V077

cold,
female
head

GSM609235

CMEL1

SRR097866

Drosophila
S2-NP
cells

V134

ML-
DmD8

SRR060645

yw67c23(2)_testes_total

V132

ML-
DmD32

V073

mbn2

GSM609226

CMEW1
Cl.8+
cell

V015

DreRFHV148h
V128

S3

V086

female
body,
aged

GSM379050

Armi
Heterozygote

V032

S1
cell

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR032093

ago1
knockdown

GSM609248

ML-DmD9
cell

SRR031700

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

GSM467729

Dmel_wt_sRNAseq

SRR001349

heterozygous_dcr-
2_untreated

SRR010952

Ago3 trans-
heterozygotes,
oxidized

SRR029029

dcr-1
knockdown

SRR029030

dcr-2
knockdown

SRR029032

r2d2
knockdown

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

GSM609220

ML-DmD21
cell

V030

ML-
DmD8
cell

V031

GM2
cell

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V136

Male
aged
body

V148

mbn2

SRR031692

Total
small
RNAs from
Oregon R

V079

Oxidation,
female
head

SRR029028

untreated
(mock)

GSM385748

OSS_s6

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM280087

S2cell
(AGO2IP)

AGO2

SRR097865

Drosophila
S2-NP
cells

GSM286604

0-1h #3
(7)

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V080

Starvation,
female head

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM609242

s2+48 #2

SRR001338

IR_non-
beta-
eliminated

SRR097867

Drosophila
S2-NP
cells

GSM609251

aged
female
head

GSM399101

kc167
cell

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V131

ML-
DmD16-
c3

V142

Oxidation_female_body

SRR032094

ago2
knockdown

V093

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

GSE24545

CS ovary
total
RNA

GSM379052

Aub
Heterozygote

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM322543

male head
#1

GSM609234

CS Â male
total RNA
Â 

GSM609247

heat
female
head

SRR001339

WT_females_non-
beta-eliminated

GSM360256

1st
instar #1

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR031702

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

GSM609250

ML-DmD32
cell

GSM628272

ago2[414]
ovary
total RNA

GSM385822

OSS_s8

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

GSM286606

2-6h #2
(9)

SRR001341

WT_males_non-
beta-
eliminated

SRR029031

loqs-ORF
knockdown

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM609224

female,
one day

GSM609239

IR- 2-
18hr

GSM609225

ML-DmBG3-
C2

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM385821

OSS_s7

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V023

Dcr2
female
head

GSM609221

1182-4H
cell

GSM609223

male, one
day

...................................................GAACTGAATGCAACTGACGTTGA....................................................................................... 23 0 1 59.00 59 2 8 4 5 3 7 7 4 0 0 1 0 0 0 0 0 0 2 0 0 2 0 0 0 0 1 2 0 2 0 1 1 1 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 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

..................................................TGAACTGAATGCAACTGACGTTG........................................................................................ 23 0 1 19.00 19 0 9 2 4 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................GAACTGAATGCAACTGACGTTG........................................................................................ 22 0 1 19.00 19 0 4 2 2 1 1 2 0 0 0 0 0 0 0 0 0 0 2 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................TGACGTTGATGGTTAAGTAAACTC........................................................................ 24 0 1 7.00 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TGAACTGAATGCAACTGACGTTGA....................................................................................... 24 0 1 5.00 5 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................AACTGAATGCAACTGACGTTG........................................................................................ 21 0 1 4.00 4 0 2 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

...............................................TACTGAACTGAATGCAACTGACGTT......................................................................................... 25 0 1 4.00 4 0 0 0 0 0 0 0 0 2 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

........................................................................GATGGTTAAGTAAACTCAATGCAGT................................................................ 25 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................TTTAGTGTGACTGTTCTATG.................................................................................................................... 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 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

....................................................AACTGAATGCAACTGACGTTGA....................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................TTCATTTAGTGTGACTGTTCTATGCC.................................................................................................................. 26 0 1 2.00 2 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 0

.........................................................................................AATGCAGTTCTTATCAGCTCAT.................................................. 22 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................TCTATGCCTACTGAACTGAATGCA.................................................................................................. 24 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TGAACTGAATGCAACTGACGTT......................................................................................... 22 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

.........................TTTAGTGTGACTGTTCTATGCCTACT.............................................................................................................. 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

..............................................................................TAAGTAAACTCAATGCAGT................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................ACTGAACTGAATGCAACTGACGT.......................................................................................... 23 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

...................TCTTCATTTAGTGTGACTGTTCTATGCC.................................................................................................................. 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

...................................................GAACTGAATGCAACTGACGTTGC....................................................................................... 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

...................TCTTCATTTAGTGTGACTGTTCTATGC................................................................................................................... 27 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

...................................................................................................................................CATTCCAAGAAATCTACGTATGTAC..... 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

......................................TTCTATGCCTACTGAACTGAATGCAACT............................................................................................... 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

.........................................TATGCCTACTGAACTGAATGCAACTGA............................................................................................. 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

..................................................TGAACTGAATGCAACTGACGTTGAT...................................................................................... 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

......................................................................................................TCAGCTCATTAATGGGAATCAATCATC................................ 27 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

....................................................................................................................................ATTCCAAGAAATCTACGTATGTACA.... 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

..........................TTAGTGTGACTGTTCTATGCC.................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................TGAATGCAACTGACGTTGATGGT................................................................................... 23 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

..........................................................................TGGTTAAGTAAACTCAATGCAGTTCT............................................................. 26 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

......................................................................................CTCAATGCAGTTCTTATCAGCTCA................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................AACTGAATGCAACTGACGTTGAT...................................................................................... 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

.......................................................................TGATGGTTAAGTAAACTCAATGCAGT................................................................ 26 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

......................................................................TTGATGGTTAAGTAAACTCAATGCAGT................................................................ 27 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

......................................................................TTGATGGTTAAGTAAACTCAATGCAGC................................................................ 27 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 0

...............................................TACTGAACTGAATGCAACTGACGTTGAT...................................................................................... 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

.............................................................................................CAGTTCTTATCAGCTCATTAATGGGA.......................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........TGGAGATGTCTTCATTTAGTGTGACTGT.......................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........TGGAGATGTCTTCATTTAGTGTGAC............................................................................................................................. 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

.......................................TCTATGCCTACTGAACTGAATGC................................................................................................... 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

................................................................................................................AATGGGAATCAATCATCATCATTCCAA...................... 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

.................................................CTGAACTGAATGCAACTGACGTTGA....................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................TATGCCTACTGAACTGAATGC................................................................................................... 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

...................................................GAACTGAATGCAACTGACGTTGT....................................................................................... 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

Anti-sense strand reads

TGTTTGGTTCGACCTCTACAGAAGTAAATCACACTGACAAGATACGGATGACTTGACTTACGTTGACTGCAACTACCAATTCATTTGAGTTACGTCAAGAATAGTCGAGTAATTACCCTTAGTTAGTAGTAGTAAGGTTCTTTAGATGCATACATGTATTC

***********************************..((((((......(((.((((....(((((.((((((..(((.....))))))))))))))....)))).)))...)))))).......************************************
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.....................................................TGACTTACGTTGACTGCAACT....................................................................................... 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................CACACTGACAAGATACGGATGACT............................................................................................................ 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................CGTCAAGAATAGTCGAGTAAT................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................CGTCAAGAATAGTCGAGT................................................... 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
TGTTTGGTTCGACCTCTACAGAAGT........................................................................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................TAGTAAGGTTCTTTAGATG............. 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 0 0 0 0 0 0
...................................................................................................................................GTAAGGTTCTTTAGATGCATA......... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................TCAAGAATAGTCGAGTAA................................................. 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
..............................................................................................TCAAGAATAGTCGAGTAAT................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................TGACTGCAACTACCAATTCATTTGAGT....................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................AGTAGTAAGGTTCTTTAGATGCATACAT...... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................CGAGTAATTACCCTTAGTTAGTAGTAG............................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................CAAGATACGGATGACTTGACTTACGTT................................................................................................. 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
.......................................................................................................................GGTTTAGTAGTAGTAAGGTTC..................... 21 3 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 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:11579817-11579978 - dme_235 ACAAACCAAGCTGGAGATGTCTTCATTTAGTGTGACTGT-TCTAT--------GCCTACTGAACTGAATGCAACTGACGTTGATGGTTAAGTA--AACTCAATGCAGTTCTTATCAGCTCATTA------ATGGGAATCAATCATCAT-------CAT------TCCAAGAAATCTACGTATGTA-----------------CATAAGT
droSim2 2r:12245502-12245659 - ACAACCCAAGCCGGAGATGTCTTCATTTCGTGTGACTGT-TCTAT--------GCCTACTGAACTGAGTGCAACTGACGTTGATTGTTAAGTA--AACACCATGCTGTTCTTATCAGCTCATTA------ATGGGAATCCATCATCAT-------CAT------TCCAAGAAATCGATGTATGTA-----------------CAT----
droSec2 scaffold_1:9072868-9073025

-
ACAACCCAAGCCGGAGATGTCTTCATTTCGTGTGACTGT-TCTAT--------GCCTACTGAACTGAGTGCAACTGACGTTGATTGTTAAGTA--AACACCATGCTGTTCTTATCAGCTCATTA------ATGGGAATCCATCATCAT-------CAT------TCCAAGAAATCTATGTATGTA-----------------CAT----

droYak3 2R:17410851-17411018 + ACAAGCCAAGCAGGAGATGTCTTCATTTTGTGTGACTGA-TTTGCCACGGCTTCGTTACTGAACTGAATGCAACCGACGATGATGGTTAAGTA--TGCACCATACTGTTCTTATCAGCTCGTTA------TTGGGAATCCGTCACTAT-------CAT------TCCAAGAAGTCTACGTTTGTA-----------------TAT--GT
droEre2 scaffold_4845:14284470-

14284619 +
ACAAACAAAGCGGGAGATGTATTCATTTCGAGTGACTGT-TTTGC--------AACTACTGAACTGAATGCAACTGACGATGATAGTTAAGTA--TGCACCATGCTGGTCTTATCAAGTCGTTA------TTGGGAATCCGTGATTAT-------C-----------AAGAAGTATACGTATGTA------------------------

droEug1 scf7180000409672:470026-
470186 -

ACAAGCGAAGCTAAAGAAGTTCTCATATTGCTTGACGGA-TCCGT--------AGTTACTAAACTCAATGGAACTGACGATGCTGATTAAATA--TGC-------TTGGATTATAAGCTTTTAA------ATGGAAATGGAAAACCAA-------CATTTCATTTCCAAGAACTGTAACTTCGAC-----------------CTTCTGG

droBia1 scf7180000302292:4082642-
4082820 +

AAAGTCCAAGCCGAGGAAGACCTCATTTCGCGAGACGGAATTCGT--------GGTTACTGAACTCTTTGCACTTGGCGTTTCACGTTAAATG--AGCTTCGAGCTGAGCTTATCGGGA-ATGCGATTCAATGGAAGTGAATGCAGTG-------CAC------CGCAATAAATTTGT--TCGACTTTTTCTGATTCATATAATC----

droTak1 scf7180000415241:103080-
103214 +

ACAAACCAAACCGAGAAAGTCCTCATTTCACTTGAGGTA-TTCGA--------AGTTACTGAACTCATGGCAACTGGCGATGCTGGTTATGTA--GGCTCCAAGTTGGTCTTATCAGCCC---------------------CCATCAC-------CAT------TCCAAGAATTCTAAGT-----------------------------

droEle1 scf7180000491107:555265-
555386 -

ACAATCCCCGCCGATAAAGTTAGCATTTCGAGAGACGAT-TTCTC--------AGTTACTGAACTCATTGCAACTGGCGGTTCTGGTTAAATACCAGCACGAAGCTGTGCTTATCAGCTCACAA------ATAGCAA------------------------------------------------------------------------

droRho1 scf7180000779911:537195-
537357 +

ACAATCCCAGCCGATAAAGTCCCCATTTCGAGAGACTTT-TTCTT--------AGTTACTGAACTCATTGCATCTGGCTGTTCTGGTTAAATA--TGTTCCAAGCTGAGCTTATCAGCTCAGAA------ATAAAAAGCTGCAATTCT-------CA------------GGAACTTACATTTATT------TTATTTACGAGATT----

droFic1 scf7180000453809:69165-
69320 -

AAAAGCCAAGCCGAGGAAATCCTCATTTCGCGGGACGGT-TGAAT--------GGTTACTGAACTCAGGGCCATTGTCGATGCTTGTTAAATG--AGACTCAAGC-GACCTTATCAGAA-ATTAATTTCT-ATGGAATCAATCACGATGTTAATCCAC------TGTAAGAAATTT---------------------------------

droKik1 scf7180000302472:149519-
149600 -

AAAATCCCAAACCAGTTCGAAGCCATTGCGACCAACT---TTCGC--------TTTAACTGAACGAATCGGAGCTGGTGGCATTCGTTAAATA--------------------------------------------------------------------------------------------------------------------
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ACTATGCTCATGAGTCGAGCGCTTTGCCGGAGCTGGCTACCCCAGGTGGCGTAAGTAAGCAGGCGGTGACGGAGTTCCGTATCCGGAGTAACCCCACGTAAACTTACAGCCGCAGATGTCATGCTAATGTGAATGTGCCAATCCTGCGGATAAACTCTG
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......................................................................GGAGTTCCGTATCCGGAGTAA.................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................GGAGTAACCCCACGTAAACTTACAGT................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................TGTGAATGTGCCAATCCTGCGGA......... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............CGAGCGCTTTGCCGGAGCTGG........................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTAAGTAAGCAGGCGGTGT.......................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....TGCTCATGAGTCGAGCGCTTTGCCGGA................................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................AATGTGCCAATCCTGCGGATAAAC.... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................CAGGCGGTGACGGAGTTCCGT............................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTAAGTAAGCAGGCGGTGACGGAGTT................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................TCCGTATCCGGAGTAACCCCA............................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......TCATGAGTCGAGCGCTTTGC.................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................CCGGAGTAACCCCACGTAAACTTACAGTT................................................ 29 2 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
.........................................................................................AACCCCACGTAAACTTACAGC................................................. 21 0 1 1.00 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
...........................................AGGTGGCGTAAGTAAGCAGGC............................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................GGAGTAACCCCACGTAAACTTACA................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTAAGTAAGCAGGCGGTGGA......................................................................................... 20 2 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................GGAGTTCCGTATCCGGAGT...................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TGATACGAGTACTCAGCTCGCGAAACGGCCTCGACCGATGGGGTCCACCGCATTCATTCGTCCGCCACTGCCTCAAGGCATAGGCCTCATTGGGGTGCATTTGAATGTCGGCGTCTACAGTACGATTACACTTACACGGTTAGGACGCCTATTTGAGAC

**************************************************((((((..((.((.(((..((((........)))).....)))))..))..))))))..**************************************************
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..........................................................................................................GTCGGCGTCTACAGTACGATT................................ 21 0 1 1.00 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

.....CGAGTACTCAGCTCGCGAAAC..................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................GTCTACAGTACGATTACACTT.......................... 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

.............................................................................................GGTGCATTTGAATGTCGGCGT............................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................ACTGCCTCAAGGCATAGGCCTCAT..................................................................... 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

........GTACTCAGCTCGCGAAACGGC.................................................................................................................................. 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

............................................................................................................CGGCGTCTACAGTACGATTA............................... 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

....................................................................................................................ACAGTACGATTACACTTACACGG.................... 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

................................................CGCATTCATTCGTCCGCCACT.......................................................................................... 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

............................................................................GGCATAGGCCTCATTGGGGTG.............................................................. 21 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

...............................................................................................TGCATTTGAATGTCGGCGTCT........................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................ATTCGTCCGCCACTGCCTCAA................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............AGCTCGCGAAACGGCCTCGACC........................................................................................................................... 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

.......................................................................CTCAAGGCATAGGCCTCATT.................................................................... 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

................CTCGCGAAACGGCCTCGACCG.......................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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:7876017-7876177 - dme_236 ACT---------ATGCTCATGAGTCGAGCGCTTTGCCGGAGCTGGCTACCCCAGGTGGCGTAAGTAAGCAG-GCG-G---TGACGGA-------------------------GTTCC-GTAT-CCGGAGTAACC------------------------CCAC-GT------------------------------------------------------------AAACTTACAGCCGCAGATGTCATG---CTAATG------T--GAATGTGCC---AATCCTGCGGATAAAC--------------------T-----CTGGT
droSim2 2r:8580138-8580298 - ACT---------ATGCTCATGAGTCGAGCGCTCTGCCGGAGCTGGCTACCCCAGGTGGCGTAAGTAAGCAG-GCG-G---CGACGGA-------------------------GTTCC-GTAT-CCGGAGTAACC------------------------CCAC-GT------------------------------------------------------------AAACTTACAGCCGCAGATGTCATG---CTAATG------T--GAATTTGCC---AGTCCTGCGGATAAAC--------------------T-----CTGGT
droSec2 scaffold_1:5426643-5426803

-
ACT---------ATGCTCATGAGTCGAGCGCTCTGCCGGAGCTGGCTACCCCAGGTGGCGTAAGTAAGCAG-GCG-G---AGACGGA-------------------------GTTCC-GTAT-CCGGAGTAACC------------------------CCAC-GT------------------------------------------------------------AAACTTACAGCCGCAGATGTCATG---CTAATG------T--GAATTTACC---AGTCCTGCGGATAAAC--------------------T-----CTGGT

droYak3 2R:9078763-9078923 + ACC---------ATGCTCATGAGTCGAGCGCTCTGCCGGAGCTGGCTGCCCCAGGTGGCGTAAGTAAGCGG-GCG-G---CGACAGA-------------------------GTTCC-GTAT-CCGGAGTAACC------------------------TAAC-TT------------------------------------------------------------AAACTTACAGCCACAGATGTCATT---CTAATG------T--GAATATACC---AATCCTGCGGATAAAC--------------------T-----CTGGT
droEre2 scaffold_4845:17920816-

17920976 +
ACC---------ATGCTCATGAGTCGAGCGCTGTGCCGGAGCTGGCTGCCCCAGGTGGCGTAAGTAAGCGG-GCG-G---CGACAGA-------------------------GTTCC-GTAT-CCGGAGTAACC------------------------CAAC-TT------------------------------------------------------------AAACTTACAGCCACAGATGTCATG---CTAATG------T--GAATATACC---AATCCTGCGGATAAAC--------------------T-----CTGGT

droEug1 scf7180000409462:599023-
599177 +

ACC---------ATGCTCATGAGTCGAGCGCTTTGCCGGAGATTGCTGCCGCAGGTGGCGTAAGTAAGCGG-GCG-G---CGTCACA-------------------------GTTCC-CTAT-CCGTACTAACC------------------------CAAC-AA------------------------------------------------------------TAACCAACAGCCACAGAATTCATG---CGAATG--------------TGCC---TGTTCTGCGGATAAAC--------------------T-----CTGGC

droBia1 scf7180000302292:673580-
673736 -

AAC---------ATGCTCATGAGTCGAGCGCTCTGCCGGAGTTGGCTGCCCCAGGTGGCGTAAGTAAGCGG-GCG-G---CGTCAGA-------------------------GTTCC-GTTC-CCGGAGTAACC------------------------CAAC-TT---A-C------------------------------------------------------AAACCCACAGCCACAGATGTCATG---CGAACG--------------TGCC---AATCCTGCGGATAAAC--------------------T-----CTGGA

droTak1 scf7180000415820:275220-
275387 -

ACC---------ATGCTCATGAGTCGAGCGCTCTGCCGGAGTTGGCTGCCCCAGGTGGCGTAAGTAAGCAG-GCG-G---CGTCAGC-------------------------GTTCC-GTGC-CCCGGATAACC------------------------CAAC-TT---A--------------------------------------------------------CAAATTGCAGCCACAGATGTCATG---CGAATGCGAATGT--GAATGTGCC---GATCCTGCGGATAAAC--------------------T-----CTGGT

droEle1 scf7180000491214:3392496-
3392656 -

ACG---------ATGCTCATGAGTCGAGCGCTCTGCCGGAGTTGGCTGCCCCAGGTGGCGTAAGTAAGCGG-GCG-G---CATGGGA-------------------------GTTCC-GTAA-CCGGAGTAACACAAACC------------------CAAC-AT------------------------------------------------------------AAACTTGCAGCCACAGATGTCATG---CCAATG--------------TGCC---GATCCTGCGGATAAAC--------------------T-----CCGGC

droRho1 scf7180000779932:294619-
294773 -

ACC---------ATGCTCATGAGTCGAGCGCTCTGCCGGAGTTGGCTGCCCCAGGTGGCGTAAGTAAGCAG-GCG-A---CATCGGA-------------------------GTTTT-GTAT-CCGGAGTAACC------------------------CAAC-AT------------------------------------------------------------AAACTTGCAGCCACAGATGTCATG---CCAATG--------------TGCC---GATCCTGCGGATAAAC--------------------T-----CAGGG

droFic1 scf7180000453809:262095-
262253 -

ACG---------ATGCTCATGAGTAGGGCGCTTTGCCGGAGTTGGTTGCCCCAGGTGGCGTAAGTAAGCGT-ATG-G---CCTTCAA-------------------------GTTCC-GAAT-TAGAAATAAAGC-----------------------CAAC-A---------------------------------------------------------CTATAAACTTGCAGCCACAGATGTCATG---CCAATG--------------TGTC---AATCCTGCGAATTAAT--------------------C-----CTGGT

droKik1 scf7180000302385:1150162-
1150355 -

ATC---------ATGCTCATGAGTCGCGCGCTCTGCCGGAGCTGGCTCTCCCAGGTGGCGTAAGTAAGCGGGGCG-A---CCACCGC--------------------CTA--GACCCGGCATCCCGGAGTAATCACAGCCCAAAACCAAACAT-----TA-----------------------------------------------------------------ACTCTTGCAGCCACAGATGTCATCATGCCAAAG--------------CGCCGCTGATCCTGCCCTACAGA--------CACACCATTACCT-----CGGGC

droAna3 scaffold_13266:8710669-
8710842 -

ATT---------ATGCTGATAAGTCGCGCGCTATGCCGGAGCTGGCTCTCCCAGGTGGCGTAAGTAAGCGG-ACA-A---CAGT-----------------------CCAGAAATCCAGAGT-CCGGATAAATACAAGTCCC-----------GTTTCTT-T-GA-----A------------------------------------------------------AATTCCACAGCCACAGATGCCATG---CCAATG------C--AAAAGCGCC---AGTCCTGCGGAACAGA----------------------------CAT

droBip1 scf7180000396759:117805-
117978 +

ATT---------ATGCTGATGAGTCGCGCGCTATGCCGGAGCTGGCTCTCCCAGGTGGCGTAAGTAAGCGG-ACA-A---CAGT-----------------------CCAGAATTCCAACGT-CCGGATAAATAACAGTCCC-----------GTTTCTT-T-GA-----A------------------------------------------------------AATTCCGCAGCCACAGATGCCATG---CCAATG------C--AAAAGCGCC---CGTCCTGCGAAGCAGA----------------------------CAT

dp5 3:12208024-12208193 - ATTATAATTATAATGCTTGTAAATCGCTCGCTCTGTAGGAGCTGGCTCTCCCAGGTGACGTAAGTAGG-GG-GCA-A---CGGCGGT-------------------------GTACG-G--G-TCAGATTAACCACAGTT---------------------C-GA------------------------------------------------------------GATCCCACAGACACAGATAT---G---CAAATGGT---CA--AAATTTTTC---ATGCCGACACATAGTA--------------------C-----CTGCA
droPer2 scaffold_44:391493-391659 - ATA---ATTATAATGCTTGTAAATCGCTCGCTCTGTAGGAGCTGGCTCTCCCAGGTGACGTAAGTAGG-GG-GCA-A---CGGCGGT-------------------------GTACG-G--G-TCAGATTAACCACAGTT---------------------C-GA------------------------------------------------------------GATCCCACAGACACAGATAT---G---CAAATGGT---CA--AAATTTTTC---ATGCCGACACATAGTA--------------------C-----CTGCA
droWil2 scf2_1100000004558:2592499-

2592718 +
ATT---------ATGCTTATGAACCGTGCGCTATGTAGGAGCTGGCTGTCCCACGTCCCGTAAGTAGGCTA-GAC-C---ATTTGAA--GCAAC---CGGTAAGAGTTTAGA----------------CAAAGT------------------------CTATTGAGCGGTTGTATGATCAGTTACAGGTTTCAAGTTCCCCAAGTCCGAGGCGATCCCACAC---TG----------CCAGCTGG---A-------------------------------CGAAGACACATATTAGGCACAGGCACAACGATACCATGGAGACCGC

droVir3 scaffold_12823:570157-
570328 +

ATT---------ATGCTTGTTAATCGTGCGCTATGTCAAAGTTGGCTAACTCAGGTGACGTAAGTAAGGAT-GCA-A---AGA-GCCGACCAGG------------------CTACA-CCAA-TTGCTTTAATT------------------------CACA-TC------------------------------------------------------------CAAAATACAGTTATAGATTTCAAG---GAAATGTT---GCAAGCCGATTAC---AAGCTTGTCGACACAC--------------------T-----ATGTT

droMoj3 scaffold_6496:3414487-
3414671 -

ATT---------ATGCTTGTTAATCGTGCGCTATGCCAAAGTTGGTTAACACAGGTGACGTAAGTAAGGAT-GCCCATAAAGGAGGC--ACAGGCACGCCCA-C--------ATTTT-AAAT-TCA---TAAAT-----------------------CTA-T-GT-----T------------------------------------------------------GATATTTTAGTTATCGATTTCATATTGGAAATGGC---GCAACACGTTTTC---AAGCATGCCGCCAGAG--------------------T-----TTCTA

droGri2 scaffold_15245:9060129-
9060276 -

ATT---------ATGCTTGTTAATCGCGCGCTATGTCAAAGTTGGCTAACTCAGGTGACGTAAGTAAGGAC-GCA-G---CAAGACA--GCAAG---CAGCA-C--------ATTT----AT-TTATTGAAATC------------------------CTACTG---------------------------------------------------------------TACTACAGATACAGACTACATG---G------------------------------ATGCCGACACAA--------------------T-----CTGTC
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crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
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1
0
0
0
1
1
1
1
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0
1
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:3414487-3414671
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:9060129-9060276


ID:

dme_239

Coordinate:

chr3L:2490862-2490926 +

Confidence:

confident

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 [CG1146-in]; intron [CG45186-in]; intron [CG1146-in]; intron [CG1146-in]; intron [CG1146-in]; five_prime_UTR [CG1146-u5]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TATTTTTGTGGACACAAAAAGAAAAACGCGAACTAAGTAAATAAACCAGTCACGGAAGACATTGCTGAATAAATAAAAACTCCAAGTAAATATTTTGCAATGTGTTCCGTTCTGCCAGCAGTGAATAAATAAATGAAATATCCCATTATTTAACCAATCCCCTTG
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V130
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............................................................................................TTTTGCAATGTGTTCCGTTCTG................................................... 22 0 1 39.00 39 17 6 4 0 0 1 1 0 0 0 0 2 0 0 0 0 0 0 0 1 2 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 0 0 0 0 0 0 0

.................................................TCACGGAAGACATTGCTGAAT............................................................................................... 21 0 1 24.00 24 7 4 2 1 4 0 1 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 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

............................................................................................TTTTGCAATGTGTTCCGTTCTGC.................................................. 23 0 1 13.00 13 2 1 1 2 0 1 1 1 0 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TCACGGAAGACATTGCTGAATA.............................................................................................. 22 0 1 4.00 4 1 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

..................................................CACGGAAGACATTGCTGAATA.............................................................................................. 21 0 1 3.00 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................TTTTGCAATGTGTTCCGTTCTGCC................................................. 24 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 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................TTTTGCAATGTGTTCCGTTCT.................................................... 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 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

............................................ACCAGTCACGGAAGACATTGC.................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................CGCGAACTAAGTAAATAAACCA..................................................................................................................... 22 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

.......................................................................................................GTTCCGTTCTGCCAGCAGTGA......................................... 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

.................AAAGAAAAACGCGAACTAA................................................................................................................................. 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

....TTTGTGGACACAAAAAGAAAA............................................................................................................................................ 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

...........................................................................................ATTTTGCAATGTGTTCCGTTCT.................................................... 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

..................................................................................CAAGTAAATATTTTGCAATGTGT............................................................ 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

......TGTGGACACAAAAAGAAAAACGCGAAC.................................................................................................................................... 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 0 0

......................................................GAAGACATTGCTGAATAAATA.......................................................................................... 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

............................................................................................TTTTGCAATGTGTTCCGTTCTGCCA................................................ 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

...............................................AGTCACGGAAGACATTGCTA.................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................CACGGAAGACATTGCTGAATAA............................................................................................. 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

...............AAAAAGAAAAACGCGAACTAAGT............................................................................................................................... 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

............................................ACCAGTCACGGAAGACATTGCTG.................................................................................................. 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

..........................................................................................................................GAATAAATAAATGAAATATCCCATTATT............... 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

......................................................................................................................................GAAATATCCCATTATTTAAC........... 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

..........................................AAACCAGTCACGGAAGACATTGC.................................................................................................... 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

.................................................................................CCAAGTAAATATTTTGCAATG............................................................... 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

.......................................................AAGACATTGCTGAATAAAT........................................................................................... 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

.................................................TCACGGAAGACATTGCTGAA................................................................................................ 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

........................................................................................................TTCCGTTCTGCCAGCAGTGAAA....................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................GTCACGGAAGACATTGCTGAAT............................................................................................... 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

..............................................................................................TTGCAATGTGTTCCGTTCTGCCAGC.............................................. 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

............................................ACCAGTCACGGAAGACATTGCT................................................................................................... 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

Anti-sense strand reads

ATAAAAACACCTGTGTTTTTCTTTTTGCGCTTGATTCATTTATTTGGTCAGTGCCTTCTGTAACGACTTATTTATTTTTGAGGTTCATTTATAAAACGTTACACAAGGCAAGACGGTCGTCACTTATTTATTTACTTTATAGGGTAATAAATTGGTTAGGGGAAC

************************************...........(((..((((((.(((((((.(((((...................))))).))))))).)))))).)))...............***********************************
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from hen1
homozygous
flies
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Total small
RNAs from
r2d2
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flies

GSM385744

OSS_s2

GSM385748
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GSM467731

Dmel_loq_sRNAseq

GSM275691

imaginal
disc

SRR010953

Aub
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oxidized

SRR010954

Aub trans-
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oxidized

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

V126

CME
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ML-
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associated
small RNAs
from
Oregon R

AGO1

SRR031692

Total
small
RNAs from
Oregon R

SRR031700

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

V073

mbn2

V0632

wt
ovary
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reseq

AGO1

SRR029608

total small
RNAs from
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heterozygous
flies

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609248

ML-DmD9
cell

SRR001347

ago2_untreated

SRR317117

genotype:
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from 5-6 days old flies

GSM609219

GM2 cell

V036

ML-
DmD20c5
cell

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRX247213

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

AGO2

SRR014275

Ovary_rep1_LK_P

V022

ML-
DmD32
cell

GSM609225

ML-DmBG3-
C2

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 
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body,
aged

GSM286606

2-6h #2
(9)

SRR031702
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methylated
small RNAs
from r2d2
heterozygous
flies

SRR001348

ago2_oxidized
V074

S3

GSM180337
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culture
cells (S2
only)

GSM361908

s2-48
Biological
Replicate
#2

SRR341115

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

GSM379065

Zuc
Heterozygote

V079

Oxidation,
female
head

V139

Cold_female_body
GSM385821

OSS_s7

SRR060644

A2_ovaries_total

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

V038

Felix
sample
S2
only

GSM371638

S2-NP

GSM609227

CMEW1
Cl.8+
cell

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR029029

dcr-1
knockdown

GSM609221

1182-4H
cell

SRR014280

Ovary_rep1_w1118_P

SRR097866

Drosophila
S2-NP
cells

GSM609224

female,
one day

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM280083

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

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

V008

S2-
DRSC

....................................................................TATTTATTTTTGAGGTTCAT............................................................................. 20 0 1 11.00 11 10 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................CAGTGCCTTCTGTAACGACTTATTTAT.......................................................................................... 27 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

..............GTTTTTCTTTTTGCGCTTGAT.................................................................................................................................. 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

................................................................................................CGTTACACAAGGCAAGAC................................................... 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

..................................................................................................................GGTCGTCACTTATTTATTTAC.............................. 21 0 1 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

..................TTCTTTTTGCGCTTGATTCATTTA........................................................................................................................... 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

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:2490811-2490976 + dme_239 ATAT---------------------------TTTTGTGGACAC------AAAAAGAAAAACGCGAACTAAGTAAATAAACCAGTCACGGAAGACATTG--------------CTGAATAAATAAAAAC-----------T----CCAAGTAAAT----ATTTTGCAAT---GTGTTCCG--TTCTGC-----------------------CAGCAGTGAATAAATAAATG-----------------AAA--------TATCCCAT---TATTTAAC------CAATCCCC-TT--G
droSim2 3l:2378397-2378560 + ATAT---------------------------TTGTGTGGACAC------AAAAAGAAAAACGCGAATTAAGTAAATAAACCAGTCACGGAAGACATTG--------------CTAAATAAATAAAAAC-----------T----CCAAGTAAAT----ATTTTGCAAT---GTGTTCCG--TTCTG-----------------------CCAGCCGTGA--AAATAAATT-----------------AAA--------TATCCCAT---TATTTAAC------CAATCCCC-TT--G
droSec2 scaffold_2:2511934-2512097

+
ATAT---------------------------TTGTGTGGACAC------AAAAAGAAAAACGCGAATTAAGTAAATAAACCAGTCACGGAAGACATTG--------------CTAAATAAATAAAAAC-----------T----CCAAGTAAAT----ATTTTGCAAT---GTGTTCCG--TTCTG-----------------------CCAGCCGTGA--AAATAAATT-----------------AAA--------TATCCCAT---TATTTAAC------CAATCCCC-TT--G

droYak3 3L:9450450-9450626 - ATAT---------------------------TTTTGTGGACAA---AAAAAAAAGAAAAACGCGAACTAAGTAAATAAGCCAGTCACGGAAGACATTG--------------CTAAATAAATAAAAAC-----------T----CCAAGTAAAT----ATTTTGCAAT---GTGTTCCG--TTCTGCGA---CCAAGTG------AATGCCAGCAGTAA--AAATAAATA-----------------AAA--------TATCCCAT-------TAAC------CAATCCCC-TT--G
droEre2 scaffold_4784:2502824-

2503001 +
ATAT---------------------------TTTTGTGGACAC------AAAAAGAAAAACGCGAACTAAATACATAAACCAGTCACGGAAGACATTG--------------CTAAATAAATAAAAAC-----------T----CCAAGTAAAT----ATTTTGCAAT---GTGTTCCG--TTCTGCAA---GCAAGTG------AATGCCAGCAGTAA--AAATAAATA-----------------AAT--------TATCCCAT---TATTAAAC------CAATCCTC-TT--G

droEug1 scf7180000409466:212338-
212507 +

AAAT---------------------------AT------------------------AAAAAAGAACAAAGGAAACCAACCAGTCACGGAAGACATTG--------------CTAAATAAATAAGTAA-----------AAAAACAAAGTAAAT----ATTTTGCAAT---GTGTTCCG--TTCTGCAATTACCGAGTG------AATGCCAGCCATAA--AAGTAAATA-----------------AAG--------TATTCCATTATTATTTAAC------CAATCCCC-TT--A

droBia1 scf7180000302428:9251513-
9251719 +

ATAATAAAGTTAATAAATTAAAAAAAACCTTT-AT--AAT--AAAAACGGAAACTAAGAAAACGAACAAAGAAAACACCGCAGTCACGGAAGACATTG--------------CTAAATAAATAAGAGC-----------C----CGCAGTAAAT----ATTTTGCAAT---GTGTTCCG--TTCTGCCG---CAAAGTG------AACGCCAGCCATAA--AAACAAATA-----------------AAG--------TATTCCAT---TATTTAAC------CAATCCCCTTT--G

droTak1 scf7180000415857:242331-
242519 +

CCGT---------------------------TTT---GCA--ATAAACGTAAATTAAAAACCCGAACAAAGGAAATAAACCAGTCACGGAAGACATTG--------------CTAAATAAATAAAACC-----------T----CCAAGTAAAT----ATTTTGCAAT---GTGTTCCG--TTCTGCAG---CCGAGTG------AATGCCAGCCGTGA--AAACAAATAAATAAAA----------AAG--------AATTCCAC-TATATTTAAC------CAATCCCCTTT--G

droEle1 scf7180000491249:2927963-
2928142 -

ATGT---------------------------TTTTATTCA--ATAATTG-----CAAAACCATGAACAAAAGAATTATACCAGTCACGGAAGGCATTG--------------CTAAATAAATAAAAAG-----------C----TTAAGTAAAT----ATTTTGCAAT---GTGTTCCG--TTCTACAA--AAAAAGTG------AATGCCAGCCATACAAAAATAAATA-----------------AAA--------AATTCCAT---TATTTAAC------CAATCCCC-TA--G

droRho1 scf7180000780275:165102-
165281 +

ATTT---------------------------TTTAAT-CA--ATAAAGGTAAACTAAAGCCACGAACAAAG-AGTTATACCAGTCACGGAAGGCATTG--------------CTAAATTAATAAAAAA-----------C----GCAAGTAAAT----ATTTTGCAAT---GTGTTCCG--TTCTGCAG---CCAAGTG------AATGCCAGCCATTA--AATTAAATA-----------------AAG--------TATTCCAT---TATTTAAC------CAATCCCC-TT--G

droFic1 scf7180000454105:809978-
810161 +

TTAT---------------------------GATTGTGCAAAT------AAATCG-AAAACCCGAACAAAAGAA-----TCTCGCACGGAAGACATTG--------------CAAAACAAATAAATAA----ATATCGAC----TTGAGTAAAT----ATTTTGCAAT---GTGTTCCG--TTCTGCAG---CCAAGTGAATGCGAATGCCAGCCGTGA---AATAAATG-----------------AAA--------TATTCCAT---TGTTTAAC------CCATCCCC-TT--G

droKik1 scf7180000302441:1258092-
1258278 -

ATAA--------ATAAAATAAAAAAAACTTCA-TT--AA------------------------TAACAAAAGAACTTTAGCAGTTCCGGGAAACATA----------CACAGCAAAATAAATAAAGAA-----------C----TTAAGTAAATAATTATTTTGCCGTGATGTCTCCCT-CTTCTGCGA--------CG------AATGCCAGTTGTAA--AAATAAATA---------------TAAAA--------AATTCCAT---TATTTAAC------CAATCCCC-GTGAA

droAna3 scaffold_13337:513639-
513740 +

AT-------------------------------------------------------------------------------------GAAGAACACTG--------------CAAAATAGGTGGCAGC-----------CCACGTTGGCTCAAT----ATTTTGCACT---GTTCTTCG--TTCTGCGA---ATCAATA------AA-------------------------------------------------------CCCC---CAATTATC------CAATAGCA-GT--G

droBip1 scf7180000395155:247347-
247453 -

AT-------------------------------------------------------------------------------------GGAAAACATTG--------------CAAAATAAATAGC--CATAAAT-----T---AGAGCTTTAAT----ATTTTGCAAT---GTTTTCCG--TTCTTTC-------------------------------------AAATC-----------------AAT--------AAACCCAT---AAAGTAAT----ACCCCTCCAA-TA--A

dp5 XR_group6:12457547-12457658
+

---------------------------------------------------------------------------------------GGAAAACATTG--------------CAAAATT-----------------------------GAACAA----ATCTTGCACT---GTTTTCCT--TTGTATCTGAAGCAAACG------AATGCCAGAA------AGATCTC--------TAATGA-----------------ATACGTTGTATATTGAAC------CGATCCCC-GT--G

droPer2 scaffold_33:479132-479243 + ---------------------------------------------------------------------------------------GGAAAACATTG--------------CAAAATT-----------------------------GAACAA----ATCTTGCACT---GTTTTCCT--TTGTATCTGAAGCAAACG------AATGCCAGAA------AGATCTC--------TAATGA-----------------ATACGTTGTATATTGAAC------CGATCCCC-GT--G
droWil2 scf2_1100000004729:2068878-

2069017 +
G---------------------------------------------------------------------------------------AAAGATAATGCAAAATATATGAAACGAAATGAAATATATC-----------C----TTTGATAAAT----ATTTTGCAAT---ATTTTTCAAAATTTTCAA---ACAATC-------------AGAA------AATCGTA--------TAATCAATATATATATATAAATAATCTAAT---TTTGTAT------------CCT-GT--T

droVir3 scaffold_10322:264335-
264383 +

GGAA---------------------------AG---------------------------------------------------------------------------------AGAAA-----------------------------GGACAT----ATCGTATA-T---AATTTCTT--TCCCGC--------------------------------------------------------------------------------------------------AATCCT-TC--A

droMoj3 scaffold_6680:2315157-
2315267 +

CTGG---------------------------AAAGATTAACA--------------------------------------------------------------------------CAT-----------------------------CAAAAT----ATATTACAAT---ATTTTTAA--AAATATATGAAA-----T------GTTTT------TAA--AAATATAAA------AAATAT-----------------ATCAATT--TTATTTTACTAAAAACTCTTTAA-AT--T
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CTGTCCGCCGGTGTTTGCATCGCGTCCCTCCATCTCGAGCATCATAATTGGTGAGTGGTCGTCGAGTCAATTGGAGAGTGCACTTAATCAGAATCTAAACTCGTCGTTCCCTGCAGGCAATTCCAGTGCATCGGTAACTGGCTGCACGGGCAGCGAGGTGGAAAAA

**************************************************.((((.((.((.(((((...(((((...((........))...)))))))))).))..)))).)).**************************************************
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SRR001349
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2_untreated

GSM286607
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12-24hr
embryo
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Aub trans-
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oxidized

V008

S2-
DRSC
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Dcr2
female
head
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ovary,
AGO1-
IP,
reseq

AGO1
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total
RNA
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SRR001339
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GSM609241

s2+48 #1

GSM609243

KC+48 #1

SRR298711

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

SRR001348

ago2_oxidized

GSM286602

male body

GSM286603

female
body

SRR060646

yw67c23(2)_ovaries_total
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ML-
DmD8
cell

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1
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CME
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wing
disc

GSM609249

ML-DmD21
cell

V073

mbn2
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dcr-
2[G31R]
male
total
RNA Â 

GSM286604

0-1h #3
(7)

GSM286611

6-10h #2
(11)

GSM385822

OSS_s8

GSM609237

ago2[414]
ovary
total RNA

SRR010952

Ago3 trans-
heterozygotes,
oxidized

SRR010953

Aub
heterozygotes,
oxidized

SRR031698

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

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR341115

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

SRR351333

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

V014

DTT
8h

V022

ML-
DmD32
cell

GSM609227

CMEW1
Cl.8+
cell

V038

Felix
sample
S2
only

...............................................................................................TAAACTCGTCGTTCCCTGCAG.................................................. 21 0 1 18.00 18 6 0 0 0 0 0 0 1 2 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 2 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................TAAACTCGTCGTTCCCTGCAGT................................................. 22 1 1 15.00 15 8 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 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

..................................................GTGAGTGGTCGTCGAGTCAATTGGA........................................................................................... 25 0 1 7.00 7 5 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTGGTCGTCGAGTCAATTGG............................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................TCTCGAGCATCATAATTG.................................................................................................................... 18 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................TAAACTCGTCGTTCCCTGCA................................................... 20 0 1 3.00 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................TAAACTCGTCGTTCCCTGCAGA................................................. 22 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................CTCCATCTCGAGCATCATA........................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................CATCTCGAGCATCATAATTG.................................................................................................................... 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 0 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

..................................................GTGAGTGGTCGTCGAGTC.................................................................................................. 18 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................AGTGCATCGGTAACTGGGA....................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................GTCAATTGGAGAGTGCAC................................................................................... 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

...............TGCATCGCGTCCCTCCAT..................................................................................................................................... 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

...........................................................................................AATCTAAACTCGTCGTTCC........................................................ 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

..................................................GTGAGTGGTCGTCGAGTCAATT.............................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................ATTGGAGAGTGCACTTAATCAGAATCT...................................................................... 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

...............................................................................................TAAACTCGTCGTTCCCTGCAGC................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTGGTCGTCGAGTCA................................................................................................. 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

..................................................GTGAGTGGTCGTCGAGTCAATTGGAA.......................................................................................... 26 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

.TGTCCGCCGGTGTTTGCATCGCG.............................................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................CGTCCCTCCATCTCGAGCATCAT......................................................................................................................... 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 0 0 0 0 0 0 0 0

...................................................TGAGTGGTCGTCGAGTCAATTGGAG.......................................................................................... 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

..................................................GTGAGTGGTCGTCGAGTCAATTGGG........................................................................................... 25 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

..................ATCGCGTCCCTCCATCTCGAGCATCAT......................................................................................................................... 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

............GTTTGCATCGCGTCCCTCC....................................................................................................................................... 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 0 0 0 0 0 0

................GCATCGCGTCCCTCCATCTCG................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................ATCGCGTCCCTCCATCTCGAG............................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................ATCTCGAGCATCATAATTG.................................................................................................................... 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

.........................................................GTCGTCGAGTCAATTGGA........................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................AATTGGAGAGTGCACTTAATC............................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................AACTCGTCGTTCCCTGCAGT................................................. 20 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................ATCAGAATCTAAACTCGTCGTTC......................................................... 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

.................CATCGCGTCCCTCCATCTCGAGCAT............................................................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................TAAACTCGTCGTTCCCTGCAT.................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................TAAACTCGTCGTTCCCTGCAGTT................................................ 23 2 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

..................ATCGCGTCCCTCCATCTCGAGCATCATA........................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................TGCATCGGTAACTGGCTGCACGGGCAGC............ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CTGTCCGCCGGTGTTTGCATC................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................GTGCATCGGTAACTGGGA....................... 18 2 4 0.75 3 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................AGTGCATCGGTAACTGGTC....................... 19 2 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 0 0 0 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

GACAGGCGGCCACAAACGTAGCGCAGGGAGGTAGAGCTCGTAGTATTAACCACTCACCAGCAGCTCAGTTAACCTCTCACGTGAATTAGTCTTAGATTTGAGCAGCAAGGGACGTCCGTTAAGGTCACGTAGCCATTGACCGACGTGCCCGTCGCTCCACCTTTTT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR031692

Total
small
RNAs from
Oregon R

GSM609234

CS Â male
total RNA
Â 

GSM379059

Piwi
Mutant

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM609239

IR- 2-
18hr

SRR065802

Piwi-
IP_zuc_mut_ovaries

GSM609240

IR+ 2-
18hr

V006

r2d2 female:
possibly
heterozygous

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

GSM379050

Armi
Heterozygote

V093

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

V073

mbn2

GSM609238

embryo
14-24hr

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V138

Male
cold
body

SRX247213

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

AGO2

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM360257

1st
instar #2

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM609222

ML-DmBG1-
C1

GSM379056

Krimp
Heterozygote

SRR029633

total
small RNAs
from hen1
homozygous
flies

V012

Dcr2 male
(Katsutomo,
whole fly?)

SRR001339

WT_females_non-
beta-eliminated

SRR298711

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

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR298536

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

V136

Male
aged
body

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V137

Male
aged
head

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR341117

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

GSM609224

female,
one day

GSM609223

male, one
day

V078

Desiccation,
female head

GSM628272

ago2[414]
ovary
total RNA

SRR031702

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

GSM379067

SpnE
Mutant

V008

S2-
DRSC

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V079

Oxidation,
female
head

V091

fGS/OSS
total
Â 

V141

Heat_female_body

GSM360256

1st
instar #1

SRR298712

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

SRR001347

ago2_untreated
V074

S3

GSM399105

disk #2

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

GSM609226

CMEW1
Cl.8+
cell

V140

Dessication_female_body

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

GSM379057

Krimp
Mutant

SRR031704

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

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM609225

ML-DmBG3-
C2

GSE24545

CS ovary
total
RNA

GSM322219

2-4day
pupae #1

GSM609227

CMEW1
Cl.8+
cell

GSM371638

S2-NP

GSM343287

Drosophila
Toll 10b
mutant
embryos

SRR001664

homozygous_dcr-
2_untreated

SRR060651

A2_ovaries_Ago3

AGO3

V146

S1
cell

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR001349

heterozygous_dcr-
2_untreated

SRR001348

ago2_oxidized

V032

S1
cell

V148

mbn2

GSM286603

female
body

V086

female
body,
aged

GSM609237

ago2[414]
ovary
total RNA

V139

Cold_female_body

GSM280083

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

GSM379063

Vasa
Heterozygote

GSM275691

imaginal
disc

GSM609217

MLDmD20c5

V015

DreRFHV148h

V034

ML-
DmD16c3
cell

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies
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...........ACAAACGTAGCGCAGGGAGGTAG.................................................................................................................................... 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
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:18503710-18503875 + dme_415 CTGTCCGCCGGTGTTTGCATCGCGTCCCTCCATCTCGAGCATCATAATTGGTGAGTGGT---CG---TC---GAG--------TCAAT---TGGA-GAGTGCACTTAATCAGAATCTAAA-CT---------CGT--------------CGTT-CCCTGCAGGCAATTCCAGTGCATCGGTAACTGGCTGCACGGGCAGCGAGGTGGAAAAA
droSim2 3r:18029048-18029213 + dsi_15166 CTGTCCGCCGGTGTTTGCATCGCGTCCCTCCATCTCGAGCATCATAATTGGTGAGTGCT---CG---TC---GAG--------TCAAT---TGGA-GAGTGCACTTAATCAGAATCTAAA-CT---------CGT--------------CGTT-CCCTGCAGGCAATTCCAGTGCATCGGTAACTGGCTGCACGGGCAGCGAGGTGGAGAAA
droSec2 scaffold_0:18861716-18861881

+
CTGTCCGCCGGTGTTTGCATCGCGTCCCTCCATCTCGAGCATCATAATTGGTGAGTGCT---CA---TC---GAG--------TCAAT---TGGA-GAGTGCACTTAATCAGAATCTAAA-CT---------CGT--------------CGTT-CCCTGCAGGCAATTCCAGTGCATCGGTAACTGGCTGCACGGGCAGCGAGGTGGAGAAA

droYak3 3R:19354186-19354348 + CTGCCCGCCGGTGTTTGCATCGCGTCCCTCCATCTCGAGCATCATAATTGGTGAGTGGT---CG---TC---GAG--------TCAAT---TGAA-GAGTGCACTTAATCAGAATCTAAA-CT--------------------------CGTT-CCCTGCAGGCAATTCAAGCGCATCGGTAACTGGCTGCACGGGTAGCGAGGTGGAGAAA
droEre2 scaffold_4820:9572482-

9572643 -
CTGTCCACCGGTGTTTGCATCGCGTCCCTCCATCTCGAGCATCATAATTGGTGAGTGGT---CG---TC---GAG--------TCAAT----TGA-GAGTGCACTTAATCAGAATCTTAA-CT--------------------------CGTT-CCCTGCAGGCAATTCAAGCGCATCGGTAACTGGCTGCACGGGTAGCGAGGTGGAGAAA

droEug1 scf7180000409768:640888-
641050 +

ATGCCCGCCCATGTTTGCATCGCGTCCCTCCATCTCGAGCATCATAATTGGTGAGTGGT---CA---TC---GAG--------TCAAT---TTAA-GGGTGCACTTAATCACCATTTCAC-TC--------------------------TATT-CCCTGCAGGAAATTCAAGCGCCTCGGTGACCGGCTGCACGGGCAGCGAGGTGGAGAAG

droBia1 scf7180000302402:5210189-
5210351 -

GTGCCCGCCCATGTTTGCATCGCGTCCCTCCATCTCAAGCATCATAATTGGTGAGTGGTGGCCA---TC---GAG--------TCAATT--TAAA-GGGAGCACTTAATCAGAATCTAAA-------------------------------TT-CCCTGCAGGCAACTCAAGCGCCTCGGTGACTGGCTGCACGGGCAGCGAAGTGGAGAAG

droTak1 scf7180000415711:501405-
501574 -

GTGCCCGCCCATGTTCGCCTCGCGTCCCTCCATCTCGAGCATCATAATTGGTGAGTGGCTGCTCGAGTC---GAG--------TCAAT---TGGACGGGTGCACTTAATCACAATCTCAA-TC--------------------------TCAA-TCCGGCAGGCAATTCAAGCGCCTCGGTGACCGGCTGCACGGGCAGCGAGGTGGAAAAA

droEle1 scf7180000491017:194110-
194272 +

GTGCCCGCCCATGTTCGCATCGCGTCCCTCCATCTCCAGCATCATAATTGGTAAGTGGT---CA---TC---CAG--------TCACA---TGGA-GAGTGCACTTAATCAGCATTTCAA-TC--------------------------TGTT-CCCCGCAGGCAATTCGAGCGCCTCGGTGACCGGATGCACGGGCAGCGAGGTGGAGAAA

droRho1 scf7180000777285:118398-
118560 -

GTGCGCGCCCATGTTCGCTTCGCGTCCATCCATCTCAAGCATCATAATTGGTGAGTGGT---CA---TC---CAG--------CCACA---TTGA-GAGCGCACTTAATCAGCATTTTAA-TA--------------------------TATT-CTACGCAGGAAATTCAAGCGCCTCGGTGACCGGCTGCACGGGCAGCGAGGTAGAGAAA

droFic1 scf7180000454055:322725-
322887 -

GTGCCCACCCATCTTTGCATCGCGTCCCTCCATCTCGAGTATTATTATTGGTGAGTGGT---CA---TC---GAG--------TCGCA---TTGA-GGACGCACTTAATCAGCATTTGAA-TC--------------------------TATT-CCCTGCAGGCAATTCAAGCGCCTCGGTTACCGGATGCACGGGCAGCGAAGTTGAGAAA

droKik1 scf7180000302697:1054383-
1054551 +

GTGCCCACCAATGTTTGCCTCACGTCCCTCTATCTCGAGCATCATAATTGGTGAGTGGCCGGCA---TC---GAG--------CCATCGGATTGA-GTGGGCTCTTAATCAGCGATTGTT-CC--------------------------CGTT-CTCTGCAGGCAACTCAAGCGCCTCGGTGACCGGCTGCACGGGCAGTGAGGTGGAGAAG

droAna3 scaffold_13340:8121188-
8121350 -

CTGCCCCCCCATCTTTGCCTCGCGTCCCTCCATCTCGAGCATCATAATTGGTAAGTGGC---CA---TCGT--GG--------TTGAT---TTAG-GGGAGCACTTAATTAGATACTCTACTT----------------------------TA-CTCTGCAGGCAACTCGAGCGCCTCGGTCACCGGGTGCACGGGCAGCGAGGTGGAGAAG

droBip1 scf7180000396708:726607-
726769 +

GTGCCCCCCCATCTTTGCATCGCGCCCCTCCATCTCGAGCATCATAATTGGTGAGTGGC---CA---TCGT--GG--------CCAAT---TTAG-AGGAGCACTTAATTGGTAACTCTACTT----------------------------TA-CTCTGCAGGCAACTCGAGTGCCTCGGTCACCGGGTGCACGGGCAGCGAGGTGGAGAAA

dp5 2:12576127-12576293 + CTGTCCACCCATTTTCGCCTCGCGACCCTCCATCTCGAGCATCATAATTGGTGAGTGGCCCACAC--------AGCCATCAACCCTCA---TGGA-TGGGGCTCTTAATCAGCGTGTC--------------------------------TCT-TTCCCCAGGAAACTCGAGTGCCTCCGTGACAGGCTGTACGGGCAGCGAGGTGGAGAAG
droPer2 scaffold_0:7891199-7891365 - CTGTCCACCCATTTTCGCCTCGCGACCCTCCATCTCGAGCATCATAATTGGTGAGTGGCCCACAC--------AGCCATCAACCCTCA---TGGA-TGGGGCTCTTAATCAGCGTGTC--------------------------------TCT-TTCCCCAGGAAACTCGAGTGCCTCCGTGACAGGCTGTACGGGCAGCGAGGTGGAGAAA
droWil2 scf2_1100000004902:6189105-

6189277 -
TTGCCCTCCCATGTTTGCCTCAAGACCGTCCATTTCGAGTATCATAATTGGTAAGAA----------------AG--------ACATT---AACA-AAGAAGATTCTATTAAACTCTAAT-TC---------TGTTTCCCCTTTTTATCTGTC-TCTTCTAGGTAACACGGGTTCTTCAGTCACGGGATGCACTGGCAGTGAGGTGGAGAAA

droVir3 scaffold_12855:2370421-
2370583 -

dvi_3540 GTGTGCGCCCGTCTTTACATCGCGACCCTCCATATCCAGCATTATAATTGGTGAGTGAG---CT---CCGCAATA--------CCAATTA-AAGA-C-GCATTCCTTATAAG--TTTCCA-TT----------------------------TG-GATTCCAGGCAATACGGGCTCCTCGGTCACCGGCTGCACGGGCAACGAGGTGGACAAA

droMoj3 scaffold_6540:34083082-
34083246 +

TTGTACACCCGGTTTTAGCTCGCGCCCTTCCATATCTAGCATTATAATTGGTAATTAT----------A---GCC--------TACTT---TCGA-CGCCAGCCTTAATTAT---TTTAC-TTTAATTT---TGG--------------CTTT-GACTTCAGGCAATACGGGCTCCTCAGTCACCGGATGTACGGGCAACGAGGTGGATAAA

droGri2 scaffold_15074:2378911-
2379069 -

ATGTGCGCCCGTCTTCACATCGCGGCCCTCCATATCCAGCATCATAATTGGTTTGTAGC---CA---CT---CAC--------T--------------------TTAGTCATAATTGGGA-CA-AATTCTTAAGT--------------GGTTCCGTTGCAGGCAATACGGGCTCATCGGTGACTGGTTGCACGGGCAACGAGGTGGACAAG
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GCTTCCAGTTGAGACGGCAGCATCCCCCACGGCAGGTCAATTGTACAGCAGTAAGTAAATGTCAAAACTTGTTGGCTTATAAGTCATCGTATATTTGCAGTTTTCTTTGTAAATGCAGTGCCGTTTATCGCTTTCGGATTCCTTGACAAT
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................GCAGCATCCCCCACGGCAGGG................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................TTTATCGCTTTCGGATTCCTTGACAA. 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
..........................................................................................................................GTTTATCGCTTTCGGATTCCTTGAC... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................ATAAGTCATCGTATATTTGCAGG................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................ATCCCCCACGGCAGGTCA............................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................TATAAGTCATCGTATATTTGCAGG................................................. 24 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
......................................................................................................TTCTTTGTAAATGCAGTGCCGTTTA....................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......GTTGAGACGGCAGCATCCCCCAC........................................................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................GCAGGTCAATTGTACAGC..................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................CCCCCACGGCAGGTCAATTGTACAGCAT................................................................................................... 28 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
.................................................................................................................................GCTTTCGGATTCCTTGACAAT 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
.......................................................................................................TCTTTGTAAATGCAGTGCCGTTTATCGCTG................. 30 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
....................................................................................................TTTTCTTTGTAAATGCAGTGCCGTTTA....................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................TTTCTTTGTAAATGCAGTGCCGTT......................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTAAGTAAATGTCAAAACTTGT.............................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................AGTCATCGTATATTTGCA................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................TTATAAGTCATCGTATATTTGCATC................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................TCCCCCACGGCAGGTCAATTGTACAGCAT................................................................................................... 29 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
.......................................................................................................................GCCGTTTATCGCTTTCGGATTCCTT...... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................TTTATCGCTTTCGGATTCCTTGACAAT 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................CGCTTTCGGATTCCTTGACA.. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................GCAGCATCCCCCACGGCAGGT................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................CTTATAAGTCATCGTATATTTGCAGAA................................................ 27 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................TAAATGCAGTGCCGTTTATCGCT.................. 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
...TCCAGTTGAGACGGCAGCATCCCC........................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................ATCGCTTTCGGATTCCT....... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CGAAGGTCAACTCTGCCGTCGTAGGGGGTGCCGTCCAGTTAACATGTCGTCATTCATTTACAGTTTTGAACAACCGAATATTCAGTAGCATATAAACGTCAAAAGAAACATTTACGTCACGGCAAATAGCGAAAGCCTAAGGAACTGTTA

**************************************************(((((((.(((.....((((((......))))))...))).)))))))..**************************************************
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.........................................................................................................................GCAAATAGCGAAAGCCTAAGGAACTGTT. 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

................CGTCGTAGGGGGTGCCGTCCAGT............................................................................................................... 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

........................GGGGTGCCGTCCAGTTAACAT......................................................................................................... 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

.....................TAGGGGGTGCCGTCCAGTTA............................................................................................................. 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:22741938-22742089 + dme_163 G--------------------CTTCCAGTTGAGACGGCAGCATCCCCCACGGCAGGTCAATTGTACAGCAGTAAGTAAATG-------T-CAAAA--C-----------------------------------TTGTTGGC-TT--------ATAAGT---------------C--AT----------------------CG---TATATTTGCAGTTTTCTTTGTAAATGCAGTGCCGTTTATCGCTTTCGGATTCCTTGACAATTT
droSim2 2l:22862009-22862165 + G--------------------CTTCCAGTTGAGACGGCAGCATCGCCCACTGCAGGTCAATTGTACAGCAGTAAGTATATA-------T-CAAAA--C-----------------------------------TTGTTGGC-TT-ATAACTAATAAGT---------------T--AT---------------------------TATATTTTCAGTTTTCTTTGTAAATGCAGTGCCGTTTGTTGCTTTCGGATTCCTTGACAATTT
droSec2 scaffold_110:65786-65942 - G--------------------CTTCCAGTTGAGACGGCAGCATCGCCCACTGCAGGTCAATTGTACAGCAGTAAGTATATA-------T-CAAAA--C-----------------------------------TTGTTGGC-TT-ATAACTAATAAGT---------------T--AT---------------------------TATATTTTCAGTTTTCTTTGTAAATGCAGTGCCGTTTGTTGCTTTCGGATTCCTTGACAATTT
droYak3 chr2h:386489-386647 - G--------------------TTTACAGTTGAGACGGCAGCATCACCCACTGCAGGTCAATTATACAGTAGTAAGTAAATG-------T-CAAAA--C-----------------------------------TTGTTGGC-TT-ATAACTAATAACT---------------C--AT----------------------CA---AATATTTTTAGTTTTCTTTGTAAATGCTGTGCCGTTTGTCGCTTTCGGATTTCTTGACAATTT
droEre2 scaffold_4845:1784070-

1784228 -
G--------------------TTTGCAGTTGAGACGGCAGCATCACCCACTGCAGGTCAATTGTACAGCAGTAAGTAAATG-------T-CATAA--C-----------------------------------TTGTTGGT-TT-ATAACTAATAAGT---------------C--AT----------------------CA---TATATTTTTAGTTTTCTTTGTAAATGCAGTGCCGTTTGTCGCTTTCGGATTTCTTGACAATTT

droEug1 scf7180000409710:56560-56715
-

A--------------------TTTTCAGTTGAATCAGCAGAACCGCCCACTGCAGGGCAATTGTACAGCAGTAAGTAAGCA----------AAG---A---------T-------------------------CTTCT-AA-AT-ATTTCTAGCTAAT---------------A--GT----------------------CG---TTTAATTTTAGTTTTCTTTGTGAATGCAGTGCCGTTTATCGCCTTTGGGTTTTTGGACAACTT

droBia1 scf7180000301233:4133-4292 + G--------------------TTCTCAGTTGAATCAGCAGCACCACCGTCTGCACCCCAACTGTACAGCAGTAAGTAAAAG-------T-TAATT--T-----------------------------------AAGCTGAC-CAAATAACTATTAAAT---------------C--TT----------------------TA---TACTGTTGTAGTTTTCTTTGTGAATGCAGTGCCCTTTGTCGCCTTTGGGTTTCTGGACAATTT
droTak1 scf7180000414144:20931-21087

+
G--------------------TTCTCAGTTGAATCAGCAGCACCCCCCACTGCAGGACAATTGTACAGCAGTAAGTTAAGG---------------ACT--------TTTTC-------------------------TGAC-TAAATAACTTAAAAAT---------------C--GG----------------------CA---TATATTTGTAGTTTTCTTTGTGAATGCAGTGCCGTTTATCGCCTTCGGATTTCTTGACAATTT

droEle1 scf7180000491284:38919-39079
-

A--------------------TTCTCAGTTGAATCAGCAGCACCACCCTCCGCAGGTCAATTGTACAGCAGTAAGTAAGGG---A---T-CAAG-TAC-----------------------------------TTTTAAC--CTAATAACAAATAAAT---------------C--GT----------------------CA---TTTATTATTAGTTTTCTTTGTAAATGCAGTACCTTTTATAGCCTTCGGATTTCTTGACAATTT

droRho1 scf7180000768569:7737-7896 - A--------------------TTCTCAGTTGAATCAGCAGCACCACCCACCGCAGGCCAATTGTACAGTAGTAAGTAAGGT---G---T-CAAA-TAC-----------------------------------T--TTGAC-TTAATAACCAATAAAT---------------T--GC----------------------CA---TTTATTTATAGTTTTTTTTGTGAATGCCGTGCCGTTTATCGCGTTCGGATTTCTTGACAACTT
droFic1 scf7180000453618:5619-5776 - C---------------------TATCAGTTGAATCGGCAACTAAACCCACCGCGGGCCAATTATACAGCAGTGAGTATAAA----------AAAG--T-----------------------------------ATTTTAGTTTAAATAAAAAGTAATT---------------C--GG----------------------CA---TATGTTTACAGTTTTCTTTGTGAATGCAGTGCCGTTCATCGCATTCGGATTTCTTGATAACTT
droKik1 scf7180000302644:59646-59810

+
G--------------------TTCGCAGTTGAGTCTGCGGCACCTCCCACAGCTGGCCAGTTATACAGTAGTAAGTAATACGTTAA-----AAAGAAT-----------------------------------TTGAT-----AAATACATATCCACT-------T-------C--GA----------------------CATTTACTTTCTTTAGTCTTTTTCGTGAATGCTGTTCCATTTATCGCTTTTGGTTTTCTTGACAACTT

droAna3 scaffold_13258:268845-268997
+

T-----------------------ATAGTTGAGGCTGCACCACCGCCTACCGCCGGTCAATTGTACAGCAGTAAGTGACAG---A---T-CCAG---TT--------TCTTTTAATT--------------------------AAATA--------TT------TT-------C--CC----------------------CT---TCCACTTTCAGTATTTTTTGTAAATGCCGTGCCGTTTATCGCGTTTGGATTTTTGGATAACTT

droBip1 scf7180000393314:9759-9916 - A-----------------C-ATTTACAGTGAAGTCTGCAGCCCCACCCTCCGCCGGCCAATTGTACAGCAGTAAGTTTAAG---A---C-TCAG---TT--------TCTTTGAATT--------------------------AAATA--------AT------TG-------C--GT----------------------TT---TTTACTTTTAGTCTTTTTTGTAAATGCTGTACCGTTTATCGCCTTTGGTTTTCTGGATAATTT
dp5 4_group1:739617-739779 + A--------------------TTCACAGTTGAATCGGCAGCGCCACCCACCGCAGGACAATTGTCCAGCAGTAAGTATTGG---G----TATA--CATT--------TCTCCTAATTAAAGCCCTCTAAATGT-------------------------------------------AT----------------------TT---TCGTCTTGCAGTTTTTTTCGTGAACGCAGTGCCCTTTATAGCCTTCGGTTTCCTGGACAATTT
droPer2 scaffold_5:4471096-4471258 - A--------------------TTCACAGTTGAATCGGCAGCGCCACCCACCGCAGGACAATTGTCCAGCAGTAAGTATTGG---G----TATA--CATT--------TCTCCTAATTAAAGCCCTCTAAATGT-------------------------------------------AT----------------------TT---TCGTCTTGCAGTTTTTTTCGTGAACGCAGTGCCCTTTATAGCCTTCGGTTTCCTGGACAATTT
droWil2 scf2_1100000004521:6746408-

6746574 -
C--------------------AATGCAGTTGAATCGGCCACTCCACCGACTGCTGGTCAATTATATAGCAGTAAGTATATT---A-------A----------------------TTATAGTTTTTTAAGTTT----------A-TTTATTGAT-GCGAAA---T--------T--CT----C-----------------AT---TTGCATTGCAGTTTTCTTTGTCAACGCGGTGCCATTTATTGCATTTGGTTTTCTTGATAATTT

droVir3 scaffold_12963:2489815-
2489976 -

C--------------------TTCGCAGTGGAGGCGGCAGAACCGCCCACCGCTAGACAACTTTATAGCAGTAAGTACCAA---A----AATA--AATAATTATTATTTT------------------------------C-CT-AT--------------------------A--GTTTTTA-----------------AATTAAATTGTTGCAGTTTTCTTTGTGAATGCCGTGCCATTTGTAGCCTTTGGATTTCTTGATAACTT

droMoj3 scaffold_6500:12657929-
12658135 -

TTTTTTCTCTCTTTCTCTCTATTCACAGTCGAGGCGGCGGAACCACCAACGGCTCGACAATTGTATAGCAGTAAGTAAAAC-------T-TAAG---TT--------T-----------------------------------ATATAAAA----ACAAAATATTTTGTTAATATACCCTTTCATTTCCTTTGTTTTTTCCG---TCCTTTCACAGTTTTCTTTGTGAATGCCGTGCCATTTGTAGCATTTGGCTTCCTGGACAATTT

droGri2 scaffold_15252:2099895-
2100062 -

T-----------------CTCTTCACAGTGGAAGCGGCAGAACCACCCACCGCCAGGCAATTGTATAGCAGTAAGTACAGT---GAAATTACA--AACT--------TTT------------------------CCTTGGT-TT-TTTTAAAATAGCT------------------A-----------------------TA---TTCATTTTCAGTTTTCTTTGTGAATGCCGTGCCCTTTGTAGCCTTTGGTTTCCTCGATAACTT

Generated: 09/08/2015 at 11:45 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
0
0
0
0
1
1
1
1
1
1
0
0
0
1
0

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:22741938-22742087
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:22741938-22742089
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_163.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:22862009-22862165
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_110:65786-65942
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=chr2h:386489-386647
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:1784070-1784228
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409710:56560-56715
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301233:4133-4292
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414144:20931-21087
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491284:38919-39079
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000768569:7737-7896
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453618:5619-5776
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302644:59646-59810
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13258:268845-268997
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000393314:9759-9916
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group1:739617-739779
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:4471096-4471258
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:6746408-6746574
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:2489815-2489976
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:12657929-12658135
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:2099895-2100062
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

CGTGTGCAACTCTAAATACATAAATACGTGTGTATCGTTCTAGTTTATTGTGATTCGGTTTATTTTTTAGTTACATTGTTAGATAACGGAAAATAGCCAATCATAGAGTATTTAAATTTAATATATTGGGATAATTTCTAAACGCCAAAAAAACCCTT

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

#
Mismatch

Hit
Count

Total
Norm Total

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

SRR317112

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

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

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

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

GSM609238

embryo
14-24hr

GSM286607

6-10h #1
(10)

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRX247213

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

AGO2

SRR065802

Piwi-
IP_zuc_mut_ovaries

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM628272

ago2[414]
ovary
total RNA

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

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSE24545

CS ovary
total
RNA

V073

mbn2

SRR031702

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

GSM609222

ML-DmBG1-
C1

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609229

embryo 2-
6hr

GSM379057

Krimp
Mutant

SRR060645

yw67c23(2)_testes_total

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

GSM609230

CS,ovary,AGO1IP

AGO1

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

GSM240749

female
head

GSM609234

CS Â male
total RNA
Â 

V091

fGS/OSS
total
Â 

GSM609224

female,
one day

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V092

dcr-
2[G31R]
male
total
RNA Â 

V093

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

V146

S1
cell

GSM609223

male, one
day

GSM379059

Piwi
Mutant

GSM379063

Vasa
Heterozygote

GSM379064

Vasa
Mutant

GSM379067

SpnE
Mutant

GSM322219

2-4day
pupae #1

GSM399106

female
body #2

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR060644

A2_ovaries_total

SRR060652

hs-
Penelope_testes_total

SRR065800

zuc_H-
Y_ovaries

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

SRR298712

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

SRR351333

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

V036

ML-
DmD20c5
cell

V096

loqsKO/f00791
ovary

V139

Cold_female_body

V141

Heat_female_body

V142

Oxidation_female_body
V148

mbn2

SRR010953

Aub
heterozygotes,
oxidized

V086

female
body,
aged

SRR031692

Total
small
RNAs from
Oregon R

SRR001349

heterozygous_dcr-
2_untreated

GSM609225

ML-DmBG3-
C2

GSM609227

CMEW1
Cl.8+
cell

V078

Desiccation,
female head

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V085

CME
W2
wing
disc

V008

S2-
DRSC

GSM609221

1182-4H
cell

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V144

OSC

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V079

Oxidation,
female
head

V074

S3

GSM286613

0-1hr #1
(A)

GSM609242

s2+48 #2

GSM609226

CMEW1
Cl.8+
cell

GSM609250

ML-DmD32
cell

SRR001347

ago2_untreated

SRR029633

total
small RNAs
from hen1
homozygous
flies

V127

G2

V145

S2-
DRSC

GSM385748

OSS_s6

GSM609235

CMEL1

V032

S1
cell

V147

1182-
4H
cell

GSM360257

1st
instar #2

V003

dsDcr-1
(katsutomo
RNA)

.....................................................................................ACGGAAAATAGCCAATCATAGA................................................... 22 0 1 90.00 90 19 7 8 9 5 3 5 3 5 2 2 0 0 0 0 2 1 0 3 1 3 0 0 0 1 0 0 1 0 0 1 0 1 1 0 0 0 1 0 0 1 0 0 0 0 1 0 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 0 0 0 0 0 0 0 0 0

.....................................................................................ACGGAAAATAGCCAATCATAG.................................................... 21 0 1 39.00 39 4 4 1 0 2 5 1 4 1 3 0 0 1 0 0 2 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 2 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 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

.....................................................................................ACGGAAAATAGCCAATCATAGAG.................................................. 23 0 1 12.00 12 4 1 0 0 0 0 0 1 0 1 1 0 0 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................CATTGTTAGATAACGGAAAAT................................................................ 21 0 1 5.00 5 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

.....................................................................................ACGGAAAATAGCCAATCATAGAGT................................................. 24 0 1 2.00 2 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

.....................................................................................ACGGAAAATAGCCAATCATAGT................................................... 22 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................GTGATTCGGTTTATTTTTTAGTT...................................................................................... 23 0 1 2.00 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................TGTGTATCGTTCTAGTTTATT............................................................................................................. 21 0 1 2.00 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

.....................................................................................ACGGAAAATAGCCAATCATA..................................................... 20 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

.....................................................................................ACGGAAAATAGCCAATCAT...................................................... 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 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

................................................................................AGATAACGGAAAATAGCCAAT......................................................... 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

.................................................................TTTAGTTACATTGTTAGATAACGGA.................................................................... 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

................TACATAAATACGTGTGTATCGTTCTAA................................................................................................................... 27 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

..................................................................................ATAACGGAAAATAGCCAATTGC...................................................... 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 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................GGAAAATAGCCAATCATAGA................................................... 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

..........................................................................................AAATAGCCAATCATAGAG.................................................. 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

...................................................GATTCGGTTTATTTTTTAGTT...................................................................................... 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

.....................................................................................ACGGAAAATAGCCAATCATAGATC................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................GTGATTCGGTTTATTTTTTAGT....................................................................................... 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

............................TGTGTATCGTTCTAGTTTATTGTGA......................................................................................................... 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

.....................................................................................ACGGAAAATAGCCAATCATAGAGA................................................. 24 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

...................................................................................TAACGGAAAATAGCCAATCAT...................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................ATAATTTCTAAACGCCAAAA........ 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

.................................................GTGATTCGGTTTATTTTTTAGTTACA................................................................................... 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

.................................................GTGATTCGGTTTATTTTTTAG........................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................TCGGTTTATTTTTTAGTTACA................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................TACATTGTTAGATAACGGAAAATAG.............................................................. 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

...............ATACATAAATACGTGTGT............................................................................................................................. 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

............................................................................TGTTAGATAACGGAAAATAGC............................................................. 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

..........................................................................................AAATAGCCAATCATAGAGT................................................. 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

...................................................................................................................................TAATTTCTAAACGCCAAAAA....... 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

................................................TGTGATTCGGTTTATTTTTTA......................................................................................... 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

......................................................................................CGGAAAATAGCCAATCATAGAGTATT.............................................. 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

...........................................TTTATTGTGATTCGGTTTATTTTTTAGT....................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TAATATATTGGGATAATTTCTAAACGC............. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................TAACGGAAAATAGCCAATCATT..................................................... 22 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

............................................................................TGTTAGATAACGGAAAAC................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 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

GCACACGTTGAGATTTATGTATTTATGCACACATAGCAAGATCAAATAACACTAAGCCAAATAAAAAATCAATGTAACAATCTATTGCCTTTTATCGGTTAGTATCTCATAAATTTAAATTATATAACCCTATTAAAGATTTGCGGTTTTTTTGGGAA

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

#
Mismatch

Hit
Count

Total
Norm Total

GSM609222

ML-DmBG1-
C1

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

SRX247213

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

AGO2

V073

mbn2

GSE24545

CS ovary
total
RNA

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V085

CME
W2
wing
disc

GSM379066

Zuc
Mutant

GSM467729

Dmel_wt_sRNAseq

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRR065801

zuc_het(H-
Y)_ovaries

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

V093

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

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR001347

ago2_untreated
V074

S3

GSM379065

Zuc
Heterozygote

GSM609217

MLDmD20c5

GSM609218

Sg4

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR031692

Total
small
RNAs from
Oregon R

V086

female
body,
aged

SRR031702

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

GSM343832

S2R+ cell

GSM609224

female,
one day

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V036

ML-
DmD20c5
cell

GSM609225

ML-DmBG3-
C2

GSM399101

kc167
cell

GSM609237

ago2[414]
ovary
total RNA

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V008

S2-
DRSC

SRR031700

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

SRR031704

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

GSM609227

CMEW1
Cl.8+
cell

GSM609234

CS Â male
total RNA
Â 

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR001349

heterozygous_dcr-
2_untreated

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR031698

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

GSM609235

CMEL1

GSM609226

CMEW1
Cl.8+
cell

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM371638

S2-NP

GSM628272

ago2[414]
ovary
total RNA

SRR010954

Aub trans-
heterozygotes,
oxidized

V077

cold,
female
head

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM385744

OSS_s2

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V003

dsDcr-1
(katsutomo
RNA)

GSM609219

GM2 cell
...CACGTTGAGATTTATGTATTT...................................................................................................................................... 21 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
.....................................................................................TGCCTTTTATCGGTTAGTATC.................................................... 21 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
.........................TGCACACATAGCAAGATCAAA................................................................................................................ 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
...............................................................................................CGGTTAGTATCTCATAAATTTAAAT...................................... 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
..................................................ACTAAGCCAAATAAAAAATC........................................................................................ 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
...........GATTTATGTATTTATGCACACA............................................................................................................................. 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
....................................................................................................................................TTAAAGATTTGCGGTTTTTTTG.... 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
.................................................................................CTATTGCCTTTTATCGGTTAGTATCT................................................... 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
.............................................................................................ATCGGTTAGTATCTCATA............................................... 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr4:745936-746094 + dme_173 T-CGTGTGCAACTCTAAATACATA----------AATACGTGTGTATCGTTCTAGTTTA---------------------------------------------------------------T-------TGTGATTCGGTTTA-TTT----TTTAGTTACATTGTTAGATAACGGAAA-ATAGCCAATCATAGAGTATTTAAATTTAATATATTGGGATAATTTCTAAACGCCAAAAAA--ACCCTT
droSim2 4:559141-559293 + T-CGTGTGCAACTCTAA------------------ATACGTGTGTATCGTTCTAGTTTA---------------------------------------------------------------T-------TGTGATTCGGTTTA-TTT----TACAGTTACATTGTTAGGTAACGGAAAAATAGCCAGTCATAGAGTATTTAAATTTAATATATTGGGATCATTTCTAAACCCTAA-AAAATGTCCTT
droSec2 scaffold_30:463158-463310 + T-CGTGTGCAACTCTAA------------------ATACGTGTGTATCGTTCTAGTTTA---------------------------------------------------------------T-------TGTGATTCGGTTTA-TTT----TACAGTTACATTGTTAGGTAACGGAAAAATAGCCAGTCATAGAGTATTTAAATTTAATATATTGGGATCATTTCTAAACCCTAT-AAAATGTCCTT
droYak3 4:809671-809824 + T-CGTGTGCAACTCAAAATACATA----------AATACGTATGAACCGTTTAGGTTTA---------------------------------------------------------------T-------TGTGATTTGGTTTA-GTT----TACAGTTACATGGTTAGGTAACTTAAA-AAAGCCGACCATAAACTATTTTAACTTAATATATGGCGAC-------AAACGTTAGCAACATGTCCTT
droEre2 scaffold_4512:517464-517622

-
T-CGTGTGCAACTTAAAATACATA----------AATACGTGTGAAACGTTCTGGTTTA---------------------------------------------------------------T-------TGTG-TTCGGCTTA-GTT----TACAGTTACATTGTTAGGTAACGTAAA-ATACCCGATCATAGAGTATTTAAATTTAATATAT-GGGACAATTTTCAAACGGTAACAAAATTTCCTT

droEug1 scf7180000408984:450663-
450704 -

T-CGTGTGCAATTTAAAATTCATA----------GATTAATAATTACTATTCT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBia1 scf7180000301495:658780-
658859 +

T-CGTGTGCAACTCAAAATCCCTA----------AATACGCGTATATCATTCTTTGTCA---------------------------------------------------------------T-------TGCGATTCTGTTGAAGCT----TAAATTTACACTG-----------------------------------------------------------------------------------

droTak1 scf7180000415288:72108-72201
+

T-CGTGTGCAACTCAAAATACCTAAATA------CATGTACATATATCACTCTTTGTCA---------------------------------------------------------------T-------TGCGGTTCGATTAATGCT----TATAATTACACTTTTAAATAGTG-------------------------------------------------------------------------

droEle1 scf7180000491238:468278-
468369 -

A-CGTGTGCAACTTAAAATACATA----------AATACATCTGTATCATTTCGTGTCA---------------------------------------------------------------T-------TGCGATTCGCTAAAAGTT----TATAGTTACCCTCTTAAATATTGAA-----------------------------------------------------------------------

droRho1 scf7180000777286:56412-56493
-

A-CGTGTGCAACTTAAAATACATA----------AATACATGTGTGTCATTCCGTTTCA---------------------------------------------------------------T-------TGCGATTCGGCTAAAGTT----TTTAGTTACACTCTT---------------------------------------------------------------------------------

droFic1 scf7180000454040:337800-
337839 +

A-CGTGTGCAACTCAAAATACTTAAAAC------TATGCGTGTGTAT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droKik1 scf7180000301795:3146-3303 - TTCGTGTGCAACACTCG---------------------------TAACTTCTGGTTTTAAAATGATGTTAGCAGTTTTGCTATATGTTAGTGTAAATCTAAGCAATTTTTCACTTTTTACTAATGTTAAAAATGATTTAGCTTG-AATTAAATTTAGTTTCATTCACAAATAAGAGTCAAATAAAC--------------------------------------------------------------
droAna3 scaffold_13089:570351-570360

+
T-CGTGTGCAA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBip1 scf7180000395575:50872-50912
-

T-CGTGTGCAAAAAAAAATGTGGCGATATA----TGTACATATGTA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

dp5 Unknown_group_10:44805-44815
+

A-CGTGCGCAAC--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droPer2 scaffold_42:547838-547848 + A-CGTGCGCAAC--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droWil2 scf2_1100000004943:1665895-

1665910 +
G-CGTGCGCAATCTTGA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_13052:1535257-
1535265 +

T-CGTGTGCA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6498:538538-538582
+

T-CGTGTGCACCACTCAG-ATGTCGACATACGTACATACATATGTAT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_14822:541867-541899
+

T-CGTGCGCAATGTAT---GTATT----------TATATGTATGTAT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

Generated: 09/09/2015 at 12:36 AM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000301795:3146-3303
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13089:570351-570360
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395575:50872-50912
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_group_10:44805-44815
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_42:547838-547848
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:1665895-1665910
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13052:1535257-1535265
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6498:538538-538582
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14822:541867-541899
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CGTCTTCATTGGCAACTTCGAACGCAGTGCCCCATCCGCCCAGATGCTCCAGAACGCCAAGGATCTAATCGAGCTGGCCAAGCAGCGTGGATACCTCAAGGATAACTACACGCTGTTCGGTCATCGGCAGACCAAGGCCACCTCCTGCCCAGGTGATGCTCTGTACAACGAGATCAAGACGTGGCCGCACTG

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

#
Mismatch

Hit
Count

Total
Norm Total

V137

Male
aged
head

GSM609222

ML-DmBG1-
C1

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V136

Male
aged
body

SRR031692

Total
small
RNAs from
Oregon R

V077

cold,
female
head

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

GSM609223

male, one
day

SRR317112

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

SRR001664

homozygous_dcr-
2_untreated

GSM609251

aged
female
head

V093

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

V138

Male
cold
body

SRR001349

heterozygous_dcr-
2_untreated

GSM379057

Krimp
Mutant

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR317113

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

GSM609224

female,
one day

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR001338

IR_non-
beta-
eliminated

V085

CME
W2
wing
disc

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR031702

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

SRX247213

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

AGO2

V091

fGS/OSS
total
Â 

V023

Dcr2
female
head

V148

mbn2

V141

Heat_female_body
GSM609218

Sg4

GSM609234

CS Â male
total RNA
Â 

GSM609227

CMEW1
Cl.8+
cell

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V015

DreRFHV148h

SRR031700

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

V080

Starvation,
female head

GSM313160

dcr-2
homozygous,
oxidized

GSM467729

Dmel_wt_sRNAseq

GSM467730

Dmel_r2d2_sRNAseq
GSM385744

OSS_s2

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

GSM609219

GM2 cell

V022

ML-
DmD32
cell

V126

CME
L1

V031

GM2
cell

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR351332

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

GSM322543

male head
#1

SRR032093

ago1
knockdown

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

V074

S3

V073

mbn2

GSM609237

ago2[414]
ovary
total RNA

SRR001339

WT_females_non-
beta-eliminated

SRR031704

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

GSM609217

MLDmD20c5

GSM399101

kc167
cell

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSE24545

CS ovary
total
RNA

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR060650

A1_testes_total

SRR010955

Aub IP in
Ago3
heterozygotes

SRR032094

ago2
knockdown

SRR060644

A2_ovaries_total

V034

ML-
DmD16c3
cell

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR298536

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

SRR065155

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

SRR298711

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

SRR001340

IR_beta-
eliminated

GSM609242

s2+48 #2

SRR097866

Drosophila
S2-NP
cells

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609225

ML-DmBG3-
C2

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM609238

embryo
14-24hr

SRR351333

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

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR031698

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

SRR001337

WT_females_beta-
eliminated

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM286611

6-10h #2
(11)

GSM322219

2-4day
pupae #1

GSM399106

female
body #2

V003

dsDcr-1
(katsutomo
RNA)

V078

Desiccation,
female head

V037

Felix
sample
+mirtrons

SRR001344

dcr-
2_beta-
eliminated

SRR001348

ago2_oxidized

GSM609240

IR+ 2-
18hr

GSM628272

ago2[414]
ovary
total RNA

GSM379056

Krimp
Heterozygote

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1
GSM385821

OSS_s7

GSM286613

0-1hr #1
(A)

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

..........................................................................................................TACACGCTGTTCGGTCATCGGC................................................................ 22 0 1 19.00 19 8 0 1 3 1 2 0 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................TACACGCTGTTCGGTCATCG.................................................................. 20 0 1 11.00 11 3 0 5 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................TACACGCTGTTCGGTCATCGGT................................................................ 22 1 1 8.00 8 3 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................TACACGCTGTTCGGTCATCGG................................................................. 21 0 1 3.00 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 0 0 0

.............................................GCTCCAGAACGCCAAGGATCTAATCGAGC...................................................................................................................... 29 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................ATAACTACACGCTGTTCGGTCATCG.................................................................. 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

......................................................CGCCAAGGATCTAATCGAG....................................................................................................................... 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 0 0

.....................................GCCCAGATGCTCCAGAACG........................................................................................................................................ 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

........................................................................................................................TCATCGGCAGACCAAGGCCACCTCC............................................... 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

...............................................................TCTAATCGAGCTGGCCAAGCAGCGTG....................................................................................................... 26 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

.......................................................................................................................................................GGTGATGCTCTGTACAACGAGATCA................ 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

.......ATTGGCAACTTCGAACGCAGTGCCCC............................................................................................................................................................... 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

..........................................................................................................TACACGCTGTTCGGTCATCGTT................................................................ 22 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

.................................................................................................................................................TGCCCAGGTGATGCTCTGTACAACGAGA................... 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

..................................................................AATCGAGCTGGCCAAGCAGCG......................................................................................................... 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

..........................................................................................................TACACGCTGTTCGGTCATCGT................................................................. 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

........................................................................................................ACTACACGCTGTTCGGTCATCG.................................................................. 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

...................................................................ATCGAGCTGGCCAAGCAGCGTGGA..................................................................................................... 24 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

......................................................................................................TAACTACACGCTGTTCGGTCATCGGCA............................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................TACACGCTGTTCGGTCATCGGCA............................................................... 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

...........................................ATGCTCCAGAACGCCAAGGATCT.............................................................................................................................. 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 0

...................................................................ATCGAGCTGGCCAAGCAGCGTGGAT.................................................................................................... 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 0

.......................................................................................................AACTACACGCTGTTCGGT....................................................................... 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

...................................................GAACGCCAAGGATCTAATCGAGCT..................................................................................................................... 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

........................................................................................GGATACCTCAAGGATAA....................................................................................... 17 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

...............................................................................AAGCAGCGTGGATACCT................................................................................................ 17 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

.......................................................................AGCTGGCCAAGCAGCGTGGAT.................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................GATAACTACACGCTGTTCGGTCATCGGCA............................................................... 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

........TTGGCAACTTCGAACGCAGTGCCCCATC............................................................................................................................................................ 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

.........................................................................CTGGCCAAGCAGCGTGGATA................................................................................................... 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

.......................................................................................................................................................................ACGAGATCAAGACGTGGCC...... 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

...................................................................................................................TTCGGTCATCGGCAGACCAAGGC...................................................... 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

....................................................................TCGAGCTGGCCAAGCAGCGTGGATACCT................................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................CTACACGCTGTTCGGTCA..................................................................... 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

................................................................................................................CTGTTCGGTCATCGGCAAT............................................................. 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 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................AAGCAGCGTGGATACCTGGT............................................................................................. 20 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................CAACGAGATCAAGACGTCTA....... 20 3 7 0.14 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

Anti-sense strand reads

GCAGAAGTAACCGTTGAAGCTTGCGTCACGGGGTAGGCGGGTCTACGAGGTCTTGCGGTTCCTAGATTAGCTCGACCGGTTCGTCGCACCTATGGAGTTCCTATTGATGTGCGACAAGCCAGTAGCCGTCTGGTTCCGGTGGAGGACGGGTCCACTACGAGACATGTTGCTCTAGTTCTGCACCGGCGTGAC

***************************************************..(((..((.(((..((((..(((((.(((((((((..((((....)).))....))))))))).))))))))).)))))..)))...*****************************************************
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from dcr-2
heterozygous
flies

V006

r2d2 female:
possibly
heterozygous

GSM609227

CMEW1
Cl.8+
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V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1
............................TGGGGTAGGCGGGTCTAC.................................................................................................................................................. 18 1 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
.................TGCTTGCGTCACGGGGTAGGC.......................................................................................................................................................... 21 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
.......................................................................................................................................................................TGCTCTAGTTCTGCACCGGCGTG.. 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
...........................GTGGGGTAGGCGGGTCTAC.................................................................................................................................................. 19 2 3 0.67 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................GTGGGGTAGGCGGGTCTA................................................................................................................................................... 18 2 7 0.14 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:16720456-16720647 - sblock87333 CGTCTTCATTGGCAACTTCGAACGCAGTGCCCCATCCGCCCAGATGCTCCAGAACGCCAAGGATCTAATCGAGCTGGCCAAGCAGCGTGGATACCTCAAGGATAACTACACGCTGTTCGGTCATCGGCAGACCAAGGCCACCTCCTGCCCAGGTGATGCTCTGTACAACGAGATCAAGACGTGGCCGCACTG
droSim2 3l:16310517-16310708 - CGTCTTCATTGGCAACTTTGAACGCAGCGCCCCCTCCGCCCAGATGCTCCAGAACGCCAAGGATCTGATCGAGCTGGCCAAGCAGCGTGGATACCTCAAGGATAACTACACGCTGTTCGGTCATCGGCAGACCAAGGCCACCTCCTGCCCAGGTGATGCTCTATACAACGAGATCAAGACGTGGCCGCACTG
droSec2 scaffold_0:8792381-8792572 - CGTCTTCATTGGCAACTTCGAACGCAGCGCGCCCTCCGCCCAGATGCTCCAGAACGCCAAGGATCTGATCGAGCTAGCCAAGCAGCGTGGATACCTCAAGGATAACTACACGCTGTTCGGTCATCGGCAGACCAAGGCCACCTCCTGCCCAGGTGATGCTCTGTACAACGAGATCAAGACGTGGCCGCACTG
droYak3 3L:17351153-17351344 + CGTCTTCATTGGCAACTTCGAACGCAACGCCCCCTCCGCCCAGATGCTCCAGAACGCCAAGGACCTGATCGAGCTGGCCAAGCAGCGGGGACACCTCAAGGATAACTACACGCTGCTCGGTCATCGGCAGACCAAGGCCACCTCCTGCCCGGGTGATGCTCTTTTCAACGAGATCAAGACGTGGCCGCACTG
droEre2 scaffold_4784:17113450-

17113641 +
CGTCTTCATCGGCAATTTCGAACGCAATGCTCCCTCCTCCCAGATGCTCCAGAACGCCAAGGATTTGATCGAGCTGGCCAAGGTGAGGGGATACCTCAAGGATAACTACACGCTGCTCGGTCATCGGCAGACCAAGGCCACTTCCTGCCCGGGTGATGCTCTATACAACGAGATCAAAACGTGGCCGCACTG

droEug1 scf7180000409711:624100-
624291 +

TGTCTTTATTGGCAATTTCGAGCGCAATGCACCATCTGCCCAGATGCTCCAAAACGCCAAAGATCTGATCGAATTGGCAAAACAGCGTGGACACCTCAAGGATAACTACACGCTGTTCGGTCACCGTCAAACCAAGGCCACCTCCTGCCCAGGCGATGCCCTCTTCAACGAGATCAAGACATGGCCCCACTG

droBia1 scf7180000302428:3395302-
3395493 +

CGTCTTCATTGGCAACTTCGAGCGCAATGCACCCTCCGCCCAAATGCTCCAGAATGCCAAGGATCTGATCGAGCTGGCCAAGCAGCGGGGTTACCTCAAGGAAAACTACACTTTGTTTGGCCACCGCCAGACCAAGGCCACCTCCTGCCCCGGCGATGCTCTCTTCAACGAGATCAAAACTTGGCCCCACTG

droTak1 scf7180000415352:655633-
655824 +

CGTTTTCATTGGCAATTTTGAGCGTACTGCACCCTCGGCCCAAATGCTCCAGAATGCCAAGGATCTGATCGAGCTGGCCAAGCAGCGTGGATACCTCAAGGATAACTACACGCTCTTTGGGCATCGTCAGACCAAAGCCACCTCCTGCCCGGGTGATGCTCTCTACAACGAGATCAAAACATGGCCCCACTG

droEle1 scf7180000491255:3145914-
3146105 -

CGTCTTCATTGGCAATTTCCAGAGCACCGCTCCCTCGTCCCAGATGCTCCAGAATGCCAAGGATCTGATCGAGCTGGCCAAGCAGCGCGGATTCCTCAAGGACAACTACACGTTGTTTGGCCATCGACAGACCAAGGCCACCTCCTGCCCGGGAGATGCCCTCTTCAATGAGATTAAGACCTGGCCCCACTG

droRho1 scf7180000778301:8556-8747 - CGTCTTCATTGGCAATTTCCAAAACAACGCCCCCTCCGCCCAGATGCTCCAGAATGCCAAGGATCTGATCGAGCTGGCCAAGCAGCGTGGATTCCTCAAGGATAACTACACGTTGTTTGGCCACCGTCAGACCAAGGCCACATCCTGCCCGGGTGATGCCCTCTTTAATCAAATTAAGACCTGGCCCCACTG
droFic1 scf7180000453839:2109138-

2109329 -
CGTCTTCATTGGCAATTTCCAGCAGAATAAACCCTCTGCCCAAATGCTGCAGAATGCAAAGGATCTGATCGAGTTGGCCAAGCAGCGAGGACACCTCAAGGATAACTACACGCTGTTCGGACACCGCCAGACGAAGGCCACCACCTGTCCAGGTGATGCCCTCTACAACGAGATCAAGACATGGCCCCACTG

droKik1 scf7180000302577:1086145-
1086336 -

TGTCTTCATTGGAAACTTTGAGCGTACAGCGCCCTCAGCTCAGATGCTGCAGAATGCCAAGGATCTTATAGAGTTGGCCAAACAGCGTGGACATCTCAAGGATAATTATACTCTGTTTGGACATCGTCAAACCAAGGCCACCTCCTGTCCCGGAGATGCTTTGTACAATGAGATTAAGACGTGGCCTCACTG

droAna3 scaffold_13337:13883576-
13883767 +

TGTGTTCATCGGCAACTTCCAGGGCAGCGCTCCCTCATCCCAGATGCTGCGGAACGCCAAGGATCTGATCGCATTGGCCCAGCAGCGGGGCTACCTCAAGGACAACTACACCCTGCTGGGACACAGGCAGACCAAGGCCACTGCTTGTCCAGGAGATGCGCTCTTCAATGAGATCAAGACCTGGCCCCACTG

droBip1 scf7180000395832:822990-
823181 +

TGTCTTCATCGGCAACTTCCAGAGCAGCCCACCCTCGGCCCAGATGCTGCAGAACGCCAAGGACCTGATCGCATTGGCACAGCAGCGGGGTCACCTCAAGGATAACTACACCCTGCTGGGGCACAGGCAAACGAAGGCCACCGCATGCCCAGGAGATGCGCTCTTTAATGAAATCAAGACGTGGCCCCACTG

dp5 XR_group8:4899570-4899761 + TGTGTTTATTGGAAACTTTGAGAGCACCAAGCCATCCTCGCAGATGCTGCAGAATGCCAAGGATCTGATTGACAAGGCCAAGCAGGGGGGATACCTAAAGAACACCTACACGCTGCTGGGACATCGTCAGACGAAAGCCACAGCCTGCCCGGGTACGGCGCTCTTCAATGAGATCAAGACATGGCCCAACTG
droPer2 scaffold_4:1576185-1576376 - CAGCTTCCTGGGCAACTACAACTGGGACACCCTGGAGCCAAACATGATCGCCGCTGCCAAGGAACTGCTCAACGACGCCGTCAACCGTGGCCAGATCAGCTCCGGATACGTTCTCTACGGCCATCGCCAGGTCAGCGCCACCGAGTGCCCCGGCACCCACATCTGGAACGAGATCCGCGGCTGGTCCCACTG
droWil2 scf2_1100000004511:5211981-

5212172 +
TGTGTTCATTGGTAACTTTGAGAATCAAGCCCCATCGCAGCAAATGCTCCAGAATGCCAAGGATCTGATTGCATTGGCCAAACAAGGTGGACATTTGAAGGATGATTACACGCTGCTGGGTCATCGTCAGACCAAGGCAACAGCCTGTCCCGGTACTGCTCTATACAATGAGATTAAAACGTGGCCAAAGTG

droVir3 scaffold_13049:8389557-
8389748 -

CGTATTTCTGGGCAACTTTGAGAGCAGCGCGCCCTCGGCACAGATGCTGCAGAACGCCAAGGATTTGATCGAACTGGCCAAACAGGGTGGCCACCTAAAGAACGACTATACTCTGCTGGGCCATCGACAGACCAAGGCAACCGCCTGCCCCGGCACGGCGCTCTACAACGAGATCAAGACCTGGCCGCACTG

droMoj3 scaffold_6680:12042937-
12043128 -

TGTCTTCATTGGCAACTTTGAGAGCAACGCGCCCAGCGCACAGATGCTGCAGAATGCCAAGGATCTCATTGAGCTGGCCAAGCAACGTGGCTATCTGAGGAGCGACTATACCCTGCTCGGCCATCGCCAGACCAAGGCAACTGCTTGCCCCGGCACTGCGCTCTACAATCAGATTAAGACGTGGCCGCACTG

droGri2 scaffold_15110:7418169-
7418360 -

CGTCTTCATTGGCAACTTCGAGAGCAGCGCACCCTCAGCACAGATGCTCCAGAATGCCAAGGATTTAATTGATATGGCCAAGCAAGGTGGCCATCTGAAGAATGACTACACTTTGTTGGGCCATCGTCAGACAAAGGCAACTGCCTGCCCTGGAACAGCTCTTTACAATGAGATTAAGACCTGGCCTCATTG
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..................................................AATTTGCTGGTAGCGAAACACCA................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................TTTGCTGGTAGCGAAACACCGT............................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................GGTGTTTCGCGAGCAACAAATT.................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................TAATTGTGTGCGAGGATTGACTGGCC................................................................................... 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 0 0 0 0 0 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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.................................................................................................................TGTTTCGCGAGCAACAAATTCA.................................................. 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

.............................................................AGCGAAACACCGTTGTAATT........................................................................................................ 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

............................GAACCTTGAGGAAAAGAC........................................................................................................................................... 18 2 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

...............................................................................................................................CAAATTCGTATGCTTTACCTCTTC.................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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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...............................................................CGAAACACCGTTGTAATTGTGTGCGAGGATTGA......................................................................................... 33 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............GTCTGCCCCACTCGAACCTTGAGG.................................................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................AAGCATGAGAATTTGCTGTCT........................................................................................................................... 21 3 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 0 0 0 0 1 0 0 0 0 0 0 0 0

Anti-sense strand reads

ATAAGTGATTGGACACAGACGGGGTGAGCTTGGAACTCCTTTTCGTACTCTTAAACGACCATCGCTTTGTGGCAACATTAACACACGCTCCTAACTGACCGGATGAGGTGGCCACAAAGCGCTCGTTGTTTAAGCATACGAAATGGAGAAGAAGATATTGACAGATGGAAGGCTTATATAATTAA

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

#
Mismatch

Hit
Count

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

SRR029633

total
small RNAs
from hen1
homozygous
flies

V086

female
body,
aged

V140

Dessication_female_body

V015

DreRFHV148h

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V136

Male
aged
body

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609223

male, one
day

GSM609222

ML-DmBG1-
C1

GSM609234

CS Â male
total RNA
Â 

SRR060650

A1_testes_total

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609224

female,
one day

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM399101

kc167
cell

V137

Male
aged
head

GSM399106

female
body #2

GSM609225

ML-DmBG3-
C2

SRR031702

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

GSM609251

aged
female
head

GSM399107

male body
#2

SRX247213

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

AGO2

SRR031692

Total
small
RNAs from
Oregon R

V079

Oxidation,
female
head

V008

S2-
DRSC

V074

S3

GSM399100

Kc167
cell

GSM360262

0-2d
pupae

GSM609237

ago2[414]
ovary
total RNA

GSM379052

Aub
Heterozygote

V078

Desiccation,
female head

V073

mbn2

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM360260

0-1d
Pupae (w)

SRR001347

ago2_untreated

V006

r2d2 female:
possibly
heterozygous

GSM467731

Dmel_loq_sRNAseq

SRR060646

yw67c23(2)_ovaries_total

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

SRR298711

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

SRR317110

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

GSM371638

S2-NP

GSM628272

ago2[414]
ovary
total RNA

V127

G2

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V091

fGS/OSS
total
Â 

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

GSE24545

CS ovary
total
RNA

GSM322219

2-4day
pupae #1

SRR065800

zuc_H-
Y_ovaries

V032

S1
cell

GSM609219

GM2 cell

V022

ML-
DmD32
cell

V036

ML-
DmD20c5
cell

SRR029028

untreated
(mock)

GSM609227

CMEW1
Cl.8+
cell

GSM379059

Piwi
Mutant

GSM322543

male head
#1

SRR065155

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

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM280084

loqs-/-
ovaries
(18-29nt)

V138

Male
cold
body

SRR001349

heterozygous_dcr-
2_untreated

GSM609247

heat
female
head

V139

Cold_female_body

SRR060644

A2_ovaries_total

GSM379054

Flam
Heterozygote

GSM379058

Piwi
Heterozygote

GSM322245

3rd
instar #1

SRR001344

dcr-
2_beta-
eliminated

SRR001345

ago2_non-
beta-
eliminated

SRR031704

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

SRR060643

A2_testes_total

SRR298712

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

GSM343832

S2R+ cell

GSM379067

SpnE
Mutant

SRR060651

A2_ovaries_Ago3

AGO3

V034

ML-
DmD16c3
cell

V037

Felix
sample
+mirtrons

V132

ML-
DmD32

SRR001339

WT_females_non-
beta-eliminated

GSM609218

Sg4

GSM609229

embryo 2-
6hr

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR031698

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

V085

CME
W2
wing
disc

SRR010953

Aub
heterozygotes,
oxidized

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V129

ML-
DmBG1-
c1

V131

ML-
DmD16-
c3

V141

Heat_female_body

V145

S2-
DRSC

GSM286604

0-1h #3
(7)

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V133

Sg4

SRR001341

WT_males_non-
beta-
eliminated

GSM609242

s2+48 #2

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

V023

Dcr2
female
head

V146

S1
cell

...............................................................................................................CCACAAAGCGCTCGTTGTTTAA.................................................... 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

..............................................ACTCTTAAACGACCATCGCTTT..................................................................................................................... 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

..................ACGGGGTGAGCTTGGAACTCCTTTT.............................................................................................................................................. 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

........................................................................................TCCTAACTGACCGGATGAGGTGG.......................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................CAAAGCGCTCGTTGTTTAAGCAT................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..AAGTGATTGGACACAGACGGGGT................................................................................................................................................................ 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

.....TGATTGGACACAGACGGGGTGAGCTT.......................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................GAAGGCTTATATAATTAA 18 0 18 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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 chr3LHet:1347649-1347834 - dme_149 TATTCACTAACCTGTGTCTGCCCCACTCGAACCTTGAGGAAAAGCATGAGAATTTGCTGGTAGCGAAACACC-GTTGTAATTGTGTGCGAGGATTGACTGGCCT---------ACTCCACCGGTGTTTCGC-----GAGCAACAAATTCGT-ATGCTTTACCTCTTCTTCTATAACTGTCTACCTTCCGAATATATTAATTT
droSim2 2r:2466880-2467031 - ----------CCTGTGGCGGCCCCAGTCGAACCTTGTGGTCAGGGTAGTGAT---GC-GGATGCGTAAAAGCTGC--------CAAACGAAGACTCTCCTGCCTTTAATTTCTGCTATAATGATATTTAGTGTATCAACCAACA-----------GTTCACC----------------TTT-TCTCCGAAGTTTACTGACCT
droSec2 scaffold_26:135328-135479 - ----------CCTGTGGCGGCCCCAGTCGAACCTTGTGGTCAGGGCAGTGAT---GC-GGATGCGTAAAAGCTGC--------CAAGCGAAGACTCTCCTGCCTTTAATTTCTGCTATAATGATATTTACTGTAACAACCAACA-----------GTTCACC----------------TTT-TCTCCGAAGTTTACTGATCT
droYak3 v2_chr2L_random_010:726328-

726410 -
----------ATTA-------------------------------------------------------------------------------------------------------CACCCGTGTTTCGC-----TAGCAACAAATTTCTCATTATTTTCCTCCTCTTCTAGATCGGTTT-TCTTCCGAATATATTTATTT

droEre2 scaffold_4784:23320657-
23320735 +

---------------------------------------------------------------------------------------------------------------------CACCCGTGTTTCGG-----TAGCAACAAATTTGTCATCCTTTTCCTTATTTTCTAGAACTATCC-TTTTCTGAATATATTTATTT

Generated: 09/09/2015 at 12:36 AMcrit.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
1
1
1
1
0
1
0
0
0
1
0

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3LHet:1347650-1347834
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3LHet:1347649-1347834
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_149.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:2466880-2467031
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_26:135328-135479
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr2L_random_010:726328-726410
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:23320657-23320735


ID:

dme_374

Coordinate:

chr3R:5919828-5919913 +

Confidence:

confident

Class:

Canonical miRNA

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

ncRNA [CR43459-RB]; ncRNA [CR43459-RA]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TAACAGTTTTCCTTTTACAACAACGAAGAATACCAGAAGAAGCAAAGCCAAAAACGCAGCTGCAGTTGACGTCGACGCAGTGTTAGCTGCTGCCATCGCTGCTGCAGTCGCCGACGTCCGTTTCTGTTTGGCCCATTGCCGTTGGCCAGCTTCAGTGTTCATTTCCCCATCGAGTCGGCAACAACG

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

#
Mismatch

Hit
Count

Total
Norm Total

V148

mbn2

V142

Oxidation_female_body

SRX247213

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

AGO2

V141

Heat_female_body

V138

Male
cold
body

V140

Dessication_female_body

V092

dcr-
2[G31R]
male
total
RNA Â 

V073

mbn2

SRR351332

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

V093

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

GSM609223

male, one
day

V145

S2-
DRSC

V132

ML-
DmD32

V136

Male
aged
body

GSM609222

ML-DmBG1-
C1

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609234

CS Â male
total RNA
Â 

V125

ML-
DmD9

V128

S3

V131

ML-
DmD16-
c3

V139

Cold_female_body

V134

ML-
DmD8

GSM399110

KC-48 #2

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V127

G2

GSM609229

embryo 2-
6hr

SRR001347

ago2_untreated

V146

S1
cell

GSM609224

female,
one day

V091

fGS/OSS
total
Â 

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
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

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSE24545

CS ovary
total
RNA

GSM609238

embryo
14-24hr

SRR031692

Total
small
RNAs from
Oregon R

V077

cold,
female
head

V022

ML-
DmD32
cell

SRR001349

heterozygous_dcr-
2_untreated

V085

CME
W2
wing
disc

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR001664

homozygous_dcr-
2_untreated

SRR317116

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

GSM467729

Dmel_wt_sRNAseq

GSM467730

Dmel_r2d2_sRNAseq

GSM399107

male body
#2

GSM609243

KC+48 #1

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR014280

Ovary_rep1_w1118_P

SRR060646

yw67c23(2)_ovaries_total

SRR298712

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

SRR341115

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

SRR341117

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

V034

ML-
DmD16c3
cell

GSM609250

ML-DmD32
cell

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1
V074

S3

SRX247212

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

AGO1

V126

CME
L1

V133

Sg4

V144

OSC

GSM385748

OSS_s6

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR031702

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

GSM385821

OSS_s7

GSM385822

OSS_s8

SRR351333

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

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

V012

Dcr2 male
(Katsutomo,
whole fly?)

V036

ML-
DmD20c5
cell

V080

Starvation,
female head

SRR298711

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

V079

Oxidation,
female
head

V015

DreRFHV148h

SRR001339

WT_females_non-
beta-eliminated

V086

female
body,
aged

GSM609227

CMEW1
Cl.8+
cell

GSM609219

GM2 cell

V038

Felix
sample
S2
only

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR010953

Aub
heterozygotes,
oxidized

GSM280088

S2cell
(AGO1IP)

AGO1

GSM313164

ago2
homozygous,
oxidized
(technical
replicate
#1)

GSM313165

ago2
homozygous,
oxidized
(technical
replicate
#2)

GSM379052

Aub
Heterozygote

GSM379056

Krimp
Heterozygote

GSM286606

2-6h #2
(9)

GSM272652

S2 -48
Biological
Replicate
#1

GSM286604

0-1h #3
(7)

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR014273

Ovary_rep1_Har_P

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

SRR060643

A2_testes_total

SRR060645

yw67c23(2)_testes_total

SRR060649

A2_ovaries_FLAG-
Piwi

SRR065801

zuc_het(H-
Y)_ovaries

SRR097865

Drosophila
S2-NP
cells

SRR298536

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

SRR317111

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

GSM609240

IR+ 2-
18hr

V006

r2d2 female:
possibly
heterozygous

GSM609247

heat
female
head

GSM399101

kc167
cell

GSM609249

ML-DmD21
cell

V030

ML-
DmD8
cell

V031

GM2
cell

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1
GSM371638

S2-NP

V137

Male
aged
head

V147

1182-
4H
cell

GSM609225

ML-DmBG3-
C2

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM385744

OSS_s2

SRR001348

ago2_oxidized

GSM286602

male body

SRR317113

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

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR001337

WT_females_beta-
eliminated

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM609239

IR- 2-
18hr

GSM609217

MLDmD20c5

SRR001338

IR_non-
beta-
eliminated

SRR001340

IR_beta-
eliminated

V037

Felix
sample
+mirtrons

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR032093

ago1
knockdown

SRR031704

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

GSM609237

ago2[414]
ovary
total RNA

SRR097866

Drosophila
S2-NP
cells

SRR298537

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

GSM609248

ML-DmD9
cell

GSM609220

ML-DmD21
cell

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V003

dsDcr-1
(katsutomo
RNA)

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

V078

Desiccation,
female head

...................................................................................................TGCTGCAGTCGCCGACGTCCGT................................................................. 22 0 1 28.00 28 4 1 0 3 0 0 2 0 0 2 1 0 0 0 0 1 2 1 0 0 1 0 0 1 0 0 0 0 1 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 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 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

...................................................................................................TGCTGCAGTCGCCGACGTCCG.................................................................. 21 0 1 22.00 22 1 1 0 2 1 1 0 1 0 2 1 0 0 0 0 0 1 0 1 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 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 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
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......................................................................................................................................ATTGCCGTTGGCCAGCTTCAGTG............................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................TTGACGTCGACGCAGTGTTAGCTGT................................................................................................ 25 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

...............................................................................................................................................................CATTTCCCCATCGAGTCGG........ 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

Anti-sense strand reads

ATTGTCAAAAGGAAAATGTTGTTGCTTCTTATGGTCTTCTTCGTTTCGGTTTTTGCGTCGACGTCAACTGCAGCTGCGTCACAATCGACGACGGTAGCGACGACGTCAGCGGCTGCAGGCAAAGACAAACCGGGTAACGGCAACCGGTCGAAGTCACAAGTAAAGGGGTAGCTCAGCCGTTGTTGC

**************************************************.......(((((((..(((((((((((((((...((....))...))))))....)))...)))))).....))))..)))....***************************************************
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.....................................................TGCGTCGACGTCAACTGCAGC................................................................................................................ 21 0 1 4.00 4 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................GGGTAGCTCAGCCGTTGTTGC 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................AGGGGTAGCTCAGCCGTTGTT.. 21 0 1 2.00 2 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

...............................................................................................................................................................GTAAAGGGGTAGCTCAGCCGT...... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................AGTCACAAGTAAAGGGGTAGCT............. 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

................................................................................................................................................................TAAAGGGGTAGCTCAGCCGTT..... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................CAACCGGTCGAAGTCACAAG.......................... 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

..................................................................................................................GCAGGCAAAGACAAACCGGGTAACGGC............................................. 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

.................................................................................CAATCGACGACGGTAGCG....................................................................................... 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

................................................................................................................CTGCAGGCAAAGACAAACCGG..................................................... 21 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

.......................................................CGTCGACGTCAACTGCAGCTG.............................................................................................................. 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

.................................................................................................................................................................AAAGGGGTAGCTCAGCCG....... 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

..............................ATGGTCTTCTTCGTTTCGGTT....................................................................................................................................... 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

........................................................GTCGACGTCAACTGCAGCTGC............................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................TTGCGTCGACGTCAACTGCA.................................................................................................................. 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

....................................................................................................................................................................AGGGTAGCTCAGCCGTTGTTGC 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

.........................................................................................................................................................TCACAAGTAAAGGGGTAGCTC............ 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

........................................................................GCTGCGTCACAATCGACGACG............................................................................................. 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

.....................................................................................................GACGTCAGCGGCTGCAGGCAA................................................................ 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

.............................................................................................................CGGCTGCAGGCAAAGACAAAC........................................................ 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

........................................................................................................................................ACGGCAACCGGTCGAAGTCAC............................. 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

................TGTTGTTGCTTCTTATGGTCT..................................................................................................................................................... 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

..................................................TTTTGCGTCGACGTCAACTG.................................................................................................................... 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:5919778-5919963 + dme_374 TAACAGTTTTCC-TTTTACAAC----AAC-GAAGAATA----------------------------------------CC---AGAA--GAAGCAA-AGCC-AA---------------------A------AACGC---------------------------------AGCTG------------------------------------CAGTTGACGTCGACGC------------------AGTGTTAGCT----GCT----------------GCCATCG---CT-------------------------GCTGCAGTCGCCGACGTCCGTTTCTG--T-TTGGCCCATT-GCCG-----------------------T--TG------GCCAGCT------TCAGTGTTCATTTCCCCATCGAGTCGGCAACA---ACG------
droSim2 3r:15128597-15128782 - dsi_31064 TAACAGTTTTCC-TTTTACAAC----AAC-GAAGAATA----------------------------------------CC---AGAA--GAAGCAA-AGCC-AA---------------------A------AACGC---------------------------------AGCTG------------------------------------CAGTCGACGTCGACGC------------------AGTGTTCGCT----GCT----------------GCCACCG---CT-------------------------GCTGCACTCGCCGACGTCCGTTTCTG--T-TTGGCCCATT-GCCG-----------------------T--TG------GCCAGCT------TCAGTGTTCATTTCCCCATCGAGTCGGCAACA---ACG------
droSec2 scaffold_0:15993576-15993761

-
dse_332 TAACAGTTTTCC-TTTTACAAC----AAC-GAAGAATA----------------------------------------CC---AGAA--GAAGCAA-AGCC-AA---------------------A------AACGC---------------------------------AGCTG------------------------------------CAGTCGACGTCGACGC------------------AGTGTTCGCT----GCT----------------GCCACCG---CT-------------------------GCTGCACTCGCCGACGTCAGTTTCTG--T-TTGGCCCATT-GCCG-----------------------T--TG------GCCAGCT------TCAGTGTTCATTTCCCCATCGAGTCGGCAACA---ACG------

droYak3 3R:9967317-9967517 + dya_1810 TAACAGTTTTCC-TTTTACAAC----AAC-GAAGAATA----------------------------------------CC---AGAA--GAAGCAA-AGCC-AA---------------------A------AACGC---------------------------------AGCTG------------------------------------CAGTCGACGTCGACGCTACTGCTGCTGCTGCTGCCG---TTGCT----GCT----------------GCCACCG---CT-------------------------GCTGCATTCGCCGACGTCCGTTTCTG--T-TTGGCCCATT-GCCG-----------------------T--TG------GCCAGCT------TCAGTGTTCATTTCCCCATCGAGTCGGCAACA---ACG------
droEre2 scaffold_4770:15680294-

15680483 -
TAACAGTTTTCC-TTTTACAAC----AAC-GAAGAATA----------------------------------------CC---AGAA--GTAGCAA-AGCC-AA---------------------A------AACGC---------------------------------AGCTG------------------------------------CAGTCGACGTCGACGC------------------AGGTTTCGCTGCTGGCT----------------GCCACCG---CT-------------------------GCTGCATTCGCCGACGTCCGTTTCTG--T-TTGGCCCATT-GCCG-----------------------T--TG------GCCAGCT------TCAGTGTTCATTTCCCCATCGAGTCGGCAACA---ACG------

droEug1 scf7180000409470:253042-
253222 +

TAACAGTTTTCCTTTTTACAAC----AAC-GAA------------------------------------CATAACGAACA---AGAA--GAAGTAA-AGCC-AAAAG------------------A------AACGC---------------------------------AGCTG------------------------------------CAGTCGACGTCGC-------------------------------------T----------------GCCA--------------------------GCTGCTCGCTGCAATCGCCGACATTCGTTTCTG--T-TTGGCCAATT-GCCG-----------------------T--TG------GCCAGCT------TCAGTGTTCATTTCCCCATCGAAACGGCAACA---ACG------

droBia1 scf7180000302402:3416363-
3416537 +

TAACAGTTTTCC-TTT-GCAAC----AACTG-----------------------------------------------------------AAGAAA-GGCCGAA---------------------A------AACGC---------------------------------AGCTG------------------------------------CGGCTGGCGTCGCCGC------------------CGCCGTCGCT----G-------------CCGCTGCCGCCG---CC-------------------------ACTGCACTCGCCGACGTCCGTTTCTG----TTGGCCAATT-GCCG-----------------------T--GG------GCCAGCT------TCAGTGTTCATTTCCCCATCGAGTCGGCCACA---ACG------

droTak1 scf7180000415245:186283-
186455 -

TAACAGTTTTCC-TTTTACAAC----AAC-GGCGAAAG----------------------------------------GC---AGAA-CGAAGAAA-AGCC-AA---------------------A------AACGC---------------------------------AGCTG------------------------------------CAGTCGCCGTCGACGT------------------C-----------------------------------GCCG---TC-------------------------GCTGCACTTGGCGACGTCCGTTTTTC--AGTTGGCCAATT-GCCG-----------------------T--TG------GCCAGCT------TCAGTGTTCATTTCCCCATCGAGTCGGCAACA---ACG------

droEle1 scf7180000490967:810844-
811005 -

TAACAGTTTTTC-TTT-ACAAACGGCAAC-GGCGAA------------------------------------------------GGC--AAAGAAA-AGCC-AA---------------------A------AACGC---------------------------------AGCTG------------------------------------CAGTCGACGTCGC-------------------------------------T----------------------G---CC-------------------------GCTGCAGTCGCCGACGTCCGTTTCTG----TTGGCCAATT-GCCG-----------------------T--TG------GCCAGCT------TCAGTGTTCATTTTCCCATCGAGTCGGCAACA---ACG------

droRho1 scf7180000779228:18999-19167
+

TAACAGTTTTCT---TTACAAC-GGCAAC-GGC------------------------------------AACAAAGGCAA---AGGC--AAAGAAA-AGCC-AA---------------------A------AACGC---------------------------------AGCTG------------------------------------CAGTCGACGTCGC-------------------------------------T----------------------G---CC-------------------------GCTGCAGTCGCCGACGTCCGTTTCTG----TTGGCCAATT-GCCG-----------------------T--TG------GCCAGCT------TCAGTGTTCATTTTCCCATCGAGTCGGCAACA---ACG------

droFic1 scf7180000454104:908480-
908629 -

TAACAGTTTTCC-TTT-ACGAC--------GAA---------------------------------------------------------AAGAAA-AGCC-AA---------------------A------AACGC---------------------------------AGCTG------------------------------------CAGTCGACGTCGC-------------------------------------T----------------------G---CC-------------------------GCTGCAATCGCCGACGCTCGTTTCTG--TGTTGGCCAATT-GCCG-----------------------T--TG------GCCAGCT------TCAGTGTTCATTTCCCCATCGAGTCGGCAACA---ACG------

droKik1 scf7180000302706:2172492-
2172702 +

TAACAGTTTTCT-TTA-ACGAA----AA----AGAACGCCAAACGC-----------------------CACAAAAGAC-----GAAAGAAAGAAA-AAAA-AA---------AAACGGAAACGC--AAAGCAACGC---------------------------------AACTGCAGTC-----------------------CGGCGCTGCAGTCGACGTCGC-------------------------------------T----------------GCCCTCG---CC-------------------------TCTGC---CGCCGAC------TGATG----TTGGCCGAAT-GCCT-----------------------TTTTA------GCCAGCTTCATCGTCAGTGTTCATTTCCCCATCGAATCGGCAACA---ACG------

droAna3 scaffold_13340:6482790-
6483030 +

dan_4066 TAACAGTTTTCT-TTT-ACAAT----AACCGAAG---C----------------------------------------CA---AGAA--GAA--AA-CGCC-AA---------------------A------AACAAACTGCAGTCTGCTGC-------------GTCGCTACTGCAGTCGTCGACGACGTCGATGTGGCTGCCGCTGCCAC---------------------------------C-------------GCTGCTGTTGCCA-CTGCTGCTG---CTGCTGCTGCTGCTGCAGAGCCTTCTGCT--------------GCTTTGGTTGCTG----TTGGCCAATT-GCCG-----------------------T--TG------GCCAGCG------TCAGTGTTCATTTTCCCATCGAGTCAACAGCACACACG------

droBip1 scf7180000396708:2366147-
2366371 -

TAACAGTTTTCT-TTT-ACAAAAAAC--C-AAAGC----------------------------------CATAACG---AAGAAGAA--GAA--AA-CGCC-AA---------------------A------AACAAACTGCAGTCGGCTGC----------------GTCGCTG------------------------------------CAGTCGACGACGCCGA-----CGTC----------------------------------TG-CTGCTACGG---GTACTGCTGCCGCTGCAGCGCCTTCTGCT--------------GCTTTGGTTGCTG----TTGGCCAATT-GCCG-----------------------T--TG------GCCAGCG------TCAGTGTTCATTTTCCCATCGAGTCAACAGCACACACGGTCAGG

dp5 2:5026828-5027031 - dps_117 TAACAGTTTTCC-TTT-GCAAC----------------------------------------------------------------------GAAA-CGCC-AA---------------------A------AACACGCTGCA----------------------GTCGCTGCTG------------------------------------CAGTCGACGCTGGCGT------------------C---GTCGCC----GTCGCCTTCTCTG-CCGCTGACG---CTGCCGCTGACGATGTGAGGCCAGCCGCTGG-------------CTGCGGCCGCTG----TCGGCTGCTT-GCCTGCAC-------------------C--CG------GTCAGCG------TCAGTGTTCATTTCCCCATCGAGTCGGCCACA--CACG------
droPer2 scaffold_19:732290-732493 - dpe_2527 TAACAGTTTTCC-TTT-GCAAC----------------------------------------------------------------------GAAA-CGCC-AA---------------------A------AACACGCTGCA----------------------GTCGCTGCTG------------------------------------CAGTCGACGCTGGCGT------------------C---GTCGCC----GTCGCCTTCTCTG-CCGCTGCCG---CTGACGCTGACGATGTGAGGCCAGCCGCTGG-------------CTGCGGCCGCTG----TCGGCTGCTT-GCCTGCAC-------------------C--CG------GTCAGCG------TCAGTGTTCATTTCCCCATCGAGTCGGCCACA--CACG------
droWil2 scf2_1100000004902:11175867-

11176123 -
dwi_5427 TAACAGTTTTTCCTTTTACAAC----AAC-AAAGAGAAATAAAAACTATAACAACAACATAACAAAAG-------------------------GAA-AATA-AAAAGAAATGAAAAGAAAAACTT-AAAAACTGCAC-----AGTTG-----CAGTCATGCTGCTGCCTCTGCTG------------------------------------CAGTTGACGTCGACTT-----CGGT---------TGCT---GCTGCT-G-------------GTGCTGGTGCTG---CT-------------------------GCTGCAGTTGCTGTTGGC-GTTTTGGCAT-TTGGTT---TGGT-------------------------C--TG------GCCACAG------TCAGTGTTAATTTCCTCATCGAGTTGGCAACA------------

droVir3 scaffold_12855:2693628-
2693901 -

dvi_106 TAACAGTTTTCT-TTT-ATTAC----AAC-A-GGAACAACACAAACAAGGACA--AACATAACAGCAGCAACAACAAC-----AACA--ACAACGAGAACA-AC--------G-----------AGAACAACA-------GCA----------------------ATTACCATTGCATTCGCAGTCGCTGTCGCTGTCGCAGTCGCAGCTGCAGTTGACGTCGACAG------------------CGCTTGCGGC----GCT----------------GC-----------------------------CCGTTGG-------------CTGC--CAGCTG----CCGTCTGCTT---------TCAGCTGCAACGGCCAACGT--CGTCAGTCGCCAGTC-----GTCAGTTTTAATTTCCACATCGAGTTAACAACA---TCA------

droMoj3 scaffold_6540:11894789-
11895005 -

dmo_261 TAACAGTTT-CT-TTT-GCGAC-AACAGC-AA---C---------------------------------AACAAGAGC-A---CGAC--GCAGAAG-AACA-AC--------A------------A------AACGG---------------------------------CATTGCAGTCA----CGCTGTCGCTGTCGCTACCGCAGCTGCAGTCAGCGCTGGCAG------------------CGCTGCCTGT--------------------------------------------------------GCTGG-------------CTGC--CAGTTG----CCGTATGCTT---------TCAGCTGCAACGGCCAACGT--CG------GCAGTCG------TCAGTTTTAATTTCCACATCGAGTTAACAACAT-CACG-----A

droGri2 scaffold_14624:2256826-
2257073 +

dgr_472 TAACAGTTTTCT-TTTAACAAC-AACAAC---AGC-------------------------------AGCAACAACAGC-----AGCA--GCAGCAGTAGCA-AC--------A-----------AG------AACTACAAGCA----------------------GTCGCAGCTG------------------------------------CAGTTGACGTCGGCAG------------------CGCTGTTTCT----GTTGCGTTGGCTGACAGCTGCTG---CTGCTGCTA--------------GCTGCTTG-------------CTGC----TTGCCGC-T-AGCTGCTTGGGCTGCATTCAGCTGCAACAGCCAACG----GGCAA-CGTCAGTC-----GTCAGTTTTAATTTCCACATCGAGTTAACAACA--CACG------
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.........................TGTTAATGTCTCGGTCAAC........................................................................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................TCGGTCAACGCTTTTAAGTCAAGTTC.......................................................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................TGAGTTTGAGAGCCAGCGGTCGGA......................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................................................................TAAAAACGATCGACACATTTGCCTG.... 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 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................CAGCGGTCGGAGCGGATGGAGA.............................................................................. 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

..................................................................................................................................................CCAGCGGTCGGAGCGGATGGTT............................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................CAGCGGTCGGAGCGGATGG................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................TTAATGGAAAGAAATGAGTTTGAGAGC.................................................................................................... 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

........................................................................................................................TTAATGGAAAGAAATGAGTTTGAGA...................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................TCGTCTGTGGCTTGTTGTTGGCTTT............................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................GTTTGAGAGCCAGCGGTCGGAGCGGA.................................................................................... 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 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................CGGAGCGGATGGAGTTGCGAGGA...................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................TGGAGTTGCGAGGAGGGGATCCGGCC.......................................................... 26 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

................................................TTAAGTCAAGTTCTGAGCCCCGTCCC............................................................................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TCCACGATCGTCTGTGGCTTGTTGTTGGC................................................................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................................TCCGGCCTGTGAATTCATATAGTTTGT...................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................................................................AAAAACGATCGACACATT.......... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................TTTAATGGAAAGAAATGAGTTTGAGA...................................................................................................... 26 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

...........................................................................................................................................TTGAGAGCCAGCGGTCGGAGCGGATG.................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................CCAGCGGTCGGAGCGGATGGG................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................TGGAGTTGCGAGGAGGGGATCCGGC........................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................CACGATCGTCTGTGGCTTGTTGTTGG................................................................................................................................. 26 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

..........................................................................................................................................................................................................AGTTTGTGGCGGGCATT............................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................CGTCTGTGGCTTGTTGTTGGCTTT............................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................CCCAATCCCGTCCCCATCCTCCACGA...................................................................................................................................................... 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

.....................................................TCAAGTTCTGAGCCCCGTCCC............................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

GTCCGGCGAGACAGTAAAAATACTAACAATTACAGAGCCAGTTGCGAAAATTCAGTTCAAGACTCGGGGCAGGGTTAGGGCAGGGGTAGGAGGTGCTAGCAGACACCGAACAACAACCGAAATTACCTTTCTTTACTCAAACTCTCGGTCGCCAGCCTCGCCTACCTCAACGCTCCTCCCCTAGGCCGGACACTTAAGTATATCAAACACCGCCCGTAATTTTTGCTAGCTGTGTAAACGGACAGCC

****************************************************************(((((..((((((..((((((....(((((((...((((((......(((((..............)))))...)))))))))))))....))))))....))).))).)))))*********************************************************************
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..............................................................................GGCAGGGGTAGGAGGTGCTA..................................................................................................................................................... 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

.....................................................................................................................................................CGCCAGCCTCGCCTACCTCAACGCT......................................................................... 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

..............................................................................................................................................TCTCGGTCGCCAGCCTCG....................................................................................... 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:5745918-5746164 + sblock21449 CAGGCC-GCT-----------CTGTCATT---------------------TTTATGATTGTTAA-TGTCTCGGTCAACGCTTTTAAGTCAAGTTCTGAGCC-------CCGTCCCA--ATCCCGTCC-------CC----------------------ATCCTCCACGATCGTCTGTGGCTTGTTGT---TGGCTTTAATGGAAAGAAAT-GAGT--TTGAG---AGCCAGCGGTC---------GGAGCGGATGGAGTTG------------------------CGAGGAGGGGATCCGGCCTGTGA---ATTCATATA-----------------------------------------GTTTGTGGCGGGCATTAAAAACGATCGACACATTTGCCTGTCGG
droSim2 2l:5550138-5550384 + CAGGCC-GCT-----------CTGTCATT---------------------TTTATGATTGTTAA-TGTCTCGGTCAACGCTTTTAAGTCAAGTTCTGAGCC-------CCGTCCCA--ATCCCGTCC-------CC----------------------ATCCTCCGCGATCGTCTGTGGCTTGTTGT---TGCCTTTAATGGAAAGAAAT-GAGT--TTGAG---AGCCAGCGGAC---------TGAGCGGATGGAGTTG------------------------CGAGAAGGGGATCCGGCCTGTGA---ATTCATATA-----------------------------------------GTTTGTGGCGGGCATTAAAAACGATCGACACATTTGCCTGTCGG
droSec2 scaffold_5:3824653-3824899

+
CAGGCC-GCT-----------CTGTCATT---------------------TTTATGATTGTTAA-TGTCTCGGTCAACGCTTTTAAGTCAAGTTCTGAGCC-------CCGTCCCA--ATCCCGTCC-------CC----------------------ATCCTCCGCGATCGTCTGTGGCTTGTTGT---TGCCTTTAATGGAAAGAAAT-GAGT--TTGAG---AGCCAGCGGAC---------GAAGCAGTTGGAGTTG------------------------CGAGAAGGGGATCCGGCCTGTGA---ATTCATATA-----------------------------------------GTTTGTGGCGGGCATTAAAAACGATCGACACATTTGCCTGTCGG

droYak3 2L:13445683-13445938 - CAGGCC-GCT-----------CTGTCATT---------------------TTTATGATTGTTAA-TGTCTCGGTCAACGCTTTTAAGTCAAGTTCTGAGCC-------CCGTCCCA--ATCCCTTCC-------CC----------------------ATCCTCTGCGATCGTGTGTGGCTTGTTGT---TGGCTTTAATGGAAAGAAAT-GAGT--TTGAG---AGCCAGCGGACGAGGCGGACGGAGCGAACGGAGTTG------------------------CGAGGAGGGGACTCGGCCTGTGA---ATTCATATA-----------------------------------------GTTTGTGGCGGGCATTAAAAACGATCGACACATTTGCCTGTCGG
droEre2 scaffold_4929:5836039-

5836276 +
CAGGCC-GCT-----------CTGTCATT---------------------TTTATGATTGTTAA-TGTCTCGGTCAACGCTTTTAAGTCAAGTTCTGAGCC-------CCGTCGCA--ATCCCGTCT-------CC----------------------ATCCTCTGCGATCGTGTGTGGCTTGTTGT---TGGCTTTAATGGAAAGAAAT-GAGT--TTGAG---TGCCAGCCGAC------------------GGAGTTG------------------------CGAGGAGGGGATTCGGCCTGTGA---ATTCATATA-----------------------------------------GTTTGTGGCGGGCATTAAAAACGATCGACACATTTGCCTGTCGG

droEug1 scf7180000409004:248507-
248750 -

CAGGCC-GCT-----------CTGTCATT---------------------TTTATGATTGTTAA-TGTCTCGGTCAACGCTTTTAAGTCAAGTTCTGAGCC-------CCGTCCAT--ATCCCGTCCGCC-TCCCC----------------------GACCTCTGCGATCGTCTGCTGCTTGTTGT---TGGCTTTAATGGAAAGAAAT-GAGT--TTGAG---AGCCA---------------------------GTCGTTAAC------A------GAGCCGCG---AGGGGATCCGGCCTGCGA---ATTCATATA-----------------------------------------GTTTAAGGCGGGCATTAAAAACGATCGACACATTGGCCTGTCGG

droBia1 scf7180000302422:3953181-
3953424 +

CAGAGC-GCT-----------CTGTCATT---------------------TTTATGATTGTTAA-TGTCTCGGTCAACGCTTTTAAGTCAAGTTCTGGGCT-------CCCCGCCT--ATCCCGTCCCCA-GCCCC----------------------ATCCCCGGCGCTGGTGTACGACTTGTTGT---TGGCTTTAATGGAAAGAAAT-GAGT--TTGAG---AGCCA---------------------------GTTGCGAAC------A------GAGTTGCG---AGGGGATCCGGCCTGTGG---ATTCACATG-----------------------------------------GTTTGTGGCGGGCATTAAAAACGATCGACACATTTGCCTGTCGG

droTak1 scf7180000415871:528923-
529153 +

CAGACC-GCT-----------CTGTCATT---------------------TTTATGATTGTTAA-TGTCTCGGTCAACGCTTTTAAGTCAAGTTCTGAGCT-------CC------------CTTCC-------CT----------------------GTCCCCTGCGATCGTGTGAGGCCTGTTGTTGCTGGCTTTAATGGAAAGAAAT-GAGT--TTGAG---AGCCA---------------------------GTTGCGAAC------A------GAGTTGTG---CGGGGATCCGGCCTGTGG---ATTCATGTA-----------------------------------------CTTTGTGGCGGGCATTAAAAACGATCGACACATTTGCCTGTCGG

droEle1 scf7180000491024:383537-
383790 -

CAGGCC-TGT-----------CTGTCATT---------------------TTTATGATTGTTAA-TGTCTCGGTCAACGCTTTTAAGTCAAGTTCTGAGCT-------CTGTCCCT--ATCCCGTCCCCG-TCCCC-TCCCTC---------------ATCCTCTGCGATCGTGTGTGGTTTGTTGT---TGGCTTTAATGGAAAGAAAT-GAGT--TTGAG---AGCGA---------------------------TGTGTGAGC------A------GAGCTGCG---AGGGGATCCGGCCTGTGA---GTTCGTAT------------------------------------ACATA-GTTTGTGGCGGGCATTAAAAACGATCGCCGCATTTGCCTGTCGG

droRho1 scf7180000764260:8252-8489
+

CAGGCC-GCT-----------CTGTCATT---------------------TTTATGGTTGTTAA-TGTCTCGGTCAACGCTTTTAAGTCAAGTTCTGAGCT-------CTGTCCCT--ATCCCGTCC-------CC----------------------GTCCTCAGCGATCGTGTGTGGTTTGTTGT---TGGCTTTAATGGAAAGAAAT-GAGT--TTGAG---AGCGA---------------------------TTTGCGAGC------A------GAGTTGTG---AGGGGATCCGGCCTGTGA---ATTTATAAA-----------------------------------------GTTTGTGGCGGGCATTAAAAACGACCGCCGCATTTGCCTGTCGG

droFic1 scf7180000448889:28139-
28376 +

CAGGCC-GCT-----------CTGTCATT---------------------TTTATGATTGTTAA-TGTCTCGGTCAACGCTTTTAAGTCAAGTTCTGAGCC-------CCGTCCCA--ATCC-GTCT-----CTCC----------------------TTCCTCTGCGGTCGCATGGGTCTTGTTGT---TGGCTTTAATGGAAAGAAAT-GAAT--TTGAG---AGCGA---------------------------GTTGCGAGC------G------GAGTTTCG---AGGGGATCC-GCCTGCGG---AGTCGCACA-----------------------------------------GATTGAGGCTGGCATTAAAAACGATCGACGCATTTGCCTGTCGG

droKik1 scf7180000300796:309192-
309436 -

CAGGCC-GCT-----------CTGTCATT---------------------TTTATGATGGGTAA-TGTCTCGGTCAACGCTTTTAAGTCAAGTTCTGGGCA-------------------------------------------------------------GCAACGATCGCGTGTGG-TTGTTGTTTCTGGCTTTAATGGAAAGAAAT-GAGT--TGGAG---TGCGA---------------------------GTTGTGAGC------CGTTGTCGGGCTATG---AGTGAATCCGGCCCATAA---TT----------------GCTCGAGGCAAA--AGCAGTTCATATATGGT-GTTTGTGACGGGCATTAAAAACGCTCGACGCATTCGCCTGTCGG

droAna3 scaffold_12916:11185005-
11185215 +

CAGGCC-GCT-----------TTTTCATT---------------------TTTATGACTGTTAA-TGTCTCGGTCAACGCTTTTAAGTCAAGTTCTGAGCT-------CTGTCCCT--AGTCCGCCTCGTGTCCCC-----------------------GCC-----------------CCAGCTGA---TGCCTTTAATGGAAAGAACC-G---------------CCA---------------------------GCTGAG---------------------------AGTCAAAGCCGGACCC--ACCGTTCGTAT------------------------------------ACGTTATTTTTTGGCAGGCATTAAAAACGCGCGACGCATACACCTTTCGG

droBip1 scf7180000396572:843721-
843931 +

CAGGCC-GCT-----------TTTTCATT---------------------TTTATGACTGTTAA-TGTCTCGGTCAACGCTTTTAAGTCAAGTTCTGAGCT-------CTGTCCCT--AGTCCGCCCCTTGTCCCC-----------------------GCC-----------------CCAGCCGG---TGCGTTTAATGGAAAGAACC-G---------------CCA---------------------------GCTGTGG--------------------------ATCCAAGCCGGA-CCC--ACCGTTCGTAT------------------------------------ACGTAATTTTTGGGCAGGCATTAAAAACGCGCGACGCATACACCTTTTGG

dp5 4_group1:654950-655156 - CAGGCG-CTG-----------TTGTTGTT----------------GTTGCTTTATGATTGTTAA-TGTCTCGGTCAACGCTTTTAAGTCAAGTTCTGAGCC--------AGTCCCG--CTCT-GT-----GTA-CCCCTCTGTACCCCTC-----CCCTCTCTCTTTGTCTGAGTGAAGTTT-----------------------------------------------------------------------------------------------------TTCG---AGTGGAGTCTGTTTCCAT---GTTCAGAA-------------------------ACA--------------ATTTATGCGGTGTA-CAAAAACGCTCGACGCATACGCTCTGTGG
droPer2 scaffold_1:651193-651404 - CAGGCG-CTG-----------TTGTTGTT----------------GTTGCTTTATGATTGTTAA-TGTCTCGGTCAACGCTTTTAAGTCAAGTTCTGATCC--------AGTCCCG--CTCT-GT-----GTA-CCCCTCTGTACCCCTCTGTACCCCTCTCTCTTTGTCTGAGTGAAGTTT-----------------------------------------------------------------------------------------------------TTCG---AGTGGAGTCTGTTTCCAT---GTTCAGAA-------------------------ACA--------------ATTTATGCGGTGTA-CAAAAACGCTCGACGCATACGCTCTGTGG
droWil2 scf2_1100000004521:8432948-

8433204 -
CTGGTCAGCT-----------CTGTCATT---------------------TTTATGATGTCTAAGTGTCTCGGTCAACGCTTTTAAGTCAAGTTCTGAGTT-------GT-TG--------TTGTTG-------CCATTGTTG---------------ATGCTTTTTTTTTGTTTTT--ATTTTTGG---TGACTATAATGGAA-GAAATGAGTTGCTCGAG---TTAAA---------------------------AGTGAGTGAGTGAA--------------CG---ACTGAGTTGAGTCT-TAT---GTTCATTAAGTTTGTTTTTTTTTGGGGCTT--------------------GTTCATA-GAGATCTTAAAAAGGTTCCTCACATTTGCTTGTCGA

droVir3 scaffold_12963:3798396-
3798642 +

TTGCTC-GTTTGTTGTTGTTGTTGTCACT---------------------TTTATGGTAGCTAA-TGTCTCGGTCAACGCATTCAAGTCAAGTTCTGTAGC-------CTACTGCCGGCTCTCGTTG-------TT-GT-------------------TGTTGTTGTTGTTGTCTG---TTGGCTGT---TGCTTTTAATGGAAGGA-AC-GAGTGCTTGAG---TACTC---------------------------GTTACGAGCTCAAA----------------------CA-------ATGCGA---ATTTATATT---------GTTTGAGTTTCC--------------------ATTCATAGC-AACATTT-AAGCGGCCGCCACATTTGCAATTCAA

droMoj3 scaffold_6500:14252138-
14252365 +

TGT-----TG-----------TTGTCATT---------------------TTAATAGTAGCTAA-TGTCTCGGTCAACGCATTCGAGTCAAGTTCTGTAGTGGCAGCTCTAA--------ACTATGC---------------------------------------------C----GGGTTGTTGTTGCTGTTTTTAATGGAAGGAATT-GAGTGCTCAAG---TGCTC---------------------------AATGAGCGCTCAAACA------GAG--------AGCTGAAACAG----C--AATGTTTATATT---------GTACGAGATTCC--------------------ATTTATAGCA-ACATTT-AAGCGCTTGACGCATTTGCGTTCCGT

droGri2 scaffold_15252:3297978-
3298223 +

CTG-----CT-----------TTGTCATTTGTGATATTTTTTTTTTTTTTTTAATGATAGCCAG-TGTCTCGGTCAACGCATTCAAGTCAAGTTCTGTGTA----GC-CTAG----------------------------------------------------TGAGCCGGCATGCGATTTGTTTT---TGCCTTTAATGGAA-GAAAT-GAGTGCTTGAGGAGTACTC---GTT---------GT-------------TCGAGA------TGTTGTTG-----T-----CTGAGTTC--------G---CTTCATTTT---------GTTTGAGGTTCCAT-TCA--------------AAC--TAGC-GGCATTT-AAGCGCTCGACGCATTTGCGTTTCGA
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AGCATCCACACTCGTGGCCTGTCCAAAAAACCCACTCAATAGGGGTTTGGCACTCGAGTGGGCGTTCGGCGTCTTCGGATACGTGGTGCGTGTGTATCTGTATCTTTCGGACGTATTTCGTATCTGAGTCCCCGCATCCTCATCCTCGCTCGTGTGTTGTTTGTCCACGGGATTTGTGGATGGGCGGATCCCTGGAGA
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.......................................................................TCTTCGGATACGTGGTGCGTGTG........................................................................................................ 23 0 1 13.00 13 4 0 1 0 0 0 0 1 0 1 0 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................TCTTCGGATACGTGGTGCGTGT......................................................................................................... 22 0 1 13.00 13 4 0 2 0 0 0 0 0 0 0 0 0 1 0 0 1 2 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

.............................................................................................................GACGTATTTCGTATCTGAGTCC................................................................... 22 0 1 5.00 5 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................GACGTATTTCGTATCTGAGTC.................................................................... 21 0 1 4.00 4 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

.......................................................................TCTTCGGATACGTGGTGCGT........................................................................................................... 20 0 1 3.00 3 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................TTTGTGGATGGGCGGATCCCTGGAGA 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

............................AACCCACTCAATAGGGGTTTGGCACTCGA............................................................................................................................................. 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

......CACACTCGTGGCCTGTCCAAAAAACCCACT.................................................................................................................................................................. 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

...........................................................................................GTGTATCTGTATCTTTCGGACGTATT................................................................................. 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

...........................................................................................................................CTGAGTCCCCGCATCCTCATCCT.................................................... 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 0 0 0 0 0

...................TGTCCAAAAAACCCACTCAATAGGGGT........................................................................................................................................................ 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

.GCATCCACACTCGTGGCCTGTCCAAAA.......................................................................................................................................................................... 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

.......................................................................TCTTCGGATACGTGGTGCGTG.......................................................................................................... 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

..........................AAAACCCACTCAATAGGGGTTTGGCAC................................................................................................................................................. 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

....TCCACACTCGTGGCCTGTCCAAAAAA........................................................................................................................................................................ 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

..................................................................................................TGTATCTTTCGGACGTATTTCGTATC.......................................................................... 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

Anti-sense strand reads

TCGTAGGTGTGAGCACCGGACAGGTTTTTTGGGTGAGTTATCCCCAAACCGTGAGCTCACCCGCAAGCCGCAGAAGCCTATGCACCACGCACACATAGACATAGAAAGCCTGCATAAAGCATAGACTCAGGGGCGTAGGAGTAGGAGCGAGCACACAACAAACAGGTGCCCTAAACACCTACCCGCCTAGGGACCTCT
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.CGTAGGTGTGAGCACCGGACAGGTTT........................................................................................................................................................................... 26 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

...................................AGTTATCCCCAAACCGTGAGC.............................................................................................................................................. 21 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

...........................................................CCCGCAAGCCGCAGAAGCCTA...................................................................................................................... 21 0 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

...................................................................................ACCACGCACACATAGACAT................................................................................................ 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
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:1422646-1422843 - sblock1407 AGCATCCACACTCGTGGCCTGTCCAAA---------AAACCCACTCAAT--AGGGGTTTGGCACT------------------------------------CGAGTGGGCGTTC-GG-C-------GTCTT------CGGATACG-------TGGT------GCGTGT-GTATC------TGTATCT---------------------------------------------------------------------TTCGGACGTATTT-----------CGTATCTGA---GTCCC--CGCATCCT------------CATCCTCG-----CTCG----T--------------------GTGTTGTTTGTCCACGGGATTTGTGGA-TGGGCGG-------A------TC-CCT--GGAGA
droSim2 2l:1360348-1360545 - AGCATCCACACTCGTGGCCTGTCCAAA---------AAACCCACTCAAT--AGGGGTTTGGCACT------------------------------------CGAGTGGGCGTTC-GG-C-------GTCTT------CGGATACG-------TGGT------GCGTGT-GTATC------TGTATCT---------------------------------------------------------------------TTCGGACGTATTT-----------CGTATCTGA---GGCCC--CGCATCCT------------CATCCTCG-----CTCG----T--------------------GTGCTGTTTGTCCACGGGATTTGTGGA-TGGGCGG-------A------TC-CCT--GGAGA
droSec2 scaffold_14:1370186-1370384

-
AGCATCCACACTCGTGGCCTGTCCAAA---------AAACCCACTCAAT--AGGGGTTTGGCACT------------------------------------CGAGTGGGCGTTC-GG-C-------GTCTT------CGGATACG-------TGGT------GCGTGT-GTATC------TGTATCT---------------------------------------------------------------------TTCGGACGTATTT-----------CGTATCTGA---GTCCC--CGCATCCTC-----------CATCCTCG-----CTCG----T--------------------GTGCTGTTTGTCCACGGGATTTGTGGA-TGGGCGG-------A------TC-CCT--GGAGA

droYak3 2L:1397542-1397761 - AGCAGCCACACTCGCGGCCTGTCCAAA---------AAACCCACTCAAT--AGGGGTTTGGCACT------------------------------------CGAGTGGGCGTTC-GG-C-------GTCTT------CGGATACG-------TGGTGCG--TTCGTGT-GTAGCTGTATCTGTATCT---------------------------------------------------------------------TTCGGACGTATTT-----------CGTATCTGA---GTCCC--CCCATCCGCATCCGCATCCGCATCCTCA-----CTCG----T--------------------GTGCTGTTTGTCCACGGGATTTGTGGA-TGGGCGG-------A------TC-CCT--GGAGA
droEre2 scaffold_4929:1465540-

1465731 -
AGCATCCACACTCGCGGCCTGTCCAAA---------AAACCCACTCAAT--AGGGGTTTGGCACT------------------------------------CGAGTGGGCGTTC-GG-C-------GTCTT------CGGATACG-------TGGT------GCGTGT-GTATC------TGTATCT---------------------------------------------------------------------TTCGGACGTATTT-----------CGTATCTGA---GTCCC--CGCATCCT------------------CA-----CTCG----T--------------------GTGTTGTTTGTCCACGGGATTTGTGGA-TGGGCGG-------A------TC-CCT--GGAGA

droEug1 scf7180000407252:401120-
401324 +

AGCATCCACACTCGTGGCCTGTCCAAA---------AAACCCACTCAAT--AGGGGTTTGGCTCTT-T--------------------------------TTGAGTGGGCGTTC-AG-AGTTTGGTGTCTT------CAGAT--------------------GCGTGT-GTATC------TGTATTTATA----------------TATGTATC---------------------------TT-------------TTTGGC------------------CGTATCTG-TAT-----CCCGTTCGCT------------------CACCTTATACA----T--------------------ATA-TGTTTGTCCATGGGATTTGTGGCCTGGGCGG-------T------TC-CCT--TGAGA

droBia1 scf7180000302188:413610-
413800 +

AGCATCCACACTCGTGGCCTGTCCAAA---------AAACCCACTCAAT--AGGGGTTTGGCTCT-----------------------------------TTGAGTGGGCGTTT-GG-A-------GTCTT------CGGGTACG-------TGGT------GCGTGT-GTATC------TGTATCT---------------------------------------------------------------------CTTGGCCGTATTC-----------CGTATCTG-TAT-----CTCGCTTCCT------------------CACC----TCA----T--------------------G---TGTTTGTCCATGGGACTTGTGGCCTGGGCGG-------G------TC-CCT--CGAGA

droTak1 scf7180000413142:93818-
94010 -

AGCATCCACACTCGCGGCCTGTCCAAA---------AAACCCACTCAAT--AGGGGTTTGGCTCT-----------------------------------TTGAGTGGGCGTTT-GG-A-------GTCTT------CGGATACG-------TGGT------GCGTGT-GTATC------TGTATCT---------------------------------------------------------------------TTTAGCCGTATTC--------CC-CGTATCTG-TAT-----CTCGCTTCCT------------------CACC----TCA----T--------------------G---TGTTTGTCCATGGGATTCGTGGTCTGGGCGG-------T------TC-CCT--CGAGA

droEle1 scf7180000491273:2009617-
2009846 +

AGCATCCACACTCGTGGCCTGTCCAAA---------AAACCCACTCAAT--AGGGGTTTGGCACTC-G--------------------------------GCGAGTGGGCGTTTTGA-A-------GTCTT------TGGATACA-------AGAT------GCGTGT-GTATC------TGTATCT---------------------------------------------------------------------TT-GGCCGCGTATCCGCATATCCGTGTATCTG-TAT-----CTCGCCCTCT------------------CACC----TCACGTGTGTGTGTGTGTGTGTGTGTGTG---TGTTTGTCCATGAGATTTGTGGCCTGGGCGG-------T------TC-CCTCTGGAGA

droRho1 scf7180000766265:13101-
13309 +

AGCATCCACACTCGTGGCCTGTCCAAA---------AAACCCACTCGAT--TGGGGTTTGGCTCT-----------------------------------GCGAGTGGGCGTTCTGG-A-------GTCTT------CGGATACGAGATACGAGAT------GCGTGT-GTAAA------TGTATCT---------------------------------------------------------------------TT-GGCCGTATATCCGTGTATCTGTGAATCTG-TAT-----CTCGCCCTCT------------------CACC----TCA----T--------------------G---TGTTTGTCCACGAGATTTGTGGCCTGGGCGG-------T------TC-CCT--GCAGA

droFic1 scf7180000453949:748035-
748228 +

AGCATCCACACTAGCGGCCTGTCCAAA---------AAACCCACTCAAT--AGGGGTTTGGCTCT-----------------------------------TCGAGTGGGCGTTT-GG-A-------GTCTTCGCATTCGGATTCG-------GG-TACG--TGCGTGT-GTATC------TGTATCTTT----TT------G--------------------------------------------------------CG---G----------------TGTATCTG-AAT-----CTCGG-TCCT------------------CAAC----TCA----T--------------------G---TGTTTGTCCATGAGATTTGTGGCCTGGGCGG-------T------TC-CCT--GAAGA

droKik1 scf7180000302405:691964-
692143 -

AGCATCCACACTCGTGGCCTGTCCAAA---------AAACCCACTCAATATAGGGGTTTGGTACTTCG--------------------------------GTGAGTGGGCGTCT-TG-G-------GTCTT------TGGATA----------ACT------GCGTGT-GTTTC------TGTATCTGA------------G--------------------------------------------------------C-GC------------------CGTATCTG-TGC-----CTC----------------------------------CA----T--------------------G---TGTTTGTCCATGAGATTTGTGGCCTGGGCGG-------ATCCGGATC-CCT--GGAGA

droAna3 scaffold_12916:4884947-
4885123 -

AGCATCCACACTCGTGGCCTGTCCAAA---------AAACCCACTCGAT--TGGGGTTTGGCCCT-----------------------------------GTGAGTGGGCGTCT-GA-A-------GTCTT------CAGATACA-------C-AT------GCGTGT-GTATC------TGTATCTGCA-----------------------------------------------------------------------CCG---TT-----------CGTATCTCT---GCTTC--GGCGTCCC------------------CC-----TTTG----T--------------------G-------------TGAGATTTGTGGCCTGGGCGG-------G------TC-CCTGGAGAGA

droBip1 scf7180000395152:121956-
122137 -

AGCATCCACACTCGTGGCCTGTCCAAA---------AAACCCACTCAAT--TGGGGTTTGGCCCT-----------------------------------GTGAGTGGGCGTCC-AA-A-------GTCTT------CAGATACA-------C-AT------GCGTGT-ATATC------TGTATCTGCACC----------G---TCCGTATCTCTGC-------------------------------------CTCGGCCGTAT------------------C------GTCCC--C-------------------------CC-----TTTG----T--------------------G-------------TGAGATTTGTGGCCTGGGCGG-------G------TC-CCT--GGAGA

dp5 4_group3:9946077-9946262 - GTTACCCACAGTCATGGCCTGTCCAAA---------AAACCCACTCAAT--TGGGGTTTGGCTCTT----------------------------------TCGAGTGGGCGTCC-AA-C-------GTCTTC----TCGGATACG-------AG-TACACATGCGTGTTGTATC------TCTCTCTC--CCTTTGCTCCC---------TCTCTCTGGTTTGTCTGTCTGCCGG------------------------------------------------------------------------------------------------------------------------------------------CA-GAGATTTGTGGCCTGGGCGG-------G------TCCCCA--GGAGA
droPer2 scaffold_8:1153369-1153564

-
GTTACCCACAGTCATGGCCTGTCCAAA---------AAACCCACTCAAT--TGGGGTTTGGCTCTT----------------------------------TCGAGTGGGCGTCC-AA-C-------GTCTTC----TCGGATACG-------AG-TACACATGCGTGTTGTATC------TCTCTCTCTCCCTTTTCTCCC-GTTCTCCGTCTCTCTGGTGTGTCTGTCTGCCGG------------------------------------------------------------------------------------------------------------------------------------------CA-GAGATTTGTGGCCTGGGCGG-------G------TCCCCA--GGAGA

droWil2 scf2_1100000004521:3103333-
3103384 -

----------------GTCTGTCCAAG---------GAGCCCACTCAAT--TGGGGTTTGGCTTT------------------------------------TGAGTGGGCGTTT-G-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_12963:7400426-
7400606 -

--------------TGGGCTGTCCAAG---------AAACCCACTCAAT--TTGGGTTTGGCTTTG-GCTTTGGCTTTGCTTTTGGTTTCGGGCCTT---GCGAGTGGGCGGCC-AG-C-------GGCGGC----GCGTCTTCG-------AG-TCGCCTCGC--------------------------------------------------------TTGTCCCTCGGCTGCGAGAGATTTGTGGCGGAGGCGCAG-------------------------------------------------------------------------------------------------------------------------------GT-TCAGCTTTGCGGGCG------TCCCCA--GGAGA

droMoj3 scaffold_6500:3468802-
3468946 +

TG--------------CCTTGTCCAAG---------AAACCCACTCAAT--TTGGGTTTGGCTTTG-GCTGTGGT-----TTTGGCTTTTGCGGG-----TCGAGTGGGCGAAT-----------------------------CG-------TCTT------GC-------------------------------------------------------------------------------------------------------------------------------------CTTGCTTCGT------------------TGCT----CGA----C--------------------G---TTGGGCTCCAAAAGGTTCG-GGT-TCAGCTC-------T------TC-CCT--CTGGA

droGri2 scaffold_15252:10531445-
10531627 -

--------------TGGTCTGTCCAAAAAAAAAAAAAAACCCACTCGAT--TTGGGTTTGGCTTTC-G-----GT-----TTTTGGTTTTGCGCCCCAAAACGAGTGGGCGGCC-AGCA-------GCCAG------CAGTCAGTTGAGTCGAGTT------GTG---------------------------------------------GAGA---------------------------TTTGTGGCAGCGTCTTAGGTTCATGTTC-----------GGTATCAGG---T-----------------------------------------------T--------------------TTGCTGCCGGT--------------------------------------CCCCCA--GGAGG
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TGACAATGATGGCGCAGCTGGCGAACTTGCCTCATCCCAGTTCCACCTCTGCTCATGCCTCCAGACGCCGCCTCTCACTTGGATGACAACTGCGTTGGTAGGTTAGCCAAGCGAGAAGTCGCAATCGGAGGAATCATGTGTGATGACTGCGAATGGAGATGGACAGACCGAGCTGAACGCAGAACCAAAGAGG
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.......................................................................................................TAGCCAAGCGAGAAGTCGCA...................................................................... 20 0 1 10.00 10 3 0 0 1 0 0 0 1 0 1 0 0 0 0 1 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

......................................................................................................TTAGCCAAGCGAGAAGTCGC....................................................................... 20 0 1 8.00 8 5 0 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................TAGCCAAGCGAGAAGTCGC....................................................................... 19 0 1 6.00 6 3 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................TAGCCAAGCGAGAAGTCGCAAT.................................................................... 22 0 1 5.00 5 1 0 0 0 0 0 0 0 0 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................CGCCGCCTCTCACTTGGATGAC.......................................................................................................... 22 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 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

......................................................................................................TTAGCCAAGCGAGAAGTCGCAA..................................................................... 22 0 1 2.00 2 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

......................................................................................................TTAGCCAAGCGAGAAGTCGCA...................................................................... 21 0 1 2.00 2 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

................................................................................................................GAGAAGTCGCAATCGGAGGA............................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......TGATGGCGCAGCTGGCGAAC....................................................................................................................................................................... 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

.............................................................................................................................................................................TGAACGCAGAACCAAAGAG. 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

..................................................................................ATGACAACTGCGTTGGTAGGT.......................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................AGACCGAGCTGAACGCAGAACCAAAGA.. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................TTAGCCAAGCGAGAAGTCGCAAT.................................................................... 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

.......................................................................................................TAGCCAAGCGAGAAGTCG........................................................................ 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

....................................................................................GACAACTGCGTTGGTAGGTTAGCCAA................................................................................... 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

Anti-sense strand reads

ACTGTTACTACCGCGTCGACCGCTTGAACGGAGTAGGGTCAAGGTGGAGACGAGTACGGAGGTCTGCGGCGGAGAGTGAACCTACTGTTGACGCAACCATCCAATCGGTTCGCTCTTCAGCGTTAGCCTCCTTAGTACACACTACTGACGCTTACCTCTACCTGTCTGGCTCGACTTGCGTCTTGGTTTCTCC

*******************************************************...(((((((((.((.((.((.((((.(((((.((((..((((....)))))))).))))).)))).)).))..)))))))...))))**************************************************
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............................................................................................................................AGCCTCCTTAGTACACACT.................................................. 19 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................TTACCTCTACCTGTCTGGCTC..................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................TGCGGCGGAGAGTGAACCTACT........................................................................................................... 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

.............................................................................................................................GCCTCCTTAGTACACACT.................................................. 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

............................CGGAGTAGGGTCAAGGTGGAGACGAGT.......................................................................................................................................... 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

.......................................................................................................................................................................GGCTCGACTTGCGTCTTGGTT..... 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:22478846-22479038 - sblock91942 TGACAATGATGGCGCAGCTGGCGAACTT-GCCTCAT-----------------C-------------CCAGTTCCACCTCTGC-----------------TCATG-CCTCCAGACGCCGCCTCTCACTT----------------------------------------------------------------GGA------TG-ACAA---CTGCGTTGGTAGG----T------------------------------------TAGCCAAGCGAGAAGT-C--------------------------------G-CAATCGGAGGAATCATGTGTGATGACTGCGAATGGAGATGGACA-------------GAC-CGAGCT-----GAACG--CAGAAC----------------------------CA----AAGAGG
droSim2 3l:21998255-21998447 - TGACAATGATTGCGCAGCTGGCGAACTT-GCCTCGT-----------------C-------------CCAGATCCACCTCTGC-----------------TCCTG-CCTCCAGACGCCGCCTCTCACTT----------------------------------------------------------------GGA------TG-ACAA---CTGCGTTGGTGGG----T------------------------------------TAGCCAAGCGAGAAGT-C--------------------------------G-CAGTCGGAAGAATCATGTGTGATGACTGCGAATGGAGATGGACA-------------GAC-CGGGCT-----GAACG--CAGAAC----------------------------CG----AAGAGG
droSec2 scaffold_11:2414720-2414912

-
TGACAATGATTGCGCAGCTGGCGAACTT-GCCTCGT-----------------C-------------CCAGATCCACCTCTGC-----------------TCCTG-CCTCCACACGCCGCCTCTCACTT----------------------------------------------------------------GGA------TG-ACAA---CTACGTTGGTGGG----T------------------------------------TAGCCAAGCGAGAAGT-C--------------------------------G-CAGTCGGAGGAATCATGTGTGATGACTGCGAATGGAGATGGACA-------------GAC-CGAGCT-----GAACG--CAGAAC----------------------------CA----AAGAGG

droYak3 v2_chr3L_random_333:927-
1097 -

TGACAATGATTGCGT--------------------------------------C-------------CCAGTTCCACATTAGG-----------------TCCTG-TCTT---CAGTTGCCTCTCATTT----------------------------------------------------------------GGA------TGTTTAA---CTGCGTTGGTGGA----C------------------------------------CAGCCAAGCGAGAAGT-C--------------------------------G-CAGTCGGAGAAATCATGTGTGATGACTTCGAATGGAGATGGACA-------------GAC-CGAGCT-----GAGCG--CAGGAC----------------------------CA----AAGGGA

droEre2 scaffold_4784:22148316-
22148485 -

TGACAATGATTGCGCAGCTGG--------------T-----------------C-------------CCAGTTCCACCTCGGCT--GGCAG--------TTCCTG-GCTC---CAGACGCGTCTCACTT----------------------------------------------------------------GGA------TG-ACAA---CTGCGTTGGTGGG----C------------------------------------CAGCCAAGC------------------------------------------------GGAGGAATCATGTGTGGTGACTCCGAATGGAGATGGACA-------------GAG-CGGGCC-----GAACG--CAGAGC----------------------------CA----AAGAGG

droEug1 scf7180000409801:62068-
62253 -

TGACAATGATTGCACAGCTGACGAACTCC--------------------------C-----------CCA------------------------------TCCTG-CCCC---AAGATGGCTCTCACTT----------------------------------------------------------------TGA------TG-ACAA---CTACTCTGGTGGG----C------------------------------------CAGCCAAGCGAGAAG-CGGGGTGCTCCAGTCGGAGC--TGGAGTCACG--G-GAGTCGGAAGAATCATGTGTGATGGCTGTGAATGGAGATGGACA-------------GAT---------------------GAAC----------------------------CG----AAGGGG

droBia1 scf7180000302377:777014-
777199 +

TGACAATCATTGCACAGCAGACGA-----------------------------------------------CTCCACCTCGGC------------------CCCG-CCCC----AGATGCCCCTCACTT----------------------------------------------------------------CGA------TG-ACAA---CTGCTTTGGTGGG----C------------------------------------CACCCAAGCGAGAAG-CGGGG-------G-CGGGGTCGCT-----GTC--G-GAGTCGGAAGAACCATGTGTGATGACTGTGAATGGAGATGGACA-------------GAC-TGAGCA-----GAGCG--GAGAGC----------------------------CA----G---GG

droTak1 scf7180000415491:419522-
419720 -

TGACAATGATTGCACAGCTGACGAAGTCCCCTCCGCCCACC------------T-------------CCAGCTCCACCTTAAC-----------------TCCTG-CCCCC--AAGACGCCTCTCACTT----------------------------------------------------------------TGA------TG-ACAA---CTGCTTTGGTGGG----C------------------------------------CAGCCAAGCGAGAAG-------------------------------------CAGTCGGAAGAGCCATGTGTGATGACTGTGAATGGAGATGGACA-------------GAC-TGAGCTGAGCAGAACG--AAGAAC----------------------------CA----AAGGGG

droEle1 scf7180000491199:274156-
274362 +

TGACAACGATTGCACAGCTGACGAAGTC-GCCTCATCT-GCA----------------T--CCATGCCCATGTCCACCTCAGCT---------------CTCCTG-CCCC---AAGATGCCTCTCGCCC----------------------------------------------------------------TGA------TG-ACAA---CTGCTTTGGTGGA----C------------------------------------TGG--------------------------------------------------AGGCGGAAGAATCATGTGTGATGACTGTGAATGGAGATGGACA-------------GAC-TG-GCA-----GAACG--AAGAACGA-----AGA--ACGATGAGCAAAGGACCA----AAGGGG

droRho1 scf7180000767645:16550-
16740 -

TGACAATGATTGCACAGCTGACGAAGT----------------------------------------------CCACCTCAGC-----------------TCCTG-CCCC---AAGATGCCTCTCACTT----------------------------------------------------------------TGA------TG-ACAA---CTGCTTTGGTGGG----C------------------------------------CAGCCAGGAAGGA-TCCGGGGTGC-----------C--TG-----GGGAGG-GAGACGGAAGAATCATGTGTGATGACTGTGAATGGAGATGGACA-------------GAC-TG-GCA-----GAGCG--GAGAAC----------------------------CGTCG-GAGAAG

droFic1 scf7180000453830:553156-
553330 +

TGACAATGATTGCACAGCTGACGGAGTCC--------------------------CCGCCC-------------CTCACC---CCT-------------TTC------TT-----------CCACCCCT----------------------------------------------------------------TGA------TG-ACAA---CTGCTTTGG--GG----C------------------------------------CGGGGGAGCGGGAAG-CGGGGT-------------------------------GCTGGGAAGAATCATGTGTGATGACTGTGAATGGAGATGGACA-------------GAC-CGAGCA-----GAACG--GATAACGC---------------------------AACGAATGGGG

droKik1 scf7180000302808:812769-
812965 -

TGACAATGATTTCACTGCTGACGAAGTCC--------------------------CCGCC-------CCGCCGCCACCTCT-C-----------------TCTGGCCGGGCATCTGGGGCCTCTCCGTT----------------------------------------------------------------TGA------TG-ACAA---CTGCCTTGGTGGGG---C------------------------------------CAGCCAAGCGGTAAC-TGAAA-------G-TAGAGCTGAG-----ACT--GGAGCAGGGAGGAACCATGTGTGATGACTGTGAATGGAGATGGACG-------------GAC-GGAGCA-----GAACG--C---------------------------------------------

droAna3 scaffold_13337:22217717-
22217915 -

TGACAATGATGGCTCTGCTGGCGAAGACCGTTCCACCTTTTA----------------C--CCACTCCCA--------CT------GCTCACCCCACGCC-------CCCCAGAAGATGCCTCTTGGTG----------------------------------------------------------------TGA------CA-ACA------GTTCGTGAGGG----T------------------------------------CGGG-------------------------------CTGTG-----GCAGGC-TGGGCGGAAAAATCATGTGTGATGACTGTGAATGGAAATAGACA-------------GAC-TGAGCA-----GACTGGGCAGACC----------------------------CA----GGCGAA

droBip1 scf7180000396730:681691-
681894 -

TGACAATGATGGCTCTGCTGGCGAGGACCGTTCCACCTTTCA----------------C--CCTCTCCCA--------TT------AACCACCCCACGCC--TCG----GCAGAAGCTGCCTCTCGGTG----------------------------------------------------------------TGA------CA-ACA------GTTCGTGAGGG----C------------------------------------TGGG-------------------------------CTGTG-----GCGGGA-TGGGCGGAAAAATCATGTGTGATGACTGTGAATGGAAATAGACA-------------GAC-TGAGCA-----GACTGGGCAGATCCT---------------------------GGCG-AAAGAG

dp5 XR_group8:148419-148580 - TGACAATGATTGCACT-CTCCCAA--T---------------------------------------------CCCCCATC--------------------TCCAG-CCCC---A----CTTTCCCATAT----------------------------------------------------------------GGC------T----AC---CAGCTTTGGTGGG----G------------------------------------CAGTCAGGCGAGAGTA-C--------------------------------G--AGAAGGGGGCGTCATGTGTGATGACTATGAATGGAGATGGACA-------------GAC-TGAGCA-----GAGAC--CTATAC----------------------------GA----GGGCGG
droPer2 scaffold_80:118919-119103 + TGACAATGATTGCACT-CTCCCAA--TCC--------------------------CCCCTC-----CCCAGCACCACT------------------------------------------TTCCCATAT----------------------------------------------------------------GGC------T----AC---CAGCTTTGGTGGG----G------------------------------------CAGTCAGGCGAGAGTA-C--------------------------------G--AGAAGGGGGCGTCATGTGTGATGACTATGAATGGAGATGGACA-------------GAC-TGAGCA-----GAG-------AACTATACGAGGGCGGAGGTGGAGGTGGAGTCG----GTGGGG
droWil2 scf2_1100000004511:7323728-

7323846 -
TGACAATGATTGCAACCCAA--------------------------------------C-------------TCT----------------------------------------------CTTCGAATTGGTGACAACTGCTCAGCTCAGCTTTTCGTTGGGTTTGCCTTGGGTT-----------------TGG------CT-ACGTTTTCAGTTTTGGTGGG----G------------------------------------CAGCCAAGCGAGAA-------------------------------------------------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_13049:17277961-
17278141 +

TGACAATGATTGCACTACTGCCAACTACGG----AACG-ATGAGCATGGTAATGCCTGCTT-------------CCCTTT--------------------------------------------------------------------------------TGATCAGCTGTGGATGCTCCTAGTTGCTGA------TGCTGATG-ACAA---CTGCCTTGGTGGGGCAAC------------------------------------CAGCCAAGCGAGAAA-CGGA---------------------------------------GAGAAACATGTGTGACGACGGC-------AATGGCCG-------------GAC-GGAGTT-----G----------------------------------------------------

droMoj3 scaffold_6680:22308213-
22308442 +

TGACAATGATTGCAGCACTGCCAAAGACGG----AGCG-AGGAGCAAGTTAATGCCCGCCC-------------C-CCTC---------------------------------------------------------------------------------GATCAGCTATGGGTGCTCCGCGTTGCTGA------TGCTGATG-ACAA---CTGCCTCGGTGGGGCAAG------------------------------------CAGCCAAGCGAGAAA-CGCA---------------------------------------GGGAAACATGTGTGGCGCTG-CCGATGG------GCGGGAGCCATAGACACATACAAACA-----GAG-------ATGTGGATGAGGATGGGGATGAGGATGA----G----GATGTG

droGri2 scaffold_15110:14905083-
14905315 -

TGACAATGATTGCACTAGGAGAGAGGGG-ATGGGGACG-ATGGCCATGTTAATGCCTGCTT-------------CT------------------------------------------------CCTTT-------------------------------CGATCAGCAGTGGCTGCTTCGACTTGCTGATATGGATGCTGAGG-ACAA---CTGCCTTGGTGGGGCAGCCAGTCAGCCAGACAGCCAGCCAGCCAGCCAGCCAGCCAGCCAAGCGAGAGA-CGGA-------------------------------------GACACAAACATGTGTGACAACG-------GCAATGGCCA-------------GGA-TGAGCT-----GAAGT------------------------------------------------
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415491:419522-419720
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:14905083-14905315
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ACCATTCCTATCCAATGGATGCTCCATATCTGGAGTAGCATGAGATCTCTGAAAAAGTGTGTTTGTTTGCTGGCTACGTCTGTGTTGCAGGGACTTCAAATGGATTTCCTGCACAACATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGAGATACAAGATAGAAGCTGCGAAATTAATCTATTAACTAACAAAAAC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR317111

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

V145

S2-
DRSC

SRR317115

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

V132

ML-
DmD32

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
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

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR317116

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

V146

S1
cell

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V148

mbn2

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR298536

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

SRR298537

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

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609222

ML-DmBG1-
C1

SRR029028

untreated
(mock)

SRR298712

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

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
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

V015

DreRFHV148h

V032

S1
cell

V147

1182-
4H
cell

V008

S2-
DRSC

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR010953

Aub
heterozygotes,
oxidized

GSE24545

CS ovary
total
RNA

SRR351332

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

V139

Cold_female_body
GSM371638

S2-NP

SRR097867

Drosophila
S2-NP
cells

SRR317114

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

SRR341116

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

GSM609219

GM2 cell

V125

ML-
DmD9

GSM628272

ago2[414]
ovary
total RNA

GSM609234

CS Â male
total RNA
Â 

V078

Desiccation,
female head

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

V022

ML-
DmD32
cell

V073

mbn2

V077

cold,
female
head

V138

Male
cold
body

GSM286605

2-6h #1
(8)

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

GSM609239

IR- 2-
18hr

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V136

Male
aged
body

SRR031692

Total
small
RNAs from
Oregon R

V079

Oxidation,
female
head

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V074

S3

V096

loqsKO/f00791
ovary

GSM609225

ML-DmBG3-
C2

GSM379062

Squ
Mutant

GSM379063

Vasa
Heterozygote

GSM379065

Zuc
Heterozygote

GSM379067

SpnE
Mutant

GSM322533

female
head #1

SRR065800

zuc_H-
Y_ovaries

SRR298711

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

SRR341115

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

GSM609218

Sg4

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1
V133

Sg4

V140

Dessication_female_body

SRR031702

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

GSM609227

CMEW1
Cl.8+
cell

V091

fGS/OSS
total
Â 

V086

female
body,
aged

V137

Male
aged
head

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609238

embryo
14-24hr

V037

Felix
sample
+mirtrons

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V093

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

GSM286601

male head

V003

dsDcr-1
(katsutomo
RNA)

GSM379051

Armi
Mutant

GSM467730

Dmel_r2d2_sRNAseq
GSM385822

OSS_s8

GSM286613

0-1hr #1
(A)

GSM399105

disk #2

GSM399107

male body
#2

GSM360256

1st
instar #1

GSM360262

0-2d
pupae

GSM275691

imaginal
disc

GSM364902

12-24hr
embryo

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR060643

A2_testes_total

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

SRR097865

Drosophila
S2-NP
cells

SRR317112

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

SRR317113

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

SRR351333

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

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609251

aged
female
head

V023

Dcr2
female
head

GSM343833

S2R+ cell

GSM609249

ML-DmD21
cell

V127

G2

V129

ML-
DmBG1-
c1

V131

ML-
DmD16-
c3

V134

ML-
DmD8

V135

CME
W2
(wing
disc
line)

V141

Heat_female_body
V144

OSC

GSM609237

ago2[414]
ovary
total RNA

GSM609217

MLDmD20c5

V034

ML-
DmD16c3
cell

GSM609226

CMEW1
Cl.8+
cell

V085

CME
W2
wing
disc

V126

CME
L1

SRR032092

mock
oxidized

V036

ML-
DmD20c5
cell

SRR029029

dcr-1
knockdown

SRR014275

Ovary_rep1_LK_P

SRR060650

A1_testes_total

GSM609224

female,
one day

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR029032

r2d2
knockdown

GSM609223

male, one
day

GSM609229

embryo 2-
6hr

SRR001349

heterozygous_dcr-
2_untreated

GSM343832

S2R+ cell

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM322543

male head
#1

SRR014273

Ovary_rep1_Har_P

SRR060644

A2_ovaries_total

V080

Starvation,
female head

GSM379061

Squ
Heterozygote

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR060645

yw67c23(2)_testes_total

SRX247212

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

AGO1

...........................................................TGTTTGTTTGCTGGCTACGTCT.................................................................................................................................... 22 0 1 49.00 49 4 0 4 3 0 0 0 0 2 1 1 1 0 0 0 1 1 0 0 1 1 0 2 2 0 1 0 1 0 1 0 0 0 0 2 0 1 1 2 0 1 2 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 2 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 1 0 0 0 0 1 0 1 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

...........................................................TGTTTGTTTGCTGGCTACGTCTG................................................................................................................................... 23 0 1 40.00 40 3 0 0 1 1 0 0 0 2 3 0 2 1 0 0 3 1 0 4 2 1 0 0 1 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 1 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 1 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TGTTTGTTTGCTGGCTACGTCTGTG................................................................................................................................. 25 0 1 18.00 18 2 0 3 4 1 0 0 0 1 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TGTTTGTTTGCTGGCTACGTCTGT.................................................................................................................................. 24 0 1 17.00 17 0 0 1 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 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 1 0 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 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

...........................................................TGTTTGTTTGCTGGCTACGTC..................................................................................................................................... 21 0 1 14.00 14 2 0 1 1 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TGTTTGTTTGCTGGCTACGT...................................................................................................................................... 20 0 1 11.00 11 4 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 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................AGATGTTCAGCAAGACAACACG................................................................ 22 0 1 10.00 10 0 0 0 0 1 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 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 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

...........................................................TGTTTGTTTGCTGGCTACGTCTGTGT................................................................................................................................ 26 0 1 5.00 5 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TGTTTGTTTGCTGGCTACGTCTT................................................................................................................................... 23 1 1 3.00 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................GCATGAGATCTCTGAAAAAGTGTGTT...................................................................................................................................................... 26 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................GATGTTCAGCAAGACAACACG................................................................ 21 0 1 3.00 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................GATGTTCAGCAAGACAACACGT............................................................... 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 0 0 0 0 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................CAGATGTTCAGCAAGACAACACG................................................................ 23 0 1 3.00 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................GTAGCATGAGATCTCTGAAAAA............................................................................................................................................................. 22 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................AACAGGAGATACAAGATAGAAGCTGC........................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TGTTTGTTTGCTGGCTACGTCA.................................................................................................................................... 22 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................GCATGAGATCTCTGAAAAAGTGTG........................................................................................................................................................ 24 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................TGAGATCTCTGAAAAAGT........................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................AAAGTGTGTTTGTTTGCTGGC........................................................................................................................................... 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................TAGCATGAGATCTCTGAAAAAGT........................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................TGAGATCTCTGAAAAAGTGTGTT...................................................................................................................................................... 23 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................CTTCAAATGGATTTCCTGCA.................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................TTTGTTTGCTGGCTACGTCT.................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........CCAATGGATGCTCCATATCTGGA................................................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................GAGATCTCTGAAAAAGTG.......................................................................................................................................................... 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

..........................................................................TACGTCTGTGTTGCAGGGACTTC.................................................................................................................... 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 0 0 0 0 0 0 0

..................................................................................................................................TGTTCAGCAAGACAACACGT............................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................AGTAGCATGAGATCTCTGAAAAAGT........................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................TATCTGGAGTAGCATGAGATCTCTGA................................................................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................CATGAGATCTCTGAAAAAGTGT......................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................ACAACATGAACTCACAGATGTTCAGC........................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................TGGCTACGTCTGTGTTGCAGGGACT...................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............AATGGATGCTCCATATCTGGA................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................TTTGTTTGCTGGCTACGTCTGTGTTGCA............................................................................................................................ 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 0 0 0 0 0 0 0 0

............................TCTGGAGTAGCATGAGATCT..................................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................ATGTTCAGCAAGACAACACGT............................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................GGCTACGTCTGTGTTGCAGG.......................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................GCATGAGATCTCTGAAAAAGT........................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................TTTGTTTGCTGGCTACGTCTG................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................TAGCATGAGATCTCTGAAAAAGTG.......................................................................................................................................................... 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

......................................................................................................................................................................AGATACAAGATAGAAGCT............................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................GTTTGTTTGCTGGCTACGTCTG................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................GAGATACAAGATAGAAGCT............................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................CAGATGTTCAGCAAGACAACACT................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................AGATGTTCAGCAAGACAACACT................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................TCAAATGGATTTCCTGCACAACATGAACT......................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................GCTACGTCTGTGTTGCAGGGA........................................................................................................................ 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

....................................AGCATGAGATCTCTGAAAAAGTG.......................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................GCATGAGATCTCTGAAAAAGTGT......................................................................................................................................................... 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 0 0 0 0 0 0 0

.......................................ATGAGATCTCTGAAAAAGTT.......................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................TGGCTACGTCTGTGTTGCAGG.......................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................TGCACAACATGAACTCACAGATGT................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TGTTTGTTTGCTGGCTACG....................................................................................................................................... 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

................................................................................TGTGTTGCAGGGACTTCAAA................................................................................................................. 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 0 0

...............................................................................................................................AGATGTTCAGCAAGACAACACGT............................................................... 23 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

.............................................TCTCTGAAAAAGTGTGTTTGTTTGC............................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................GGCTACGTCTGTGTTGCAGGG......................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TGCAGGGACTTCAAATGGATT........................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................TCACAGATGTTCAGCAAGACAACT.................................................................. 24 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 0 0 0 0

...................................TAGCATGAGATCTCTGAAAAAGTGTGTT...................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................TGGCTACGTCTGTGTTGCAGGG......................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................TTCAAATGGATTTCCTGCACAACATG............................................................................................. 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

......................................................................TGGCTACGTCTGTGTTGC............................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................ATCTGGAGTAGCATGAGATCTCTG.................................................................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................CATGAGATCTCTGAAAAAGTG.......................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................ATGGATTTCCTGCACAACATGAACTCA....................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............ATGGATGCTCCATATCTGGA................................................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................GATGTTCAGCAAGACAACAC................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................TTCAAATGGATTTCCTGC..................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................GTGTTGCAGGGACTTCAAATGGATT........................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................TTCAAATGGATTTCCTGCACA.................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................CAGATGTTCAGCAAGACAACA.................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................ATGAGATCTCTGAAAAAGTG.......................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................GTGTGTTTGTTTGCTGGCT.......................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................GTTTGTTTGCTGGCTACGTCTGTGT................................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................ATCAACAGGAGATACAAGATA................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................TTGCTGGCTACGTCTGTGTTGCAGG.......................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TGTTTGTTTGCTGGCTACGTCTGTAA................................................................................................................................ 26 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

............................................................GTTTGTTTGCTGGCTACGTCT.................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TGTTTGTTTGCTGGCTACGG...................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................ATGCTCCATATCTGGAGTAGCATGAG......................................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TGAACTCACAGATGTTCAGC........................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................AAGATAGAAGCTGCGACC....................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

TGGTAAGGATAGGTTACCTACGAGGTATAGACCTCATCGTACTCTAGAGACTTTTTCACACAAACAAACGACCGATGCAGACACAACGTCCCTGAAGTTTACCTAAAGGACGTGTTGTACTTGAGTGTCTACAAGTCGTTCTGTTGTGCAGTTTTTTTAGTTGTCCTCTATGTTCTATCTTCGACGCTTTAATTAGATAATTGATTGTTTTTG

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

#
Mismatch

Hit
Count

Total
Norm Total

GSM609234

CS Â male
total RNA
Â 

V138

Male
cold
body

V136

Male
aged
body

V139

Cold_female_body

SRR298711

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

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

V086

female
body,
aged

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM399106

female
body #2

GSM609240

IR+ 2-
18hr

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

V093

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

V141

Heat_female_body

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

SRR298712

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

GSM609239

IR- 2-
18hr

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

V006

r2d2 female:
possibly
heterozygous

SRR031692

Total
small
RNAs from
Oregon R

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V142

Oxidation_female_body

GSM399110

KC-48 #2

GSM360257

1st
instar #2

GSM280084

loqs-/-
ovaries
(18-29nt)

V140

Dessication_female_body

V015

DreRFHV148h

V137

Male
aged
head

GSM360256

1st
instar #1

V079

Oxidation,
female
head

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V077

cold,
female
head

GSM609244

KC+48 #2

GSM360260

0-1d
Pupae (w)

GSM322219

2-4day
pupae #1

GSM360262

0-2d
pupae

GSM286603

female
body

GSM609243

KC+48 #1

GSM399107

male body
#2

V012

Dcr2 male
(Katsutomo,
whole fly?)

SRR298536

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

SRR001347

ago2_untreated

GSM272653

KC -48 #1

SRR060644

A2_ovaries_total

GSM628272

ago2[414]
ovary
total RNA

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR001339

WT_females_non-
beta-eliminated

GSM322245

3rd
instar #1

GSM609238

embryo
14-24hr

GSM286604

0-1h #3
(7)

SRR001349

heterozygous_dcr-
2_untreated

SRR298537

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

GSM379055

Flam
Mutant

V078

Desiccation,
female head

GSM609237

ago2[414]
ovary
total RNA

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609251

aged
female
head

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609222

ML-DmBG1-
C1

SRR317110

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

GSM609247

heat
female
head

GSM379059

Piwi
Mutant

SRX247213

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

AGO2

SRR060643

A2_testes_total

SRR317115

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

V073

mbn2

SRR031702

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

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM364902

12-24hr
embryo

SRR341118

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

GSM379054

Flam
Heterozygote

GSM399105

disk #2

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM379052

Aub
Heterozygote

SRR001664

homozygous_dcr-
2_untreated

SRR060646

yw67c23(2)_ovaries_total

GSM609224

female,
one day

GSM286602

male body

V091

fGS/OSS
total
Â 

SRR065802

Piwi-
IP_zuc_mut_ovaries

GSM286611

6-10h #2
(11)

V096

loqsKO/f00791
ovary

GSM379061

Squ
Heterozygote

GSM272651

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

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

SRR060650

A1_testes_total

SRR031704

2'-O-
methylated
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

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR065801

zuc_het(H-
Y)_ovaries

V003

dsDcr-1
(katsutomo
RNA)

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR001348

ago2_oxidized

GSM322533

female
head #1

GSM609227

CMEW1
Cl.8+
cell

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR341117

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

GSM379065

Zuc
Heterozygote

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

S6

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

SRR065800

zuc_H-
Y_ovaries

SRR001341

WT_males_non-
beta-
eliminated

GSM379056

Krimp
Heterozygote

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR351333

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

GSM379057

Krimp
Mutant

GSM322208

3rd
instar #2

SRR341115

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

GSM379064

Vasa
Mutant

GSM275691

imaginal
disc

V126

CME
L1

GSM609229

embryo 2-
6hr

GSM371638

S2-NP

V074

S3

V080

Starvation,
female head

GSM180329

adult
bodies
(female
bodies,
male
bodies)

GSM180334

larvae:
1st
instar
and 3rd
instars

SRR060653

hs-Penelope_
ovaries_total

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

V128

S3

V148

mbn2

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

GSM280085

WT testes
(18-24nt)

GSM379050

Armi
Heterozygote

SRR317111

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

GSM379060

SpnE
Heterozygote

SRR014277

Ovary_rep1_NA_P

GSM240749

female
head

V008

S2-
DRSC

GSM286605

2-6h #1
(8)

GSM609223

male, one
day

GSM180333

late
embryo
(12-24)

GSM379051

Armi
Mutant

GSM609241

s2+48 #1

SRR014275

Ovary_rep1_LK_P

SRR060652

hs-
Penelope_testes_total

GSM609225

ML-DmBG3-
C2

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

GSM286607

6-10h #1
(10)

SRR029029

dcr-1
knockdown

GSM609217

MLDmD20c5

GSM322338

2-4day
pupae#2

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

GSM379058

Piwi
Heterozygote

SRR029031

loqs-ORF
knockdown

V014

DTT
8h

V144

OSC

GSM180335

imaginal
discs

GSM280082

WT
ovaries
(18-29nt)

GSM379066

Zuc
Mutant

GSM286606

2-6h #2
(9)

GSM286613

0-1hr #1
(A)

SRR001337

WT_females_beta-
eliminated

SRR014273

Ovary_rep1_Har_P

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

GSM609235

CMEL1

SRR341116

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

GSM280083

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

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

V134

ML-
DmD8

GSM609230

CS,ovary,AGO1IP

AGO1

V145

S2-
DRSC

GSM399101

kc167
cell

SRR097865

Drosophila
S2-NP
cells

GSM343833

S2R+ cell

SRR010953

Aub
heterozygotes,
oxidized

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

GSM609242

s2+48 #2

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR014282

Ovary_rep1_wK_P

SRR317113

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

V022

ML-
DmD32
cell

V023

Dcr2
female
head

SRX247212

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

AGO1

GSE24545

CS ovary
total
RNA

GSM379062

Squ
Mutant

SRR001338

IR_non-
beta-
eliminated

V129

ML-
DmBG1-
c1

SRR032093

ago1
knockdown

V038

Felix
sample
S2
only

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM609218

Sg4

GSM609219

GM2 cell

V032

S1
cell

.....................................................................................................................TACTTGAGTGTCTACAAGTCG........................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................AGTCGTTCTGTTGTGCAGTTT........................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................AACGACCGATGCAGACACAACGT............................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................................TTCGACGCTTTAATTAGATAA............. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................TGTTGTGCAGTTTTTTTAGTT................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........ATAGGTTACCTACGAGGTATA........................................................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..GTAAGGATAGGTTACCTACGA.............................................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................TGACACAACGTCCCTGAAGTTT................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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:6217165-6217355 + dme_164 A--TCC----AATGGA--TGCT----------------C------------CATA-----------TCTGGAGTAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTGCAGGGACT----------------TC--------------AAA-----------TGGATTT-CCTGCACAAC-----------------------A--TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGAG-ATACAAG-ATAGAAGCTGCGAAATTAATCTA----------------------------------------------------------------------------------------------TT
droSim2 3r:14862061-14862249 - dsi_32453 A--TCC----AATGGA--CGC------------------------------CATA-----------TCTGGAGCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACATCTGTGTTGTAGGGACT----------------CC--------------AAA-----------TGGATTT-CCTGCACAAC-----------------------A--TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGAG-ATACAAG-ATATAAGCTGCTAAATTGAACTA----------------------------------------------------------------------------------------------CA
droSec2 scaffold_0:15728105-

15728293 -
dse_143 A--TCC----AATGGA--CGC------------------------------CATA-----------TCTGGAGCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACATCTGTGTTGCAGGGACT----------------CC--------------AAA-----------TGGATTT-CCTGCACAAC-----------------------A--TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAACAATCAACAGGAG-ATACAAG-ATATAAGCTGCTAAATTGAACTA----------------------------------------------------------------------------------------------CA

droYak3 3R:10242931-10243122 + dya_1789 CCATCC---CAATGGA--CGC------------------------------CATA-----------TCTGGACCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTGCAGGGATT----------------CC--------------AAA-----------TGGAATT-CCTGCACAAC-----------------------A--TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGAG-ATTCAAG-ATTGGAGCTGCTGAAGTGATCTA----------------------------------------------------------------------------------------------CC
droEre2 scaffold_4770:15403094-

15403285 -
der_1515 A--TCC---CATTGGA--CGCC----------------A------------TGGA-----------TCTGGAGCCGCACGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACTTCTGTGTTGCAGGGGTT----------------CC--------------AAA-----------TGGATTT-CCTGCACAAC-----------------------A--TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAATATCAACAGGAG-ATTCAAG-ATTGGAGCTGCTAAAGCAATTTA----------------------------------------------------------------------------------------------TA

droEug1 scf7180000409692:688213-
688396 +

AA-ACC----AATGGA--AAG------------------------------TCTA-----------TCTGGAGCAGCATGAGATCTATGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGGATC----------------CG--------------GAA-----------TGGATTT-CCTG-----------------------TAGATTTG-GCAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAGAACAACAGGAA-ATGGAAG-AAACC-ACTGCCAA------CTG----------------------------------------------------------------------------------------------CT

droBia1 scf7180000302402:8304871-
8305041 +

A--T---------GGAAACGC-------------------------------CTA-----------TCTGGAGCAGCAAGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACGGGCAAC----------------CC--------------AAA-----------GGGCTTT-CTCG-----------------------TAGAATT--GCAAATCACAGATGTTCAGCAAGACAACACGTCAAAAAGAACAACAGGAG-ATGCCAGGAT--TAGC-------------TC----------------------------------------------------------------------------------------------CG

droTak1 scf7180000415380:1425449-
1425620 -

A--T---------GGA--AAC------------------------------TTTA-----------TCTGAAGCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGGATC----------------CG--------------AAA-----------TGGATTT-CCTG-----------------------TAGACTTG-GCAAATCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGAG-ATGCAAGGAT--TAGCAGTG----------------------------------------------------------------------------------------------------------G

droEle1 scf7180000490995:524316-
524579 -

G--CCC----AATGGA--AAC------------------------------TTCA-----------CCTGGAGCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGAATC----------------CG--------------AAA-----------TGGATTT-CCTG-----------------------TAGGCTAC-ACAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAAACTTCAAGGA----------T--TGTCTACGGAATTGGTTCAAAAACAACAAAGTA----------AAAGAATACCTTAACTTTAATTCTTTTTGTTTCTCTCTTGATTAATTTAAAGTCCTTTTAAACTTATTTCAT

droRho1 scf7180000777158:35324-
35492 -

A--CCC----AATGGA--AAC------------------------------TCTA-----------CCTG-----------GATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGAATC----------------CG--------------AAA-----------TGGATTT-CCTG-----------------------TAGGCTTA-CCAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAAACTTCAAGGA------------GGATCTACGAAGATTATATA----------------------------------------------------------------------------------------------GA

droFic1 scf7180000453800:2293600-
2293789 +

A--CGC----AATGGAA-AAC------------------------------TTTA-----------TCTGGAGCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGGATC----------------CA--------------AAT-----------TGGATTT-CCTG-----------------------TGGGCTTA-GCAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAATACAACAGGAG-ATGCCAAGAT--AAGCTGCGAAAATTGTTAA----------------------------------------------------------------------------------------------AA

droKik1 scf7180000302475:1404915-
1405119 +

A--TTC----AATGGA--AAC------------------------------TCAAAATGATCAACTACTGCACCGGCCTGAGAACTCTGAG-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGGATC----------------CA--------------TAA-----------AGGACTC-CATG-----------------------TAGGCTTA-GCAACTCACAGATGTTCAGCAAGACAACACGTCTAAATAATCAACAAGGATTTGCAAG-AG-TAACCAAGAAAACTGCAGTG---------------------------GAAA---------------------------------------------------------------TT

droAna3 scaffold_13340:938944-
939143 +

dan_4036 A--TCT-------GGA--T---------CTGGAA----C------------TGAA-----------TCTGGAGCAGCATGAGAACTCTGAG-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGGAG-----------GTCCT-CT--------------TCG-----------GGGCTTC-CCTG-----------------------TAGGCTTA-GCAAATCACAGATGTTCAGCAAGACAACACGTCAAAGCAAACAGCAGGAC-AA--------------------------CTA-CTACATCAAAGTGATTCCAATTCAAACAA----------------------------------------------------------------TG

droBip1 scf7180000394085:58639-
58800 -

G--AG-------AAGA--CACC----------------C------------AGGA-----------CCTGGATCTGCATGAGAACTCTGAGAAAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACAAGGAG-----------GTCCTCCC--------------AAG-----------GGGCCTT-CCTG-----------------------TAGGCTT--GCAACTCACAGATGTTCAGCAAGACAACACGTCAAAGCAAACAGCAAGAG--------------------------------------------------------------------------------------------------------------------------------

dp5 2:7251440-7251661 - dps_3824 G--TGC---------G-----------------T---------------------------------GT-GTCTTACCAAAGAACTCTGAT-AAAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATGAT------------GCCCT-----------------TTATGGACTCCAAGTGTATCTGTCTATACATCCAAAAGGGCCCATCATGTAGGCTAA-TCAACTCACAAATGTTCAGCAAGACAACACGTCAAAGCAAACAACAAGTAAATGTATC-TAATAAACTGCCAGTATGATATA--------------------------------TC------------------------------------------------------TTTCTCCA
droPer2 scaffold_0:1112036-

1112263 -
dpe_2478 G--TGC---------G-----T------GTGCGT---------------------------------GT-GTCTTACCAAAGAACTCTGAT-AAAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATGAT------------GCCCT-----------------TTATGGATTCCAAGTGTATCTGTCTATACATCCAAAAGGGCCCATCATGTAGGCTAA-TCAACTCACAAATGTTCAGCAAGACAACACGTCAAAGCAAACAACAAGTAAATGTATC-TAATAAACTGCCAGTATGATATA--------------------------------TC------------------------------------------------------TTTCTCCA

droWil2 scf2_1100000004902:91374-
91553 -

dwi_5413 A--TTA----ATTAAA--GTGT------GTGCAA---------------------------------GT-GAACTCTAAGAGAACTCTAAG-AAAGTGTGTTTGTTTGCTGGTCTACGTTTGTGTTACATGAT-TCAAT------GTTTT-CT----------------AT----------TGG-C------------------------ATCGTGTAGGCTTAATTAATTCACAAATGTTCAGCAAGACAACACGTCAGAGTAAACAACAAGA---TACAAA-A-----------------AACAA----------------------------------------------------------------------------------------------AA

droVir3 scaffold_13047:936634-
936816 -

dvi_24633 A--TGT----AATAAG--TGC---------------CTC------------TCGA-----------TAATACCGTGCGACAGAATTCTGAG-AAAGTGTGTTTGTTTGCTGA-CTACGTTTGTGTTACATGGC-GAAGTCTCGACGGCTG-CT--------------GCA-----------G------------------------ACTCGTCATGTAGATTAA-G-TACGCCCAAATGTTCAGCAAGACAACACGTCGAAGCAAGCCGCAAATG-ATCGAGG-AT---------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6540:4939456-
4939637 -

G--ATTTGTGAT-TTG--TGATCTGCATTTCAGTGGCTATCGATGAGAGACT--------------------GCAACGAGACAAATCTAAG-AAAGTGTGTTTGTTTGCTGG-CCACGTTTGTGTTACATGAT-GAAATCCTGTCAGCTG-TT--------------GCA-----------A------------------------GTTCGTCATGTAGATTAA-GCAACGCACAAATGTTCAGCAAGACAACACGTCAAA----------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_14906:5355647-
5355835 +

dgr_460 G--TG-----AT-TGG--TGC----------------------------------------------CTCTCGCACGAAGAGAAGTCTGAG-AAAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATTTC-GAACTAACGCCAGCAG-CTGCTGCTGCTGCTCCTGCT-----GCGGGTGC----------------------GTTCGTCATGTAGGTTAA-GCAACACACAAATGTTCAGCAAGACAACACGTCAAAGCAAGCCGCAATCG-AT-----------------------------------------------------------------------------------------------------------------------------
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ACGCAATAAATTGGCGGTTTGATTGAGTGGGGACAGCCGGCGATCGGCGGGGAAAACAGTCTGCGTGTGCGTTGTTTTGGTCCTTCTCCACTTCCATCCGATCAATCTTGAATTAATGCTCCACGCTATGGCTTATTTCGTTGCAGCAAGCATAGAGTTAGACCAAAACAGCGCGCACGCACACAGACTTGGAGGATCGATCGGGTATTGGGGACAATGGGTCGCACGCAGCGTCGCCGGCATCAG
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...................................................................................................................................................................................CACACAGACTTGGAGGAT................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................................................................AATGGGTCGCACGCAGCG............. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................AAACAGCGCGCACGCACACAGA........................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................TTGGTCCTTCTCCACTTC........................................................................................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................AGCATAGAGTTAGACCAAAACAG........................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................................................................AATGGGTCGCACGCAGCGTCGCC........ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................GTCTGCGTGTGCGTTGTTTT........................................................................................................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................GAAAACAGTCTGCGTGTGCGT.............................................................................................................................................................................. 21 0 1 1.00 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

...................................................................................................................................................................................................ATCGATCGGGTATTGGGGAC............................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................................TCGATCGGGTATTGGGGACAATGGG......................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................TCGTTGCAGCAAGCATAGA.......................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................................CTTGGAGGATCGATCGGGTATTGG................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................................TATTGGGGACAATGGGTCGCACGCAG............... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................................................CGGGTATTGGGGACAATGGGT........................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................AAAACAGTCTGCGTGTG................................................................................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................CGGGGAAAACAGTCTGCGTG................................................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................................................CGGGTATTGGGGACAATG........................... 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

........................................................................................................................................................................................AGACTTGGAGGATCGATCGG.......................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................CAAAACAGCGCGCACGCACACAG............................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................ATCAATCTTGAATTAATGC............................................................................................................................... 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

...................................................................................................................................................................CAAAACAGCGCGCACGCACCA.............................................................. 21 2 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

....................................................................................................................................................................................................................GACAATGGGTCGCACGCAGCGTCGCCGGCATCA. 33 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................................................CGGGTATTGGGGACAATA........................... 18 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

...................................................................................................................................................................CAAAACAGCGCGCACGCACT............................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................AAGCATAGAGTTAGACCAAAAC............................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................................ACAGACTTGGAGGATCGATC............................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................GCTATGGCTTATTTCGTTG....................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................CAAAACAGCGCGCACGCAC................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TCTGCGTGTGCGTTGTTTTGGC..................................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................GTCTGCGTGTGCGTTGTTTTGGT..................................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................................CACACAGACTTGGAGGAC................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................CGTGTGCGTTGTTTTGGA..................................................................................................................................................................... 18 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................................GATCGATCGGGTATTGGG.................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

..............CGGTTTGATTGAGTGGGGCAG................................................................................................................................................................................................................... 21 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 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

TGCGTTATTTAACCGCCAAACTAACTCACCCCTGTCGGCCGCTAGCCGCCCCTTTTGTCAGACGCACACGCAACAAAACCAGGAAGAGGTGAAGGTAGGCTAGTTAGAACTTAATTACGAGGTGCGATACCGAATAAAGCAACGTCGTTCGTATCTCAATCTGGTTTTGTCGCGCGTGCGTGTGTCTGAACCTCCTAGCTAGCCCATAACCCCTGTTACCCAGCGTGCGTCGCAGCGGCCGTAGTC

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

#
Mismatch

Hit
Count

Total
Norm Total

GSM609222

ML-DmBG1-
C1

V129

ML-
DmBG1-
c1

SRX247213

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

AGO2

V074

S3

GSM609225

ML-DmBG3-
C2

SRR001664

homozygous_dcr-
2_untreated

SRR029030

dcr-2
knockdown

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR032093

ago1
knockdown

SRR032094

ago2
knockdown

SRR001349

heterozygous_dcr-
2_untreated

SRR032092

mock
oxidized

V073

mbn2

GSM343833

S2R+ cell

V078

Desiccation,
female head

GSM609230

CS,ovary,AGO1IP

AGO1

GSM343832

S2R+ cell

V091

fGS/OSS
total
Â 

V144

OSC

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR029032

r2d2
knockdown

SRR029608

total small
RNAs from
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heterozygous
flies

SRR029028

untreated
(mock)

V008

S2-
DRSC

SRR097865

Drosophila
S2-NP
cells

SRR001340

IR_beta-
eliminated

SRR001348

ago2_oxidized

SRR317117

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

GSM609219

GM2 cell

GSM609250

ML-DmD32
cell

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V077

cold,
female
head

GSM609224
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one day

V145

S2-
DRSC

V146

S1
cell

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V085

CME
W2
wing
disc

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR060651

A2_ovaries_Ago3

AGO3

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

SRR029033

lacZ
knockdown

SRR097867

Drosophila
S2-NP
cells

GSM609218

Sg4

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609227

CMEW1
Cl.8+
cell

SRR031692

Total
small
RNAs from
Oregon R

GSM609237

ago2[414]
ovary
total RNA

SRR351333

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

SRR010954

Aub trans-
heterozygotes,
oxidized

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V079

Oxidation,
female
head

SRR029031

loqs-ORF
knockdown

SRR031704

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

GSM609242

s2+48 #2

SRR001344

dcr-
2_beta-
eliminated

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR060643

A2_testes_total

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

V014

DTT
8h

GSM399101

kc167
cell
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GM2
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V036

ML-
DmD20c5
cell

V092

dcr-
2[G31R]
male
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RNA Â 

SRX247212

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

AGO1

V131

ML-
DmD16-
c3

V133

Sg4

V136

Male
aged
body

V142

Oxidation_female_body

V003

dsDcr-1
(katsutomo
RNA)

V0632

wt
ovary
AGO1-
IP,
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..........................................................................................................................................................CTCAATCTGGTTTTGTCGCGC....................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................TGTGTCTGAACCTCCTAGCTA............................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................AGACGCACACGCAACAAAAC....................................................................................................................................................................... 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

....................................................................................AGAGGTGAAGGTAGGCTAGTTA............................................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0

.......................................................................................................TTAGAACTTAATTACGAGGTG.......................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................CGAGGTGCGATACCGAATAAA............................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................TCTGGTTTTGTCGCGCGTGCGT................................................................. 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

.........TAACCGCCAAACTAACTCACC........................................................................................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................CGCACACGCAACAAAACCAGGAA................................................................................................................................................................. 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

...............................................................................CAGGAAGAGGTGAAG........................................................................................................................................................ 15 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 0 0 0 0 0 0 0 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:1618702-1618947 + sblock95357 ACGCAATAA------A------------TTGGCGGTTTGATTGAGTG----GG-------------------------------------GACAGCCGGCGATCGGC-GGG------------G------------------------AAAA---CA--GTCTGCGTGTGCGTTGTTTTGGTCCT-TCTCCACT--TCCAT--CCGATCA-----ATCT----TGAA---TTA---ATGCTC--------CACG----CTATGGCTT-ATTTCGTTGCAGCAAGCATAGAGTTA--------------------------------------------------------------------GACCAAAACAGCGCGCACGCAC--ACAGACTTGGAGGATC----------------------------G-----ATCGGGTATT---GGGGACAATGGGTCGCACGCAGCGTCGCCGGCATCAG------------------------
droSim2 3l:1528624-1528865 + ACGCAATGA------A------------TTGGCGGTTTGATTGAGTG----GG-------------------------------------GCCAGCAAGCGATCGGC-GGG------------G------------------------AAAG---CA--GTCTGCGTGTGCGTTGTTTTGGTCCT-TCTCCACT--TTCAT--TCGATCA-----ATCC----TGAA---TTA---ATGCTC--------CACG----CTATGGCTT-ATTTCGTTGCAGCAAGCATAGAGTTA--------------------------------------------------------------------GACCAAAACAGCGCACACAC------AGACTTGGAGGCTC----------------------------G-----ATCGGGTATT---GGGGACAATGGGTCGCACGCAGCGTCGCCGGCATCAG------------------------
droSec2 scaffold_2:1644990-1645231

+
ACGCAATGA------A------------TTGGCGGTTTGATTGAGTG----GG-------------------------------------GCCAGCAAGCGATCGGC-GGG------------G------------------------AAAG---CA--GTCTGCGTGTGCGTTGTTTTGGTCCT-TCTCCACT--TTCAT--TCGATCA-----ATCC----TGAA---CTA---ATGCTC--------TACG----CTATGGCTT-ATTTCGTTGCAGCAAGCATAGAGTTA--------------------------------------------------------------------GACCAAAACAGCGCACACAC------AGACTCGGAGGCTC----------------------------G-----ATCGTGTATT---GGGGACAATGGGTCGCACGCAGCGTCGCCGGCATCAG------------------------

droYak3 3L:1569788-1570010 + ACGCAATGA------A------------TTGGCGGTTTGATTGAGTG----GG-------------------------------------GATC--------------------------------------------------------AC---CA--GTCTGCGTGTGCGTTGTTTTGGTCCA-TCTCCTCT--TCCAT--ACGATCA-----ATCC----TGAA---TTA---ATGCAC--------CACG----CTCTGGCTT-ATTTCGTTGCAGCAAGCATAGAGTTA--------------------------------------------------------------------GACCAAAACAGCGCACACAC------AGACTTGGAGGATC----------------------------G-----ATCAGGGACT---GGGGACAATGGGTCGCACGCAGCGTCGCCGGCATCAG------------------------
droEre2 scaffold_4784:1598244-

1598485 +
ACGCAATGA------A------------TTGGCGGTTTGATTGAGTG----GG-------------------------------------GATTACCAGCAAACGGC-GGG------------G------------------------AAAA---CA--GTCTGCGTGTGCGTTGTTTTGGTCCT-TATCCTCT--TCCAT--CCGATCA-----ATCC----TGAA---TTA---ATGCAC--------CACG----CTCTGGCTT-ATTTCGTTGCAGCAAGCATAGAGTTA--------------------------------------------------------------------GACCAAAACAGCGCGCACAC------AGACTTGGAGGATC----------------------------G-----ATCAGGGATT---GGGGACAATGGGTCGAACGCAGCGTCGCCGGCATCAG------------------------

droEug1 scf7180000409007:437295-
437529 +

GCGCAATAA------A------------TTGGCGGTTTGATTGAACG----GG-------------------------------------AATTACCGACGATCGGC-AAT------------G------------------------AGAA---CA--GTCTGCGTGTGCGTTGTTTTGGTCTT-TTTCCTTA--TCCAC--CCAATCA-----ATCG----TGAA---TTA---ATGCAT--------CATG----CTCTGGCTT-ATTTCGTTGCAGCAAGCATAGAGATA--------------------------------------------------------------------GACCAAAACACCGCACACCC------AGACTGGGAGAATC----------------------------G-----A-------TT---AAGAAAAATGGGTCGCACCCAACGTCACCGGCTTCAG------------------------

droBia1 scf7180000300910:1738216-
1738442 +

ACGCAATGA------A------------TTGGCGGTTTGATTGAGCG----GG-------------------------------------T-----------------------------------------------------------AT---CA--GTCTGCGTGTGCGTTGTTTTGGTCCC-CTTCCCCA--CAGAA--CCCATCA-----ATCC----TGAA---TTA---ATGCGC--------CACG----CTCTGGCTT-ATTTCGTTGCAGCAAGCTTAG-GATA--------------------------------------------------------------------GACCAAAACAGCGCACACAC------AGACTAGGAGGATC----------------------------AGCAGGATCAGGGAATCAGGGGAAGCATGGGTCGCACTCAGCGCCGCCGGCAACAG------------------------

droTak1 scf7180000415095:160194-
160414 -

ACGCAATGA------A------------TTGGCGGTTTGATCGAGTG----GC-----------------------------------------------------------------------------------------------TAAT---CA--GTCTGCGTGTGCGTTGTTTTGGTGCTCTTTTCTT-------------ATCC-----ATCC----TGAA---T----------------------------TCTGGCTT-ATTTCGTTGCAGCAAGCTTAGATCTC-----TTAT----------------------------------------------CT-TA--GAGA-AAACCAAAACAGCGCACACGTAG--AGAGACTAGGAGCATC------------------------TAGTG-----ATCAGGATCA---GGGAACAATGGGTCGCACCCAGCGTCGCCGGCTGCAG------------------------

droEle1 scf7180000491249:3961898-
3962143 -

ACGCAATGA------A------------TTGGCGATTTAAATGCGTG----GA-------------------------------------AATTACCAGCAATAAGT-GGG------------G-----------------------CGGAG---CA--GTCTGCGTGTGCGTTGTTTTGGTCCT-TTTCCCCA--TTTACCTAAGATTA-----ATTT----CAAC---CTA---ATGC--------------------TTGGCTT-ATTTCGTTGCAGCAAGCATAGAGATA----------------------------------TAG----------------------ATAT-A-TAGACCAAAACAGCGCACACAC------AGACTAGAAGGATT----------------------------C-----A-CGGGGATC---GGGAATAATGGGTCGAACTCAGCGCCTAAGGCTTCAG------------------------

droRho1 scf7180000776850:331957-
332187 -

ACGCAATGA------A------------TTGGCGGTTTGATTGAGTG----GA-------------------------------------AATTACCAACAGTCATA-GGG------------G-----------------------CAAAA---CA--GTCTGCGTGTGCGTTGTTTTGGTCCT-TTTCCCA---TTTAC--CTGA----------------TAAA---TTA---ATGCTC--------CACG----CTCTGGCTT-ATTTCGTTGCAGCAAGCATAGAGATA----------------------------------TAG----------------------ATA----AAGACCAAAACAGCGCACACAC------AGACTAC-----TA----------------------------G-----A-------TC---GGAAATAATGGGTCGCACTCAGCGCCTCCGGCTTCAG------------------------

droFic1 scf7180000454113:463856-
464101 -

ACGCAATAA------A------------TTAGTGGTTTGATTGAGTG----GA-------------------------------------AATTACCATCGATTGGTTGGG------------G------------------------TAAA---CA--GTCTGCGTGTGCGTTGCTTTGGTCCT-TTTCCACA--TTCAA--CCGATTA-----AACA----TAAA---TTA---ATGCTC--------CAAG----CTCTGGCTT-ATTTCGTTCCAGCAAGCATAGAAATA-----------------------------------------------------------------G-AGACCAAAACAGCGCACACAC----ACAGATTAAAAGCAGC----------------------------A------CTGGGGCTC---GGGAGTAATGGGTCGCACACAGCGTAACCGGCTTCAA------------------------

droKik1 scf7180000302577:87858-
88091 +

GCCGGATGA------A------------TTGGCGGTTTAATA-AT---------------------------------------------------TG----------------------------------------ATGGTCAGGC--AGCGTCAGCTTCTGCGTGTGTGTTGTTTTGGCCCA-ATTTCCAA--G---------CTTA-----AATC----CGAA---TTA---ATGCAC--------CACCAAAATCCTTGCTT-CTTTACTTGCAGCAAGCGTAGACCGA--------------A-------------------G------------------AACTAGACA--GGACAGCCAAAACAGCACACACGC------AGCCA-------------------------------------G-----GTCAGGGATC---AGGCACAATGGGTCGCACTCAGCGTCGTCGCAGCCAC------------------------

droAna3 scaffold_13337:12493403-
12493680 +

GTACAATGA------A------------TTGGCAGTTTAATTAAGTTCTGGGA-------------------------------------ATATCCCATCAATTAGC-GGA------------G----AGAGCAGAAAGTGGTCAGGC--AA---CA--GTATGCGTGTGTGTTGTTTTGGCCCT-TTTTCAAA--A---------CTCG-----AATT----TGAA---TTAATT-TGTAC--------CTCG----CACTTGCTT-CTTTCGTTGCAGTAAGCAAAA-GCAA-----------------------------------AA------------------CTATA--AAGG-CTGCCAAAACAACACACACGCAC--GCAGTCCTCG----TC----------------------------CTCGAAGTCAGGGAACTCTCATCGAAATGGGCCGCACCCAGCGAAAGCGCCGCCAA------------------------

droBip1 scf7180000396589:1493958-
1494228 -

GTACAATGA------A------------TTGGCAGTTTAATTAAGTGGGTGGA-------------------------------------ATATCCCCTCAATTAGC-GGA------------G----AGAGCCGAAAGTGGTCAGGC--AA---CA--GTATGCGTGTGTGTTGTTTTGGCTCT-TTTTCGAA--A---------CTCG-----AATT----TGAT---TTAATT-TGTAC--------CTCG----CACTTGCTT-CTTTCGTTGCAGTAAGCAAAA-GCAA-----------------------------------AG------------------CTATA--AAGG-AAGCCAAAACAACACACACGC------AGACCTCG----TT----------------------------C---AAGTCAGGGATTTATCATCGAAATGGGTCGCACCCAGCGGAAACGCCGCCAA------------------------

dp5 XR_group8:4175714-4175994 + -CGCAGTACTATT---------------GT-------------AGCG----GAATATTCCATCAATTAGAATAGCATCAGGCAAAATG--------------------------------------AAACCAAAGAAAGAGGTCAGGC--AA---CA--GTATGCGTGTGTGTTGTTTTGGCCCT-TTTAGAGA--TCGAG---------AGTGTAATTTCAATGAA---TTA---ATGTAC--------TACG----CACTTGCTT-CTTTCGTTGCAGTAAGCACATACGCA----------------------------------TAGAATACACACATAGTAGC------------ACGGCCAAAACAGCACACACGCAGCCACAGACTGAAAGGAA--------------------------------------------------TAGCCATGGGTCGCACACAACGCCTTCGTCGACGC------------------------
droPer2 scaffold_29:411524-411804 + -CGCAGTACTATT---------------GT-------------AGCG----GAATATTCCATCAATTAGAATAGCAACAGGCAAAATG--------------------------------------AAAGCAAAGAAAGAGGTCAGGC--AA---CA--GTATGCGTGTGTGTTGTTTTGGCCCT-TTTAGAGA--TCGAG---------AGTGTAATTTCAATGAA---TTA---ATGTAC--------TACG----CACTTGCTT-CTTTCGTTGCAGTAAGCACATACGCA----------------------------------TAGAATACACACATAGTAGC------------ACGGCCAAAACAGCACACACGCAGCCACAGACTGAAAGGAA--------------------------------------------------TAGCCATGGGTCGCACACAACGCCTTCGTCGACGC------------------------
droWil2 scf2_1100000004762:1315078-

1315323 +
TTGAAATGT----GCG------------TCGTTAATCTAATAGAATA----GT--------------------------------------------------------------------------------------AGGTCAGGC--AA---CA--GTTTGCGTGTGTGTTGTTTTGGCCCT-TAACAAGA--C----------TC--------------TGAGACTTTA---A----------------C----AAGTTGCTTCCTTTCGTTGCAGCAAGTATAAAAACA----------------------------------TAA----------------------ATAA-T-AGAGCCAAAACAGAACACACGC------AGGCCAAACAGATCTGACCAAATCCCACCCGGACCCACACAAG-----ACCGAGT-T-------CAAGATGGGACGCACCGAGCGCCACCGCCAACGC------------------------

droVir3 scaffold_13049:5272577-
5272819 -

GTT-AATGA------T------------TAGG--------------------------------------ACAGCAT---GCGTATTAAAAGT---TA------------------AAACAGAACGAC--ATC--AAAGAGGTCAGGC--AA---CA--ATTTGCGTGTGTGTTGTTTTGGCCCC-TTTTCGCA--ATT-------------------------AAC---TCA---ATGCACTAAGTACGTACG----CACTTGCTT-CTTTCGTTGCAGCAAGCCTAAAGTAAATCTCACATCCTAAA-------------------G------------------CATTTTA---CGG-GCGCCAAAACAGCACACACGC------AG-----------------------------------------------------------------AATGGGACGCACTCAGCGCCAACGACATCGT------------------------

droMoj3 scaffold_6680:3637002-
3637301 -

AGGCA-TGA------T------------GT-GCAGATTAT-TG--------------------------------------------------------------GC-TATAAATATACAAGAAAA--AGAGC--AAAGAGGTCAGGC--AA---CA--GTATGCGTGTGTGTTGTTTTGGCCCC-TTTTCGAAAAATTAG--TTGAT--ATTTT-ATTTTAATGCC---TTT---ACGAAC-------GTACG----CACTTGCTT-CTTTCGTTGCAGCAAGACTAAAAACAAAAACAAAACCTAAAAAAAAAAAAAAAACAAAAAC------------------AAATAAA---CGG-GCGCCAAAACAGCACACACAC------TC---------------------------------------------------------------AGTATGGGGCGCACACAGCGGCACAGACAGCGTCGCAATTTACAAACACCAACACCA

droGri2 scaffold_15110:13714591-
13714814 +

GCAGCGCAG------ATTAGTTGCATATGCTGCGGC-TAATTAAA-----------------------------------------------------------------------------------AAAAC--AAAGAGGTCAGGC--AA---CA--ATATGCGTGTGTGTTGTTTTGGCCCC-TTTTGTAG-----AC------CCG-----AG-T----AGAT---TTA---ACG-------------------C---TGCTT-CTTTCGTTGCAGCTAGCAAAACTC-------ACCTC--AAG-------------------G------------------CATTAAA---CGG-GCGCCAAAACAGCACACACAT------ACAC------------------------------------------------------------GAAAATGGGACGCACACAGCGCCAGCGCCGGCGTCA---TT-----------------
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TATACAAAAGTTTAACTAATGTTGGTCTAGGTCACGAATTACAACGCTAAAGATGTTTTGTCACCAAAAATGGAATTTTTCTTTTAATGCTAGAAGTTTTAAAAAGTGCTATAGATAAATTTCATTTTTTGTACAAAGCGCCGAACTTGTTAAGAATTATATAGTTTTTAAAAAAAATCCATTACTAGTTTTTTGAG
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age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM609235

CMEL1

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609220

ML-DmD21
cell

V079

Oxidation,
female
head

GSM609237

ago2[414]
ovary
total RNA

V131

ML-
DmD16-
c3

V134

ML-
DmD8

V142

Oxidation_female_body

V145

S2-
DRSC

V146

S1
cell

SRR031702

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

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM628272

ago2[414]
ovary
total RNA

V086

female
body,
aged

V091

fGS/OSS
total
Â 

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

V008

S2-
DRSC

GSM360256

1st
instar #1

GSM609229

embryo 2-
6hr

SRR317117

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

SRR298536

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

GSM609225

ML-DmBG3-
C2

GSM385822

OSS_s8

GSM609218

Sg4

GSM609250

ML-DmD32
cell

GSM609238

embryo
14-24hr

GSM385821

OSS_s7

GSM322338

2-4day
pupae#2

SRR317112

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

V093

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

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM343832

S2R+ cell

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM360260

0-1d
Pupae (w)

GSM360262

0-2d
pupae

GSM371638

S2-NP

V136

Male
aged
body

SRR031704

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

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

GSM609240

IR+ 2-
18hr

SRR010956

Piwi IP in
Ago3
heterozygotes

SRR014277

Ovary_rep1_NA_P

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609226

CMEW1
Cl.8+
cell

V036

ML-
DmD20c5
cell

GSM609223

male, one
day

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V129

ML-
DmBG1-
c1

...........................................................................................................GCTATAGATAAATTTCATTTTT.................................................................... 22 0 1 16.00 16 0 1 5 0 0 1 2 0 0 1 2 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................TGCTATAGATAAATTTCATTTT..................................................................... 22 0 1 9.00 9 0 2 0 0 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 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 0 0 0 0

..........................................................................................................TGCTATAGATAAATTTCATTT...................................................................... 21 0 1 6.00 6 0 2 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................AATGGAATTTTTCTTTTAATGCT.......................................................................................................... 23 0 1 4.00 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......AAAGTTTAACTAATGTTGGTCTAGGT..................................................................................................................................................................... 26 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

.............................................................................................................TATAGATAAATTTCATTTTT.................................................................... 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

..........................................................................................................TGCTATAGATAAATTTCATTTTTATC................................................................. 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 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................GCTATAGATAAATTTCATTTTTA................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................TGTACAAAGCGCCGAACTTGTA.............................................. 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

....................................................................................................................................ACAAAGCGCCGAACTTGTTGT............................................ 21 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

................................................................................................................................TTGTACAAAGCGCCGAACTTGT............................................... 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

..................ATGTTGGTCTAGGTCACGAA............................................................................................................................................................... 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

..............................................................................................................ATAGATAAATTTCATTTTT.................................................................... 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

..........................................................................................TAGAAGTTTTAAAAAGTGCTATAG................................................................................... 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

..........TTTAACTAATGTTGGTCTAGGTC.................................................................................................................................................................... 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

.......................................................................GGAATTTTTCTTTTAAT............................................................................................................. 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

Anti-sense strand reads

ATATGTTTTCAAATTGATTACAACCAGATCCAGTGCTTAATGTTGCGATTTCTACAAAACAGTGGTTTTTACCTTAAAAAGAAAATTACGATCTTCAAAATTTTTCACGATATCTATTTAAAGTAAAAAACATGTTTCGCGGCTTGAACAATTCTTAATATATCAAAAATTTTTTTTAGGTAATGATCAAAAAACTC

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

#
Mismatch

Hit
Count

Total
Norm Total

GSM609222

ML-DmBG1-
C1

SRX247213

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

AGO2

V086

female
body,
aged

V091

fGS/OSS
total
Â 

SRR031692

Total
small
RNAs from
Oregon R

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V036

ML-
DmD20c5
cell

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609224

female,
one day

GSM609229

embryo 2-
6hr

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR317113

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

GSM467731

Dmel_loq_sRNAseq

GSM322533

female
head #1

GSM399107

male body
#2

SRR014282

Ovary_rep1_wK_P
V073

mbn2

GSM385744

OSS_s2

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR029633

total
small RNAs
from hen1
homozygous
flies

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM385748

OSS_s6

SRR031700

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

GSM385822

OSS_s8

GSM609230

CS,ovary,AGO1IP

AGO1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V031

GM2
cell

GSM609251

aged
female
head

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V074

S3

SRR001347

ago2_untreated

SRR001349

heterozygous_dcr-
2_untreated

GSM609225

ML-DmBG3-
C2

V078

Desiccation,
female head

SRR060652

hs-
Penelope_testes_total

GSM385821

OSS_s7

SRR010953

Aub
heterozygotes,
oxidized

SRR029028

untreated
(mock)

GSM609223

male, one
day

GSM628272

ago2[414]
ovary
total RNA

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V008

S2-
DRSC

V015

DreRFHV148h

V077

cold,
female
head

GSM609226

CMEW1
Cl.8+
cell

GSM609227

CMEW1
Cl.8+
cell

GSM371638

S2-NP

V147

1182-
4H
cell

GSM286613

0-1hr #1
(A)

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V146

S1
cell

SRR065802

Piwi-
IP_zuc_mut_ovaries

GSM609234

CS Â male
total RNA
Â 

GSM609217

MLDmD20c5

GSM609237

ago2[414]
ovary
total RNA

SRR298711

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

GSM609240

IR+ 2-
18hr

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

GSM609248

ML-DmD9
cell

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

GSM286606

2-6h #2
(9)

SRR031698

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

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR065801

zuc_het(H-
Y)_ovaries

GSM379057

Krimp
Mutant

SRR001345

ago2_non-
beta-
eliminated

V079

Oxidation,
female
head

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

.....................................................................................................................................................AATTCTTAATATATCAAAAATTT......................... 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

....................................................................................................................................................................TAAAATTTTTTTTAGGTAAT............. 20 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chrX:11767675-11767871 + sblock204826 TATACAAAAGTTTA---------------------------------------------------------------------------------------------------------------------------------------------ACTAATGTTGGTCTAGGTCACGAATTAC-AACGCTA---------------------AAGATGTTT---TGTCACCAAAAATGGAA-TTTTTCTTTTAATGC---TAGAAGTTTTAAAAAGT----------------GCTATAGATAAATTTCATTTTTTGTACAAAGCGCCGAACTTGTTAAGAATTATAT--AGT----------------TT-------TTAAAAAAAATCCATTA-------CTAGTTT------------TTTGAG
droSim2 x:11147967-11148151 + TAGACCAAACTTTA---------------------------------------------------------------------------------------------------------------------------------------------GCTAATGTTGGTCTAGGTCACGGATGCC-A-----A---------------------GAGATGTTT---TGTCACTGAGAATGGAA-TTT-TCTTTTATTGC---TACGAGA-----TAAGA----------------GCTATAGATAAATTTAATTTTGTGTACCAAGTGCCGAATTCGTT---------------T----------------TT-------TTCAAAAAATTCCATTA-------CTATTTTTTTTTTATTAGTTTTGAG
droSec2 scaffold_36:440728-440912

+
TAGACTAAACTTTA---------------------------------------------------------------------------------------------------------------------------------------------ACTAATGTTGGTCTAGATCACGGATGCT-A-----A---------------------AAGATGTTT---TGTCACTAAGAATGGAA-TTTTTCTTTTATTGC---TAGGAGA-----TAAGA----------------GCTATAGATAAATTAAATTTTGTGTACCAAGCGCCGAATTCGTT---------------T----------------TT-------TTCAAAAAATTCCATTACTATTCTTTT--------TTACTAGTTTTGAG

droYak3 X:14930351-14930484 - TAAA-----GCCTA---------------------------------------------------------------------------------------------------------------------------------------------ACTAATGTTGGTCTAGGTCATGGATTTTTTGTATTC---------------------AAGATTTTT---TGTCAGTTTGAATTTAA-TGTATTTTTT------------AAA-----TAAGAGCATTTTTTTAAAACTG---AATCATAATATT------------------------------TTATTACTC--AGC----------------------------------------------------------------------TATT
droEre2 scaffold_4690:3431493-

3431654 -
TGAA----AGTTTA---------------------------------------------------------------------------------------------------------------------------------------------AGTAATGTTGGTCCAGGTCAGGGGTTTT-TATATTA---------------------AAGTTTTTTTTCTGTCAGTTTGAATTGAA-TGTTT----TAATTTGAATAGAAGATTTAAAA---------------AATTGCTATAGCTTTATGTC------------------------------TAATTATTT--AGT----------------TTTTTTAGA---------ATTCGTCG-------CTCCA--------------TTTGAT

droEug1 scf7180000409008:1164075-
1164222 +

TGACCTGTAATTACAAAAATTTG----------------------------------------------------------------------------------ATTCTTTACTCAGAAAACTTAAAGATGTTCATGATTTTTAAGTTTAAAAAAATTATGTTGACCTAGGCCATGAATCTC-CAT--------------------------------------GTCACTTTA----------------------------------------------------------------------------------------------------------------------------AAGTTTAAACA------TAA---------ATTTCTTT-------ATAAATT------------TATGAT

droBia1 scf7180000302126:533157-
533247 +

TTTATTATTA--------------------------------------------------------------AAATTCTTATATAAATATTACCCACTTTTTTATCC------------------------------------------------------------------------------------------------TAACACTTTG-----------------------------------------------------------------------------------------------------------------------------ACAAATAAAC--AAA----------------TT-------ATTAAAT----------------ATTTCTAC------------ATTTTC

droTak1 scf7180000415169:173733-
173991 -

TAGTGAAAAATTTGGACAAGTGAATTTAAAAGGATTCAAAAATTAAATCTTAAGTGCTTACATTTGTGGTTAATTTTTTTTTCAAATTGTAATTTTCTTTTATTATTTGTTGGTTGAGCAAATTTAAAGTTTCGGTGGATCTTTCGGTT----ATACTGATGTTGTCCTAGGTCATGAATATA-CAC----------------------------------------TAGCATTAAGCGAAAATTTA----CAATTTTAAAATAAGGTTTAAAAATA----------------TCAAGATATAAACTAC-----------------------------------------------------------------------TAAAAAAAT--------------------------------TTTTAT

droRho1 scf7180000779481:241146-
241164 -

AGACTA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TAAAAAAAATACA-----------------------------------

droKik1 scf7180000302344:884489-
884529 -

ATTATAAAATT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GTT-------------------------------------------------------------------------AAA-----AAA----------------------------------------------------------------------------------------------------------------TAGCAATA-------ATAATTT------------TAAAAT

droAna3 scaffold_12948:420669-
420781 -

CTTTTAAT-TCTAA---------------------------------------------------------------------------------------------------------------------------------------------AATAATTTGGGAATA--TTATTAATAGC-T-----TGATATTTAATGTTAATAAATTG-----------------------------------------------------------------------------------------------------------------------------ATATGTAAATCTAATTTGTAAAAGTTATCCA------TAA---------ATCCGTTA-------CCAATT-----------------TT

droBip1 scf7180000394999:3011-
3061 +

AGTATTGTGTA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GTT---------------------AGGA-----------------------------------------------------------------------------------TAAAAATTCAGTTTGGAGTA-----------------------------------------------------------------------------------CTAATAT------------ATCAAT

Generated: 09/09/2015 at 12:39 AM
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1
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0
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0
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779481:241146-241164
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302344:884489-884529
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12948:420669-420781
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000394999:3011-3061
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GCTCAGGCGTTCGCCGAGGCCCAGCAGTGGCCTAGCGGGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATACAGCAGGATTCGGTGCAGGAA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR065806

Piwi-
IP_squ_mut_ovaries

V137

Male
aged
head

SRR001348

ago2_oxidized

SRR031698

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

V140

Dessication_female_body

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

V132

ML-
DmD32

V141

Heat_female_body

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM609224

female,
one day

V142

Oxidation_female_body

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

V134

ML-
DmD8

SRR010959

Ago3 IP in
heterozygotes

AGO3

GSM360256

1st
instar #1

SRR065807

Piwi-
IP_squ_het_ovaries

SRR298536

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

V128

S3

V136

Male
aged
body

GSM609223

male, one
day

SRR001347

ago2_untreated

SRX247213

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

AGO2

V085

CME
W2
wing
disc

V126

CME
L1

GSM360257

1st
instar #2

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

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

V131

ML-
DmD16-
c3

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V086

female
body,
aged

GSM609222

ML-DmBG1-
C1

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSE24545

CS ovary
total
RNA

V127

G2

GSM609229

embryo 2-
6hr

SRR031702

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

GSM240749

female
head

GSM399110

KC-48 #2

GSM286604

0-1h #3
(7)

SRR014273

Ovary_rep1_Har_P

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR298537

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

SRR298712

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

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

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

GSM322543

male head
#1

V145

S2-
DRSC

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR010953

Aub
heterozygotes,
oxidized

GSM467731

Dmel_loq_sRNAseq

GSM322533

female
head #1

GSM286602

male body

GSM609241

s2+48 #1

GSM609244

KC+48 #2

GSM364902

12-24hr
embryo

SRR010955

Aub IP in
Ago3
heterozygotes

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR060646

yw67c23(2)_ovaries_total

SRR060649

A2_ovaries_FLAG-
Piwi

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

SRR065800

zuc_H-
Y_ovaries

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

GSM609240
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18hr

GSM609235

CMEL1
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ML-
DmD8
cell

V037

Felix
sample
+mirtrons

V078

Desiccation,
female head

V080

Starvation,
female head

GSM609237
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ovary
total RNA

GSM628272

ago2[414]
ovary
total RNA

V093

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

V125

ML-
DmD9
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Male
cold
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V144
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cell

SRR031701

Total small
RNAs from
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flies

GSM379061
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SRR031704
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from r2d2
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flies
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total
RNA Â 

SRR341115

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

SRR031692

Total
small
RNAs from
Oregon R
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GM2
cell

V074

S3

V077

cold,
female
head

GSM379050

Armi
Heterozygote

GSM609234

CS Â male
total RNA
Â 

GSM609238

embryo
14-24hr

GSM379057

Krimp
Mutant

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM1528798

follicle
cells

GSM180328

adult
heads
(female
heads,
male
heads)

GSM180333

late
embryo
(12-24)

GSM379051

Armi
Mutant

GSM379065

Zuc
Heterozygote

GSM379066

Zuc
Mutant

GSM379067

SpnE
Mutant

GSM385744

OSS_s2

GSM385748

OSS_s6

GSM286601

male head

GSM286611

6-10h #2
(11)

GSM322208

3rd
instar #2

GSM322338

2-4day
pupae#2

GSM399105

disk #2

GSM399106

female
body #2

GSM399107

male body
#2

GSM360262

0-2d
pupae

GSM609242

s2+48 #2

SRR001664

homozygous_dcr-
2_untreated

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR032093

ago1
knockdown

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR060643

A2_testes_total

SRR060651

A2_ovaries_Ago3

AGO3

SRR065801

zuc_het(H-
Y)_ovaries

SRR065802

Piwi-
IP_zuc_mut_ovaries

SRR097865

Drosophila
S2-NP
cells

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

SRR317112

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

SRR317113

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

GSM609218

Sg4

GSM609219
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GSM609220

ML-DmD21
cell

V022

ML-
DmD32
cell

V023

Dcr2
female
head

GSM399101

kc167
cell

GSM609249

ML-DmD21
cell

V032

S1
cell

GSM609227

CMEW1
Cl.8+
cell

GSM609250

ML-DmD32
cell

V036

ML-
DmD20c5
cell

V038

Felix
sample
S2
only

GSM609230

CS,ovary,AGO1IP

AGO1

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V135

CME
W2
(wing
disc
line)

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR097866

Drosophila
S2-NP
cells

SRR010954
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heterozygotes,
oxidized

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R
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Dcr2 male
(Katsutomo,
whole fly?)

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1
V073
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SRR341118

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

V008

S2-
DRSC

SRR029033

lacZ
knockdown

GSM609221

1182-4H
cell

SRR031700

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

GSM609247

heat
female
head

GSM379054

Flam
Heterozygote

SRR014277

Ovary_rep1_NA_P

GSM609225

ML-DmBG3-
C2

V096

loqsKO/f00791
ovary

SRR001339

WT_females_non-
beta-eliminated

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

GSM609239

IR- 2-
18hr

..................................................GATTGGCAAGCGACTGGTGGCG............................................................................................. 22 0 1 56.00 56 0 4 0 0 1 0 4 2 0 0 3 0 4 0 0 0 0 5 1 0 0 0 1 2 0 0 0 0 0 2 0 0 0 1 1 3 3 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 1 1 0 0 1 0 0 0 0 0 0 0 1 1 1 0 1 0 0 0 1 1 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 1 0 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 0

.............................................................................................CGGCCGCGCATTGCCATTCTCA.................................................. 22 0 1 23.00 23 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 1 0 0 0 0 0 2 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 1 0 0 0 0 0 1 0 0 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................AGATTGGCAAGCGACTGGTGGCG............................................................................................. 23 0 1 13.00 13 0 3 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 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 1 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

.............................................................................................CGGCCGCGCATTGCCATTCTC................................................... 21 0 1 7.00 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 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

..................................................GATTGGCAAGCGACTGGTGG............................................................................................... 20 0 1 6.00 6 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................AAGCGACTGGTGGCGATGGAGA...................................................................................... 22 0 1 6.00 6 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 0 0 0 0 0 0 0 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................ATTCTCACGCAGGGCTGCGA..................................... 20 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GATTGGCAAGCGACTGGTGGC.............................................................................................. 21 0 1 5.00 5 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 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

...........................TGGCCTAGCGGGGACCTGCGCGA................................................................................................................... 23 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................AGATTGGCAAGCGACTGGTGG............................................................................................... 21 0 1 4.00 4 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................CGACTGGTGGCGATGGAGAAGA................................................................................... 22 0 1 4.00 4 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................CATTCTCACGCAGGGCTGCGATC................................... 23 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................ACTGGTGGCGATGGAGAAG.................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GATTGGCAAGCGACTGGTGGCGT............................................................................................ 23 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................AAAAACCCGACGCGGCCGCGC............................................................... 21 0 1 3.00 3 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................CGGCCGCGCATTGCCATTCTCT.................................................. 22 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................AGCGACTGGTGGCGATGGAGAAGA................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................ACGCAGGGCTGCGATCCTGTACTGCTTA....................... 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................TTGGCAAGCGACTGGTGG............................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................GACTGGTGGCGATGGAGAAGAAAAA............................................................................... 25 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................ATGGAGAAGAAAAACCCGACG........................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................TTGCCATTCTCACGCAGGGCTGCGAT.................................... 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 0 0 0 0 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

.........................................................AAGCGACTGGTGGCGATGGAG....................................................................................... 21 0 1 2.00 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................ATTGCCATTCTCACGCAGGGCT......................................... 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 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................TTGGCAAGCGACTGGTGGCG............................................................................................. 20 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................ACCTGCGCGAGATTGGCAAGCG....................................................................................................... 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 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

........................................................................................................................................TGCTTATACAGCAGGATTCGGTGCAGG.. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................ACAGCAGGATTCGGTGCAGG.. 20 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TGGCAAGCGACTGGTGGCGA............................................................................................ 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................CGGGGACCTGCGCGAGATTGGCA........................................................................................................... 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 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

..........................................................AGCGACTGGTGGCGATGGAGAAG.................................................................................... 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 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
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..............................................................ACTGGTGGCGATGGAGAAGA................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................GGTGGCGATGGAGAAGAAAAA............................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................TAGCGGGGACCTGCGCGAGATTGG............................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................GATGGAGAAGAAAAACCCGA.......................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................TGGCAAGCGACTGGTGGCG............................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................CGCAGGGCTGCGATCCT................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................AGATTGGCAAGCGACTGGTGGCGT............................................................................................ 24 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................CACGCAGGGCTGCGATCCT................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................................TACAGCAGGATTCGGTGCAGG.. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................AAGCGACTGGTGGCGATGGAGAAGAA.................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................AGCGGGGACCTGCGCGAGATTGGC............................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................ATTGCCATTCTCACGCAGGGT.......................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................GACCTGCGCGAGATTGGCAAGCG....................................................................................................... 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
............................................................................................................................................TATACAGCAGGATTCGGTGCA.... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................CTGCGATCCTGTACTGCTTATA..................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GATTGGCAAGCGACTGGTGT............................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................................CAGGGCTGCGATCCTGTACTGCT......................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................CGATGGAGAAGAAAAACCCGAC......................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................GGGACCTGCGCGAGATTGGC............................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................GATGGAGAAGAAAAACCCGACGCGGC.................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................ACCTGCGCGAGATTGGCAAGCGAC..................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................GACTGGTGGCGATGGAGA...................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................TTGCCATTCTCACGCAGGGCTG........................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................TGGAGAAGAAAAACCCGACG........................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................GGCTGCGATCCTGTACTG........................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................CAGCAGTGGCCTAGCGGGGACCTGC....................................................................................................................... 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
.............................................................................................CGGCCGCGCATTGCCATTCT.................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

CGAGTCCGCAAGCGGCTCCGGGTCGTCACCGGATCGCCCCTGGACGCGCTCTAACCGTTCGCTGACCACCGCTACCTCTTCTTTTTGGGCTGCGCCGGCGCGTAACGGTAAGAGTGCGTCCCGACGCTAGGACATGACGAATATGTCGTCCTAAGCCACGTCCTT

***********************************((.((.((((((.((((.(((((((((..((((.(((.(((...........))).))).))))))).)))))).)))).)))))).)).))...***********************************
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V131

ML-
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male
total
RNA Â 
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2'-O-
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GM2 cell
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mutant
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loqs-KO,
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Â male
total RNA

V125

ML-
DmD9
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CME
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GSM609232

r2d2[1]
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total RNA
Â¬â€ 

GSM609223

male, one
day

SRR317112

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

SRR351333

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

GSM609235

CMEL1

SRR031701

Total small
RNAs from
r2d2
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flies

SRR001347
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GSM609233
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AGO1
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RNAs from
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heterozygous
flies
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S2-
DRSC
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S3

V0652
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ovary,
AGO1-
IP,
reseq

AGO1

SRR001664

homozygous_dcr-
2_untreated

SRR010959

Ago3 IP in
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AGO3

SRR031698

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

SRR317113
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CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

GSM609229

embryo 2-
6hr

V146

S1
cell

..............................................................................................CCGGCGCGTAACGGTAAGAGT.................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................CGCGTAACGGTAAGAGTGCGT.............................................. 21 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

..................................................................................................................TGCGTCCCGACGCTAGGACAT.............................. 21 0 1 1.00 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

......................................................................................GGGCTGCGCCGGCGCGTAACG.......................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................TGTCGTCCTAAGCCACGTCCT. 21 0 1 1.00 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

......................................CCTGGACGCGCTCTAACCG............................................................................................................ 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

.......................................................................................................................CCCGACGCTAGGACATGACGA......................... 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

...................................................................................................GCGTAACGGTAAGAGTGCGTCCC........................................... 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

................................................................................................................................AGGACATGACGAATATGT................... 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

.......................................................CGTTCGCTGACCACCGCTAC.......................................................................................... 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

...GTCCGCAAGCGGCTCCGGGTC............................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................CCCTGGACGCGCTCTAACCGT........................................................................................................... 21 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:13013587-13013752 - dme_245 GCTCAGGCGTTCGCCGAGGCCCAGCAGTGGCCTAGCG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATACAGCAGGA---TTCGGTGCAGGAAT
droSim2 3l:12704036-12704201 - dsi_32458 GCTCAGGCGTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGATTGGTGGCGATGGAGAAGAAAAACCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATTCAGCAGGA---TTCGGTGCAGGAGT
droSec2 scaffold_0:5185172-5185337 - dse_1846 GCTCAGTCGTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGATTGGTGGCGATGGAGAAGAAAAACCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATTCAGCAGGA---TTCGGTGCAGGAGT
droYak3 3L:13092490-13092655 - dya_1798 GCTCAGGCCTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGGCCGCGCATTGCCATCCTCACGCAGGGCTGCGATCCTGTGCTGCTTATTCAGCAGGA---TTCGGTGCAGGAGT
droEre2 scaffold_4784:13021120-

13021285 -
der_1523 GCTCAGGCCTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGACCGCGCATTGCCATCCTCACGCAGGGTTGCGATCCTGTGCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGT

droEug1 scf7180000409711:6101276-
6101441 -

GCACAAGCCTTCGCCGAGGCCCAGAATTGGCCAAGTG---GGGATCTTCGTGAGATTGGCAAGCGTCTGGTGGCGATGGGCAAATTAAATACGACGCGGCCGCGCATTGCTATCCTCACGCAGGGCTGTGATCCTGTCCTGCTTATCCAACAGGA---CTCGGTACAGGAGT

droBia1 scf7180000302193:2253867-
2254032 -

GCACAGGCCTTCGCCGAGGCCCAGAGTTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGGCTGGTGGCGTTCGACAAACTGAATCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGACCCCGTGCTGCTCTTCCAGCAGGA---TTCGGTGCAGGAGT

droTak1 scf7180000415706:66158-66323
-

GCTCAGGCCTTCGCCGAGGCCCAGAGTTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGCCTGGTGGCGCTGGACAAGCTGAATCCGGCGCGGCCGCGCATTGCCATCCTCACGCAGGGCTGCGATCCCGTCCTGCTCATCCAGCAGGA---CTCGGTGCAGGAGT

droEle1 scf7180000491255:1412100-
1412265 -

GCACAGGCCTTCGCCGAGGCCCAGAACTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGGCTGGTGGCGATGGACAAGCTGAATCCGACGCGACCCCGCATTGCCATACTCACGCAGGGCTGCGATCCCGTGCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGT

droRho1 scf7180000769477:979-1144 + GCACAGGCCTTCGCCGAGGCCCAGAACTGGCCAAGCG---GGGATCTGCGCGAGATTGGCAAGCGACTGGTGGCGCTGGACAAACTGAATCCGGCGCGGCCGCGCATTGCCATACTCACGCAGGGCTGCGATCCCGTGCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGT
droFic1 scf7180000454048:724246-

724411 +
GCCCAGGCCTTCGCCGAGAAACAGAATTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGACAAACTGAATCCGGCGCGGCCGCGCATTGCCATACTCACGCAGGGCTGCGATCCCGTCCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGT

droKik1 scf7180000302272:666728-
666893 -

GCGCAGGCCTTTGCCGAGGCCCAAAAATGGCCGAGCG---AGGATCTGCGTGAGATTGGCAAACGTCTGGTGGCAATGGACAAACTAAATCCGTCGCGGCCACGCATTGCCATCCTCACGCAGGGTTGTGATCCCGTCCTGCTCATCCAGCAGGA---TTCGGTGCAGGAAT

droAna3 scaffold_13337:4137407-
4137572 +

dan_4038 GCGCAGGCCTTCGCCGAGGCCCAGAGCTGGCCGAGTG---GGGATCTGCGAGAGATTGGCAAGCGGCTGGTGGCGTTCGACAAGCTGAACTCGTCGAGGCCGCGCATTGCCATTCTCACGCAGGGCTGTGATCCCGTGCTGCTCTTCCAGCAGGA---CTCGGTGCAGGAGT

droBip1 scf7180000395450:265912-
266077 +

GCGCAAGCCTTCGCCGAGGCCCAGAGCTGGCCGAGTG---GGGATCTGCGAGAGATTGGCAAGCGGCTGGTGGCGTTCGATAAGCTGAATACCTCAAAGCCTCGAATTGCCATTCTCACGCAGGGTTGCGATCCCGTGCTGCTCTTCCAGCAGGA---CTCGGTGCAGGAGT

dp5 XR_group6:4377277-4377442 - dps_3829 GCGCATGCCTTTGCTACGGCCCAGGGCTGGCCGACCG---AAGATCTGCGCGAGATTGGCAAGCGTCTGGTGGCGCTGGACAAACTGAATCCGGCGCGACCTCGCATTGCCATACTAACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCGGGA---CTCGGTTGAAGAGT
droPer2 scaffold_9:2666458-2666623 - dpe_2483 GCGCATGCCTTTGCTACGGCCCAGGGCTGGCCGACCG---AAGATCTGCGCGAGATTGGCAAGCGTCTGGTGGCGCTGGACAAACTGAATCCGGCGCGACCTCGCATTGCCATACTAACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCGGGA---CTCGGTTGAAGAGT

droWil2 scf2_1100000004511:5276762-
5276927 +

dwi_5417 GCTCATGCCTTTGCCACTGGCCAGGGCTGGCCAACGG---ATGATCTGCGCGAGATTGGCAAACGTATAGTCGGTCTGGAGAAACTAAATCCAAGTCGGCCACGCATTGCCATACTAACGCAGGGCTGTGATCCGGTGTTGCTCATTCAAAAAGA---TTCGGTTGAAGAGT

droVir3 scaffold_13049:22492164-
22492332 +

dvi_158 GCGCACGCCTTTGCCACTGCGCAAGGTTGGCCCGCCGACAATGATCTGCGTGAGATTGGCAAGCGCCTGGTCGCGCTGAATAAACTCAATACGGGGCGACCACGCATTGCCATACTCACGCAGGGCTGTGACCCCGTGCTGCTTATACAGCACGA---TTCGGTCCAGGAGT

droMoj3 scaffold_6680:17099724-
17099892 +

dmo_114 GCCCATGCCTTTGCCACGGCGCAAGGCTGGCCCGCCGATGCGGATCTGCGTGAGATTGGCAAACGTTTGGTGGCACTGCCCAAAATCAATTCAGAGCGACCACGCATTGCCATACTCACGCAGGGCTGTGACCCCGTGCTGCTCATCCAGCACGA---CAAGGTCCAGGAGT

droGri2 scaffold_15121:203625-203796
+

dgr_465 GCGAAGGCTTTTGCCACGGCACAAGGCTGGGCCGCCGATGAGGATCTGCGTGAGATTGGCAGGCGTCTGGTTGCACTGGACAAATTGAATTCAGCGCGACCACGCATTGCGATACTCACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCACGACGCTCCGGTCCAGGAGT
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http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_114.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15121:203625-203796
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GAGGAAATGGAACTGGAAATGGCTGACGAAGAGCCATTGTGACAGGTGTACAACACACAGGTGAATGTGTATGTATATGTGCGACTACTTACGAGCACATCCACCTGTCTGGTTTGCACCTTCAACTAATGCATCACTTTAAAGTGCACTATATATCTACATACATATGTACATGCGTC
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Read
size

#
Mismatch

Hit
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Total
Norm Total

SRX247213

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

AGO2

SRX247212

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

AGO1
GSM343832

S2R+ cell

V131

ML-
DmD16-
c3

GSM609222

ML-DmBG1-
C1

GSM343833

S2R+ cell

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR031702

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

GSM609242

s2+48 #2

GSM609227

CMEW1
Cl.8+
cell

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR014280

Ovary_rep1_w1118_P
GSM609217

MLDmD20c5

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR029633

total
small RNAs
from hen1
homozygous
flies

V037

Felix
sample
+mirtrons

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

V126

CME
L1

V147

1182-
4H
cell

GSM609237

ago2[414]
ovary
total RNA

V036

ML-
DmD20c5
cell

GSM609235

CMEL1

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

V093

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

V129

ML-
DmBG1-
c1

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V091

fGS/OSS
total
Â 

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM609225

ML-DmBG3-
C2

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM379054

Flam
Heterozygote

GSM467729

Dmel_wt_sRNAseq
GSM385748

OSS_s6

GSM322533

female
head #1

SRR001349

heterozygous_dcr-
2_untreated

SRR014277

Ovary_rep1_NA_P

SRR014282

Ovary_rep1_wK_P

SRR060652

hs-
Penelope_testes_total

SRR097865

Drosophila
S2-NP
cells

SRR317110

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

SRR317112

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

V023

Dcr2
female
head

V031

GM2
cell

GSM609250

ML-DmD32
cell

V038

Felix
sample
S2
only

GSM609230

CS,ovary,AGO1IP

AGO1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609238

embryo
14-24hr

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V096

loqsKO/f00791
ovary

GSE24545

CS ovary
total
RNA

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V125

ML-
DmD9

V127

G2

V128

S3

V144

OSC

V148

mbn2

V032

S1
cell

V034

ML-
DmD16c3
cell

V085

CME
W2
wing
disc

GSM371638

S2-NP

V074

S3

GSM609226

CMEW1
Cl.8+
cell

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V086

female
body,
aged

SRR097866

Drosophila
S2-NP
cells

GSM609219

GM2 cell

V079

Oxidation,
female
head

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM379057

Krimp
Mutant

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR014275

Ovary_rep1_LK_P

V080

Starvation,
female head

GSM609229

embryo 2-
6hr

V138

Male
cold
body

V008

S2-
DRSC

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR097867

Drosophila
S2-NP
cells

GSM399100

Kc167
cell

GSM399101

kc167
cell

GSM399110

KC-48 #2

V022

ML-
DmD32
cell

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR065155

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

GSM609251

aged
female
head

SRR031698

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

SRR001339

WT_females_non-
beta-eliminated

V073

mbn2

GSM628272

ago2[414]
ovary
total RNA

GSM609234

CS Â male
total RNA
Â 

V146

S1
cell

SRR031692

Total
small
RNAs from
Oregon R

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM322208

3rd
instar #2

SRR001338

IR_non-
beta-
eliminated

SRR010953

Aub
heterozygotes,
oxidized

SRR317113

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

...........................................................................................CGAGCACATCCACCTGTCTGGTT................................................................. 23 0 1 27.00 27 0 2 0 2 0 0 1 1 0 0 0 3 0 2 0 0 0 1 0 2 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 1 1 1 1 0 0 0 0 1 1 0 1 0 0 0 0 1 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 0 0 0 0 0 0 0 0

...........................................................................TATGTGCGACTACTTACGAGC................................................................................... 21 0 1 9.00 9 8 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................ACACACAGGTGAATGTGTATGT......................................................................................................... 22 0 1 7.00 7 0 1 0 0 0 0 1 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................TGAATGTGTATGTATATGTGC................................................................................................. 21 0 1 6.00 6 4 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

...........................................................................................CGAGCACATCCACCTGTCTGG................................................................... 21 0 1 6.00 6 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................GAGCACATCCACCTGTCTGGTT................................................................. 22 0 1 3.00 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................TATATGTGCGACTACTTACGA..................................................................................... 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

...........................................................................................CGAGCACATCCACCTGTCTGGT.................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................AAGAGCCATTGTGACAGGTGT.................................................................................................................................. 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

.......................................................................................CTTACGAGCACATCCACCTGT....................................................................... 21 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

.........................................................................................TACGAGCACATCCACCTGTCT..................................................................... 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

................................................TACAACACACAGGTGAATG................................................................................................................ 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

.....................GCTGACGAAGAGCCATTGTGA......................................................................................................................................... 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

.........................................ACAGGTGTACAACACACAGGT..................................................................................................................... 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

...................................................................TGTATGTATATGTGCGACTACT.......................................................................................... 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

....................................................ACACACAGGTGAATGTGTATG.......................................................................................................... 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

....................................................................................CTACTTACGAGCACATCCACC.......................................................................... 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

.........................................................................TATATGTGCGACTACTTACGAGC................................................................................... 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

.......................................................................................................................................ACTTTAAAGTGCACTATATATCTACATA................ 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

..........................................................................ATATGTGCGACTACTTACG...................................................................................... 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

...................................................................................................TCCACCTGTCTGGTTTGCACCTTCAA...................................................... 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 0 0 0 0

............................................................................ATGTGCGACTACTTACGAG.................................................................................... 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

.........GAACTGGAAATGGCTGACGAAGAGG................................................................................................................................................. 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 0 0 0 0 0 0 0 0

............................................................................ATGTGCGACTACTTACGAGCA.................................................................................. 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

.........................ACGAAGAGCCATTGTGACAGG..................................................................................................................................... 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

...........................................AGGTGTACAACACACAGGTGAATGT............................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................TGTATGTATATGTGCGACTAC........................................................................................... 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

...................................................................................................TCCACCTGTCTGGTTTGCACCT.......................................................... 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

.....................GCTGACGAAGAGCCATTGTGACA....................................................................................................................................... 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

...........ACTGGAAATGGCTGACGAAGA................................................................................................................................................... 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

...........................................................GGTGAATGTGTATGTATATGT................................................................................................... 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

.............................AGAGCCATTGTGACAGGTGTA................................................................................................................................. 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

..........................CGAAGAGCCATTGTGACAGGT.................................................................................................................................... 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

.......................................................................TGTATATGTGCGACTACTTAC....................................................................................... 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

...........................................................................................CGAGCACATCCACCTGTCTGGTG................................................................. 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

...GAAATGGAACTGGAAATGGCT........................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................TATATGTGCGACTACTTACG...................................................................................... 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

............................................................GTGAATGTGTATGTATATGTG.................................................................................................. 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

...........................................................................................CGAGCACATCCACCTGTCT..................................................................... 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

.AGGAAATGGAACTGGAAATGA............................................................................................................................................................. 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

....................................................ACACACAGGTGAATGTGTATGTAA....................................................................................................... 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 0 0 0 0 0 0 0 0

................................................................ATGTGTATGTATATGTGCG................................................................................................ 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

.................AATGGCTGACGAAGAGCCATTG............................................................................................................................................ 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

Anti-sense strand reads

CTCCTTTACCTTGACCTTTACCGACTGCTTCTCGGTAACACTGTCCACATGTTGTGTGTCCACTTACACATACATATACACGCTGATGAATGCTCGTGTAGGTGGACAGACCAAACGTGGAAGTTGATTACGTAGTGAAATTTCACGTGATATATAGATGTATGTATACATGTACGCAG

**************************************************..(((.(((((((...((.(((((((.((((((.((((...(((....))).)))).)))))).))))))).))...)))))))))).....*************************************
Read
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#
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Total
Norm Total

SRX247213

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

AGO2

GSM343832

S2R+ cell

GSM609237

ago2[414]
ovary
total RNA

GSM609222
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V036
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DmD20c5
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S2R+ cell

GSM280087
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reseq
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Â 
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ML-
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body,
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reseq
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V074

S3
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Drosophila
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cells
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IR- 2-
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RNA)
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AGO1-IP
from S2-
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ovary
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total RNA
Â¬â€ 

V015

DreRFHV148h
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cell

V0642
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reseq

AGO1

SRR001664

homozygous_dcr-
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cold,
female
head

V079
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SRR031704

2'-O-
methylated
small RNAs
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SRR029032

r2d2
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Drosophila
S2-NP
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V006

r2d2 female:
possibly
heterozygous

V012

Dcr2 male
(Katsutomo,
whole fly?)

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609225

ML-DmBG3-
C2

GSM609223

male, one
day

GSM609234

CS Â male
total RNA
Â 

V092

dcr-
2[G31R]
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total
RNA Â 

SRR010959

Ago3 IP in
heterozygotes

AGO3

GSM609235

CMEL1

GSM628272
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ovary
total RNA

GSM609238

embryo
14-24hr

V138

Male
cold
body

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR032093

ago1
knockdown

V085

CME
W2
wing
disc

V136

Male
aged
body

GSM385821

OSS_s7

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR031699

Total
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homozygous
flies

GSM628271
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ovary
total RNA
Â¬â€ 

SRR001349
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RNAi-piwi
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SRR014272
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V093
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total RNA

V139

Cold_female_body
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Dessication_female_body

V141

Heat_female_body

SRR032152

Ago1-
associated
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AGO1

GSM609230

CS,ovary,AGO1IP

AGO1

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

GSE24545
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total
RNA

..................................................................................................TAGGTGGACAGACCAAACGTG............................................................ 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

..................................................................................CTGATGAATGCTCGTGTAGGT............................................................................ 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

................................................................................CGCTGATGAATGCTCGTGTAG.............................................................................. 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

...............................................................................ACGCTGATGAATGCTCGTGTA............................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TGCTCGTGTAGGTGGACA....................................................................... 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

...................................................................................................................CGTGGAAGTTGATTACGTAGT........................................... 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

.................................................................................GCTGATGAATGCTCGTGTAGG............................................................................. 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

.......................................................................................................GGACAGACCAAACGTGGAAGTT...................................................... 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

.......................................................................................................GGACAGACCAAACGTGGAAGT....................................................... 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

....................................................................................GATGAATGCTCGTGTAGGTGG.......................................................................... 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

.....................CGACTGCTTCTCGGTAACACT......................................................................................................................................... 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

...............................................................................................GTGTAGGTGGACAGACCAAAC............................................................... 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

......................................................................................................................GGAAGTTGATTACGTAGTGAA........................................ 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
CTCCTTTACCTTGACCTTTAC.............................................................................................................................................................. 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
........................................................TGTCCACTTACACATACATAT...................................................................................................... 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
.........................................................................................ATGCTCGTGTAGGTGGACAGA..................................................................... 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
.......................................................................................................AGACAGACCAAACGTGGAAGT....................................................... 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
................................................................................................TGTAGGTGGACAGACCAAACG.............................................................. 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
.......................ACTGCTTCTCGGTAACACTGT....................................................................................................................................... 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
.................................GGTAACACTGTCCACATG................................................................................................................................ 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
........................................................................................................................................................TATAGATGTATGTATACAT........ 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 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 chrX:10395775-10395953 - sblock181949 GAGGAAATGGA------------------ACTGGAAATGGCTGACGAAGAGCCATTGTGACAGGTGTACAACACACAGGTGAATG----TGT----ATGT---A---------------------------------------------------TAT----------------------------------------------------------------GTGC--GACTACTTACGAGCACATCCACCTGT------CTG--GTTT--G--CACCT--TCAACTAATGCATCACTTTAAAGTGCAC-------------------------TA----------TATAT-----------------------------------------------CTACATA----CATATGTACATGCGTC
droSim2 x:9867629-9867798 - GAGGAAATGGA------------------ACTGGAAATGGCCGACGAAGAGCCATTGTGACAGGTGTACAGCACACAGGTGAATG----CGT----A----------------------------------------------------------TAT----------------------------------------------------------------GTAC--GACTACTTGCGAGCACATCCACCTGT------CTG--GTTA--G--CACCT--TCAACTAATGCATCACTTTAAAGTCCAC-------------------------TA----------TATA---------------------TGT----------------------ATCTACATA------------CATACAT-
droSec2 scaffold_15:1102996-

1103174 -
GAGGAAATGGA------------------ACTGGAAATGGCCGACGAAGAGCCATTGTGACAGGTGTACAGCACACAGGTGAATG----CGT----A----------------------------------------------------------TAT----------------------------------------------------------------GTAC--GACTACTTACGAGCACATCCACCTGT------CTG--GTTA--T--CACCT--TCAACTAATGCATCACTTTAAAGTCCAC-------------------------TA----------TATAT-----------------------------------------------CTACATACATACATGCTTGCATGCGTC

droYak3 X:18969603-18969796 - GAGGAAATGGA------------------AATGTAAATGGCTGACGAAGAGCCATTGTGACAGGTGTACAACACACGTTTGAA--------T----------------------------------------------------------------AT----------------------------------------------------------------ATAC--CTCTACTTACGAGCACATCCACCTGT------CTG--GCTT--G--CACCT--TCAACTAATGCATCACTTTAAAGGCCAC-------------------------AA----------------------------AGGCCACTATATCCATATACTACAATATCTATATCTACATA--------CTGGCATGCGTT
droEre2 scaffold_4690:4732684-

4732862 +
GAGGAAATGGAAATGCA------------AATGGAAATGGCTGACGAAGAGCCATTGTGGCAGGTGCACAA--CACAGTGGTATG----CAT----A----------------------------------------------------------TAT----------------------------------------------------------------GTAC--AACTACTTACGAGCACATCCACCTGT------CTG--GCTT--GGACACCT--TCAACTAATGCAG-----------CCAC-------------------------TGTATACTA---TACA---------------------T--------------------AAGTATCTACATA--------CTGGCATGCGTT

droEug1 scf7180000409538:335443-
335767 +

GAGGAAATGGAAGTGAAGTTGGAGTTGGAGATGCAAATGGCTGACGAAGAGCCATTGTGACAGGTGTACAA--CGCAGTTGAATG----AGT----TTAT---ATTGTG-G--TACTAATACATATACATACATACATATACATACCAAAACATAT--ACATATACATACCTTAACATATACATATACATACCTAAACATATACATATACATACCTAAACATATAC--ACCTACTTATAAGAACATCCACCTGT------CTGCTAGTCTTG--AGACT--TAAAATAATGCTTTTCTTTAGTATAAAC-------------------------TA----------TGTTT-TAACCCCCCTAA--AAGGAGGG------------------------TTATATA--------CAGATATATATC

droBia1 scf7180000302126:3261782-
3261972 -

A-G------GA------------------AATGGAAATGGCTGACGAAGAGCCATTGTGACAGGTGAACAA-ACGCAGTTGAACG----AGC----ATGT---GGCATG-G--CA-T----------------------------------GATGC--A----------------------------------------------------------------CACCCACATACTTACCAGCATATCCAACCGT------CTG--GCCT--G--GGTCT--TAATCTAATGCATTTCTTTAAATTCCTC-------------------------CATATAATATAT----------GGTAATAA--AATGGAGG------------------------------A------------TATACGTA

droTak1 scf7180000415394:185357-
185529 -

A-G------GA------------------AATGGAACTGGCTGACGAAGAGCCATTGTGACAGGTGTACAGTAG----------------GT----T----------------------------------------------------------TATA----------------------------------------------------------------CACCTACATACTTACCAGCACATCCACCTGT------CTG--GCTT-TG--GGTCT--TAAACTAATGCATTTCTCTGAAATCAAG-------------------------CA----------TATACTTGATATGCTTAG--AACAGCAG------------------------------A----TATATATA-ATATATT

droEle1 scf7180000491087:250509-
250675 +

A-G------GA------------------AATGGAAATGGCTGACGAAGAGCCATTGTGACAGGTGCACAGTGTACAGTTGAACG----AGT----A----------------------------------------------------------T--A----------------------------------------------------------------CAC--CTGTACTTACGGGCACATCCACCTGT------CTGTGGCTTTTG--GGCCT--TAAGCTAATGCATTTCTTTAAAATCAAC-------------------------TATATAGAATAC------------TGCTGG--AACA--------------------------------------------------GCAGA

droRho1 scf7180000767464:283-454
-

A-G------GA------------------AATGGAAATGGCTGACGAAGAGCCATTGTGACAGGTGCACAA--CACAGTTGAGCG----AGT----A----------------------------------------------------------C------------------------------------------------------------------ACAC--ATCTACTTACGGGCACATCCACCTGT------CTG--GGTTTTT--GGCCT--TAAGCTAAGGCGTTTCTTTAAAATCAAC-------------------------TATATGAAATAT------------TGCTAG--AACCT------------------------------CAGA----CAT------ATGCAT-

droFic1 scf7180000454050:325682-
325869 -

AAGGAAATGGA------------------AATGGAAATGGCTGACGAAGAGCCATTGTGACAGGTGAACAA--CTCCGCCGAACGATGGAGTATATAT-----------GGAG--------------------------------------TATAT--A------------------------------------------------T-------------AGTAC--ACCTACTTACGGGCACATCCACCTGT------CTG--ACTT--T--TGCTC--CAGACTAATGCGTTTCTCTAAAATCTAG-AAA-----------------------------------------------------ACTAGAAG------------------------------A----GCAATGTATATGCAT-

droKik1 scf7180000302698:739045-
739224 +

ATGGAAATGGA------------------AATGGAAATGGCTGACGAAGAGCCATTGTGGCAGGTA----GTAGGTAGGTGGATG----TGC----TCCGAAAAAGGTG-G--------------------------------------------C------------------------------------------------------------------ATACC-TCCCACTTACCGGCACATCCACCTGTCGTCGTCTG--GCTT--T--TGCCTCTC------------------AGAATATAA-------------------------TATATAAAATAT--------------------AATAGAGA------------------------------C----TATGTGTGTGTGTGTT

droAna3 scaffold_13335:2305994-
2306145 +

GTGAAAATGGA------------------AATGCAAATGCCTGACGAAGAGCCATTGTGACTGGTT----GCAT---G------------------------------------------------------------------------------------------------------------------------------------------------TTGC--AGTTGCTTTGTGGCACAATGCTCTCT------CTC--AGTC-----------------TAGAGC-----TTTAAATTCCTTGAATGTCT-GAGGAGT--TTCTTAGTA-----------------------------------TAT------------------------------A----TCTTAGTATCCTGGTA

droBip1 scf7180000395653:6504-
6653 +

GTGGAAATGGG------------------AATGCAAATGCCAGACGAAGAGCCATTGTGACAGGTGGC-TGTAT---GTTGCATG----T-------TGC---TTTGTG---------------------------------------------------------------------------------------------------------------------------------GAGCACAATA---------------------------GTCT--CCAACTAAGGC-----TTTAAATTCCTTGAATATTTCGGGGAGATCTTC--------------------------------------------------------------------TT----A----TAAATATATATGTTTA

dp5 XL_group1e:5743066-
5743189 -

GAGTCCTCTCA------------------CATGGAAGCGTCTGCAAAATGG------------------------------AA--------TGCACAT-----------AAAA--------------------------------------GGCGT--A----------------------------------------------------------------CACCTGTACACCTTGAGGGAA-------------------------------------------AGGAAGTCGCTTTCAGAGCAGC-------------------------TA----------------------------AAACCAATGG------------------------------A----AATACTTAAGCACGTC

droPer2 scaffold_21:671948-672058
-

TGGA-------------------------A------GCGTCTGCAAAA------------------------------TGGAA--------TGCACAT-----------AAAA--------------------------------------GGCGT--A----------------------------------------------------------------CACCTGTACACCTTGAGGGAA-------------------------------------------AGGAAGTCGCTTTCAGAGCAGC-------------------------TA----------------------------AAACCAATGG------------------------------A----AATACTTAAGCACGTC

Generated: 09/09/2015 at 12:41 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
1
0
0
0
1
1
1
1
0
1
0
0
0
1
0
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409538:335443-335767
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302698:739045-739224
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CTTTCCTCTCTTTCCTGCAATTTTTCCTTTTGGCCAAAAGTTCCTTGCGCCAAAGTGTGTTGCATACTTTTTGGCAGGCGGAAATCGCTAAAGAGGACAACCCTCTGATTGGTTTTCTTTTTGATTTTCGTTCGCCATAGGTATTGTTATTCTTGATTCTTTGACTGCGTTCTATAATAGATTCTAAAATGTCTTTTAACGAGTGCTTT
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#
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Total
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SRR029608

total small
RNAs from
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SRR031692
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small
RNAs from
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SRR029633

total
small RNAs
from hen1
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flies

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1
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S1
cell

SRR029032

r2d2
knockdown

SRR298536

strain: vret148-
60/TM6genotype/variation:
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mock
oxidized
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reseq
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old flies
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ovary
total RNA

GSE24545
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RNA
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total RNA
Â 

SRR317112

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

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM379066

Zuc
Mutant

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies
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GSM609238
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14-24hr
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GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

SRR032093

ago1
knockdown
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S3
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r2d2[1]
ovary
total RNA
Â¬â€ 

GSM379056

Krimp
Heterozygote

GSM379061

Squ
Heterozygote

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR014275

Ovary_rep1_LK_P

SRR014277

Ovary_rep1_NA_P

SRR060646

yw67c23(2)_ovaries_total

SRR317110
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Df(3L)armi-
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flies

V093

loqs-KO,
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rescue/TM3
Â male
total RNA
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GSM609222

ML-DmBG1-
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IR_non-
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GSM609226

CMEW1
Cl.8+
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S2-NP

SRR031697

Total small
RNAs from
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flies

SRR001349
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2_untreated
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SRR001347

ago2_untreated
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small RNAs
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female head

SRR317115
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from 5-6 days old flies
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Aub
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oxidized

GSM609230

CS,ovary,AGO1IP

AGO1

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 
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Starvation,
female head

GSM379050
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Heterozygote

GSM379054
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Heterozygote

GSM379057
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Mutant

GSM379058
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Heterozygote

GSM379062

Squ
Mutant

GSM379064
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Mutant

GSM467729

Dmel_wt_sRNAseq

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR032094

ago2
knockdown

GSM609240

IR+ 2-
18hr

GSM609247

heat
female
head

GSM609217

MLDmD20c5

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V096

loqsKO/f00791
ovary

V140

Dessication_female_body

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR060643

A2_testes_total

SRR029031

loqs-ORF
knockdown

GSM609227

CMEW1
Cl.8+
cell

SRR001348

ago2_oxidized
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dsDcr-1
(katsutomo
RNA)

SRR001664

homozygous_dcr-
2_untreated

GSM343833

S2R+ cell

GSM286605

2-6h #1
(8)
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Felix
sample
S2
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body,
aged
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CME
W2
wing
disc

GSM343832

S2R+ cell

GSM609243

KC+48 #1

V091

fGS/OSS
total
Â 

V077

cold,
female
head

GSM180328

adult
heads
(female
heads,
male
heads)

SRR317114

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

GSM609237

ago2[414]
ovary
total RNA

V126

CME
L1

GSM609224

female,
one day

GSM609251

aged
female
head

GSM609248

ML-DmD9
cell

V012

Dcr2 male
(Katsutomo,
whole fly?)

V008

S2-
DRSC

SRR001339

WT_females_non-
beta-eliminated

GSM609241

s2+48 #1

SRR029029

dcr-1
knockdown

V014

DTT
8h

SRR060653

hs-Penelope_
ovaries_total

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM385821

OSS_s7

SRX247212

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

AGO1

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR010960

wt,
oxidized

GSM286604

0-1h #3
(7)

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

GSM609249

ML-DmD21
cell

.................................................................................................................TTTCTTTTTGATTTTCGTTCGC.......................................................................... 22 0 1 37.00 37 1 0 0 11 0 0 0 0 0 0 0 2 4 0 3 0 0 0 2 0 0 0 2 0 0 1 0 0 0 0 0 1 2 2 1 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................AGGCGGAAATCGCTAAAGAGGAC............................................................................................................... 23 0 1 15.00 15 0 0 0 0 0 0 4 0 0 0 0 2 0 0 0 2 0 0 1 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 1 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

...........................................................................AGGCGGAAATCGCTAAAGAGGA................................................................................................................ 22 0 1 10.00 10 0 0 0 0 0 0 3 0 0 0 1 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 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

.........................................................................................................TGATTGGTTTTCTTTTTG...................................................................................... 18 0 1 6.00 6 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 0 0 0 0 0

...........................TTTTGGCCAAAAGTTCCTTGCG................................................................................................................................................................ 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 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

.................................................................................................................TTTCTTTTTGATTTTCGTTCGT.......................................................................... 22 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 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

.................................................................................................................TTTCTTTTTGATTTTCGTTCGA.......................................................................... 22 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................AGTGTGTTGCATACTTTTTGGCAGGCG................................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................TTTTTCCTTTTGGCCAAAAGTTCCTT................................................................................................................................................................... 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

...........................................................................AGGCGGAAATCGCTAAAGAGGAA............................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................TTCTTTTTGATTTTCGTTCGC.......................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................TTTCTTTTTGATTTTCGTTCGCT......................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................ATTGTTATTCTTGATTCTTTGACTGCG........................................ 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

.......................................................................................................................................CATAGGTATTGTTATTCTT....................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................AGGCGGAAATCGCTAAAGAGGT................................................................................................................ 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

.TTTCCTCTCTTTCCTGCAATTTT......................................................................................................................................................................................... 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

...........................................................................AGGCGGAAATCGCTAAAGAGGACA.............................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TAAAGAGGACAACCCTCTGATTGGT................................................................................................ 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 0 0 0

Anti-sense strand reads

GAAAGGAGAGAAAGGACGTTAAAAAGGAAAACCGGTTTTCAAGGAACGCGGTTTCACACAACGTATGAAAAACCGTCCGCCTTTAGCGATTTCTCCTGTTGGGAGACTAACCAAAAGAAAAACTAAAAGCAAGCGGTATCCATAACAATAAGAACTAAGAAACTGACGCAAGATATTATCTAAGATTTTACAGAAAATTGCTCACGAAA

***********************************************************.((((((((..((((.(((((((((((..(((((((((.............))))))))).))))))))))).)))).))))).)))...************************************************************
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:12284719-12284927 + sblock26534 CTTTCCTC--------TCT-T-----------------TCCT-GCA-AT-T---------TTT--C----CTTTTGG--CCAAAAGTTC---CTTGCGCC-AAAGTGTGTTGCATACTTTTTGGCAGGCGGAA------AT---------------C--GCTAA-AGAGGACA----A-----CCCTCTGATTGGTTTTCTTTTT-----------------GATTTTCGTTCGCCATA--GGTATTGTTATTCTTGATTCTTTGACTG------------------------C-GTTC---TATA---------A------------------------------------------------------TAGATTCT------AAAATGTC-TT----TTAACG-----------------------AGTGCTTT
droSim2 2l:11939988-11940168 + CTTACCAC--------GCC-T-----------------TACT-TCA-ATTT---------TTT--C----CTTTTGG--CCAAAAGTTC---CTTGCGCA-AAAGTGTGTTGCATACTTTTTGGCAGGCGGAA------AT---------------C--GCTAA-AGAGGACA----A-----CCCTCTGATA------------------------------------------------GATATTGTTATTCTTGATTCTTTGACTG------------------------C-GTTG---TATA---------A------------------------------------------------------TAGATTCT------AAAATGTC-TT----TTAGCA-----------------------AGTGCCTT
droSec2 scaffold_16:474589-474766 + CTTACCAC--------GCC-T-----------------TACT-CCA-TTTT---------TTT--C----CTTTTGG--CCAAAAGTTC---CTTGCGCA-AAAGTGTGTTGCATACTTTTTGGCAGGCGGAA------AT---------------C--GCTAA-AGAGGACA----A-----CCCTGTGATA------------------------------------------------GATATTGTTATTCTTGATTCTTGGACTG------------------------C-GGTG---TATA---------A------------------------------------------------------TAGATTCT------AAAATGTCTTT----TTACCA-----------------------AGTG----
droYak3 2L:8714856-8715057 + TCCTC-----------TTC-G-----------------TACT-ACA-AT-T---------TTG--CCTT-TTTTTGG--CCAAAAGTTC---TTTTCGCA-AAAGT--GTTGCATACTTTTTGGCAGGCGGAA------AT---------------C--GCTAA-AGAGGACA----A-----CCCTCAGATTGGTTTACTTTTC-----------------T---C--CTTTGCCATA--GGTTTTGTTATTCTCGATTCTTCGACTG------------------------C-CTTG---TATA---------A------------------------------------------------------TGGCTTCT------AAAATGTC-TT----TTGCAG-----------------------TGTGCTTT
droEre2 scaffold_4929:13133028-

13133229 -
CTTTCCGC--------TCC-T-----------------TACT-CCA-AT-T---------TTC--C----CTTTTGG--CCAACAGTTC---TTTTCGCA-AAAGT--GTTGCATACTTTTTGGCAGGCGGAA------AT---------------C--GCTAA-AGAGAACA----A-----CCCTCAGATTGGTTTTCTTTTG-----------------C---C--CCTTGCCATA--GGTATAGTTATTCTCGATTCCTTGACTG------------------------C-GTTG---TATA---------A------------------------------------------------------TAGATTCT------AAAACGTC-TT----TTATGG-----------------------GGTGCTTT

droEug1 scf7180000409122:666990-
667205 +

TTCTCAAG--------TCT-A-----------------TACT-CGA-AT-T---------TGG--CTTT-CTTTT---TGCCAAAGTTTT--CTTTTGCG-AAAGT--GTTGCATACTTTTCGGCTGGCGGAA------AT---------------C--GCTAA-AGAGAACA----AC----CCCTCTGATTGGTTTTCTTTCT--------------TTGT-T-C--TTTTGCCATT--GCTATTGTTATTCTTGATTCTTAGACTG------------------------G-TTTTTT-TCGA---------A------------------------------------------------------TACATTTT------AAAATGTT-CTTTATATAGGG-----------------------ATAGCTTA

droBia1 scf7180000302422:707866-
708060 -

TTCGC-------------C-T-----------------TGCT-CGAAAT-T---------GTT--C----TTT----TTCCAAAAGTTG-----TTCGCA-AAAGT--GTTGCATACTTT-TGGGAGGCGGAA------AT---------------C--GCTAA-AGAGAACA----A-----CCCTCTGATTGGTTTTCTTTTC-----------------C---CTACTTTTCTACT--GCTATTGTTATTCTTGATTCTTAGACTG------------------------G-GCTG---TACA---------A------------------------------------------------------TACATTTT------AAAATTTC-CT----CTGAAG-----------------------GGTCCTTT

droTak1 scf7180000415865:331320-
331514 -

CTTTTCTC--------TCC-T-----------------TACT-CCA-AT-T---------TTT--C----CTTTT--TTCCCAAAGTTT---TTTCCACA-AAAGT--GTTGCATACTTTTTGGGAGGCGGAA------AT---------------C--GCTAA-AGAGGACA--GCAA----CCCCCTGATTGGTTTCCCTTTT----------------CT---C--TTTTCCTATT--GCTATTGTTATTTTTGATTCTTCAACTG------------------------G-GCTG---TATA---------T------------------------------------------------------TGCATTTT------AAAATTTC-TT----TTA----------------------------------

droEle1 scf7180000491028:2849727-
2849907 -

CTTTTCTC--------TCCCT-----------------CATT-CAA-AT-T---------GTT--A----TTTTT--TTTTAAAAGTTT----CATTGCA-AAAGA--GTGGCAT---TTTAGGCAGGCGGAT------AT---------------C--GCTAG-AGAGGAAA----A-----A------ATTGTTTTTCTTTT--------------------------TTTGCTATA--ACTATTGTTTTTCTTGATTCTTA--------------------------------------TATAA--------A------------------------------------------------------TAAGTTTT------AAAATATC-TA---TAAATAG-----------------------AAGGCTTC

droRho1 scf7180000780043:108147-
108304 +

CTTTTCTT--------TCC-A-----------------TACT-CAA-AT-T---------GTT--C----CTTT----TGCAAAAGTTG----TTTCGCA-AAAGT--GTTGCATATTTTTTGGCAGGCGGAT------AT---------------C--GATAA-AGAGGACA----A-----CCTTCTT---------CTT--C-----------------T---C--TTTTGCTATT--GCTAATGATATTCT----------ACTG------------------------T-AATT---TATA----------------------------------------------------------------------------------------------TACAT-----------------------AGTGTTTT

droFic1 scf7180000454015:137191-
137405 +

TCATCTCC----TTACTCC-T--T--------------TACT-CCA-AT-ATTTCTC---GTC--C----CTT----TTCCAAAAGTTTT--CCTTCGCA-AAAGT--GTTGCATACTT-TTGGCAGGCGGAA------AT---------------C--GCTAA-AGAGGACA----A-----CCCTCTGATTGGTTTTCTTTTT-----------------C---T--TTTTGCTGTTCCTCTATTCTTATTTTCGATTCGTCGTCTG------------------------T-GGTG---TATAA--------A------------------------------------------------------GATTTCCT---AT-AAATTGG--AT----TCATAG-----------------------AGTGCTTG

droKik1 scf7180000301476:370736-
370949 +

TAGTTCTC--------TTT----CTGAACCTCCCAGCTTACTCCCA-AT-TTTTCTC---A----G----CTT----TTCCACCCGTTTTACCACCCACC-AAAGT--GTTGCATACTTTTTGG------------------------------------CTAA-GAAGGACA----A-----ACCTCTGATTGGTTTTCTTTGG-----------------C---CTCGTT------C--GACATTGTTATTCCTGATTCTTCGACTG------------------------G-GGTG---TATATATATATACA------------------------------------------------------CACATTTT------AAAATAGC-TC----TTATTG-----------------------AGTGCTCT

droAna3 scaffold_12916:13110123-
13110307 -

CTTTCGTCGT------TGC-T-----------------TACT-ACA-AT-T---------TTC--T--TCCTT----TTCCACCCGTTT----GCCTGCA-AAAGT--GTTGCATACTTTTTGGCAGGCTAA------------------------C--G------GGGGACA----GACCTCCCCTGCGATTGGTTTTCTTCTC-----------------T---TTCATC------C--GCCATTGTTATTCCTGATTCGGAGAGT------------------------------------------------------------------------------------------------------CGCATTCGAAAAT-GG----AG-TT----TTAAGG-----------------------AG-CTTCC

droBip1 scf7180000396580:410973-
411147 +

CTCTTCGT--------TGC-T-----------------TACT-ACA-AT-T---------TTC--T--TCCTT----TTCCACCCGTTT----TCCGGCA-AAAGT--GTTGCATACTTTTTGGCAGGC--------------------------------TAA-C-GGGACA----G-----ACCTCCGATTGGTTTTCTTTTC-----------------T---TTCATC------C--GCCATTGTTATTCCTGATTCGGGGAAT------------------------------------------------------------------------------------------------------CACATTTGAAAAT-AAAA-----TT----TTCAAG-----------------------AG--TCTT

dp5 4_group3:5836296-5836558 - TCTTGCTC--------TCT-TCGTTGGAT-----------CT-CCT-TT-----------CTCCTC----CTTTGGG--T--GGA-------GTGTCGCA-AAAGT--GTTGCATACTTTTTGGCAGGCAGCA------AT------------------GCTAA-AGAGGGCA----GA----GCCTTTGATTGGTTTTTCTTTGGGCTCGGGGCTCCCACGT---T--CTGTGGCATT--GCTATTGTTATTCCTGGCA----GACCGAGAGAGAGAGAG--AGCAGGCTTGGCCTTCTTCTTTA----------------------------------------------------------------GACATTTT-----TAAAAGT-GCTT----TTATAGGTGGGGCGGGGG--GGTTGCGGTGGTTCTTA
droPer2 scaffold_1:7324694-7324960

-
TCTTGCTC--------TCT-TCTTTGGAT-----------CT-CCA-TT-----------CCCCTC----CTTTGGG--T--GGA-------GTGTCGCA-AAAGT--GTTGCATACTTTTTGGCAGGCAGCA------AT------------------GCTAA-AGAGGACA----GA----GCCTTTGATTGGTTTTTCCTTGGGCTCGGGGCTCCCACGT---T--CTTTGGCATT--GCTATTGTTATTCCTGGCA----GACCGAGAGAGAGAGAGACAGCAGGCATGGCCTTCTTCTTTA----------------------------------------------------------------GACATTTT-----TAAAAGT-GCTT----TTATAGGTGGGGCGGGGGGAGGTTGAGGATGTTCTTA

droWil2 scf2_1100000004521:9979037-
9979269 +

CTGGCTTC--------TGC-C-----------------TTCT---G-GT-T---------T--------------------------TTG--CCTTGGTA-AAAGT--GTAGCATACTTACTGGCAGGCAAAA------GC---------------AGTGCAGA-AGAAGCTGCCACAT----TTTTTAGATTGGTTTTACGA------------------GT---T--TTGTGTCCTT--GC--TTGTTAT-------TGTTTGACTGA--------------------ATGG-TTTATTTTGTA--------TCCCGTTTTGAAAGGGTTCTTTTTTTTTTGGCTCTCGTCGCCCCCGTGTTTGCCAGTATATTCT------AAAGTATT----------ACG-----------------------AGT----A

droVir3 scaffold_12963:17362476-
17362582 +

CTGCTCCT--------T----------------------A--------T-A------GTCCT-----------------------GCTG---CTGTCGCAGAAAGT--GTAGCATACTTTTTGGCAGTCG----TTGC---CAAAGCAGCAGGCGGC--GGCAA-GCAGAAGC----A-----ACCTTTGATTGGTTTT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6500:22410620-
22410782 +

CTGCTGCTGG------TGC-T------------------GCT-TA---T-A------GTCCTG--C--TCC-------TGCCGCTGCTG---CTGTCGCAGAAAGT--GTAGCATACTTTTTGGCAGTCG----TCGC---AAAAGCAGCAGG---C--GGCAAGGCAGCAGC----A-----ACCTTTGATTGGTTTTTGGGTT-----------------T---T--GTATGCAGTG--CTTGTTGTTATTTTCAGTT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_15252:14795072-
14795183 +

GCTCCGTGCTCCGTGCTCC-T-----------------TGCT----------------------------------G--GCACTGTTTC---TCTGCTCC-TTGTC--CTTAGATACTTTTTGGCAGAGTTGCGTCGCCAG------------------GCAAAAGCAAAAGC----A-----ACCTTTGATTGGTTTT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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crit.star
crit.loop
crit.mor
crit.half

crit.total
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crit.top3
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1
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Flybase annnotation

three_prime_UTR [Grip84-u3]; intron [Grip84-in]; intron [Grip84-in]; intron [Grip84-in]; Antisense to pre_miRNA [mir-979-RM]; Antisense to miRNA [mir-979-RA]; CDS [Grip84-cds]; CDS [Grip84-cds]
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ATATTTTATATACTTATTTTTATATTTTATATACTTATACTTTTGTGTATACGGATGCCACAAAATTAGCCTGAGTTCGGGAAGAATTTGTATATACATAAGAATTCCCCCCAAATTCAGTGTATTTGTGACATCCTCACATGTATGTTCCAGTGATTAACTTGTGATTTCTTTGTCCCCTGCTAGATTGAGACC

**************************************************..(((((.((((((..((..(((((((.(((..((((((.(((....))).))))))..))).)))))))..)))))))).)))))....*******************************************************
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Desiccation,
female head

V141

Heat_female_body
GSM609235

CMEL1

SRR001348

ago2_oxidized

V022

ML-
DmD32
cell

GSM360262

0-2d
pupae

GSM609251

aged
female
head

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR023197

RNA
Library
from S2
control
cells

SRR351332

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

GSM609217

MLDmD20c5

V031

GM2
cell

V135

CME
W2
(wing
disc
line)

V136

Male
aged
body

GSM379056

Krimp
Heterozygote

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

SRR001338

IR_non-
beta-
eliminated

SRR010954

Aub trans-
heterozygotes,
oxidized

V006

r2d2 female:
possibly
heterozygous

V077

cold,
female
head

.................................................................TTAGCCTGAGTTCGGGAAGAATT........................................................................................................... 23 0 1 77.00 77 12 11 4 3 5 0 3 2 3 0 1 2 0 2 0 1 0 0 2 2 0 3 0 0 2 0 1 0 0 2 0 0 0 0 0 1 0 2 2 1 1 0 1 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 1 0 0 0 1 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

.................................................................TTAGCCTGAGTTCGGGAAGAAT............................................................................................................ 22 0 1 23.00 23 1 2 1 1 0 0 1 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 1 0 0 1 0 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 0 0 0 0 0 0 0 1 1 0 1 0 1 1 0 0 0 0 1 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

..................................................................TAGCCTGAGTTCGGGAAGAATT........................................................................................................... 22 0 1 13.00 13 0 0 0 0 0 0 0 1 1 0 1 0 1 1 0 1 0 0 0 1 0 0 0 1 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................AGCCTGAGTTCGGGAAGAATTTG......................................................................................................... 23 0 1 8.00 8 0 0 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................ATTCCCCCCAAATTCAGTGTAT...................................................................... 22 0 1 6.00 6 0 0 0 0 0 2 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................TAGCCTGAGTTCGGGAAGAATTT.......................................................................................................... 23 0 1 4.00 4 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................TTAGCCTGAGTTCGGGAAGAA............................................................................................................. 21 0 1 4.00 4 0 0 0 0 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................TGTGTATACGGATGCCACAAAATTAGCC............................................................................................................................ 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 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

..................................................................TAGCCTGAGTTCGGGAAGAAT............................................................................................................ 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 1 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

.................................................................TTAGCCTGAGTTCGGGAAGAATTT.......................................................................................................... 24 0 1 3.00 3 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

..................................................................TAGCCTGAGTTCGGGAAGAATTTG......................................................................................................... 24 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................TTAGCCTGAGTTCGGGAAGA.............................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................AAATTAGCCTGAGTTCGGGAAGAATT........................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TACGGATGCCACAAAATTAGCCTGAGT....................................................................................................................... 27 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

...................................................................AGCCTGAGTTCGGGAAGAATTT.......................................................................................................... 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

...............................................................................................................................................TATGTTCCAGTGATTAACTTGTGA............................ 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 0 0 0 0 0 0 0 0 0 0 0 0

...................................TATACTTTTGTGTATACGGATGCCACAA.................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................GTGATTAACTTGTGATTTCTT...................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................TGTATTTGTGACATCCTCACATGTATG................................................ 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 0 0 0 0

.......................................................TGCCACAAAATTAGCCTGAGTTCGGGA................................................................................................................. 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

.......................................................................................................ATTCCCCCCAAATTCAGTGTATT..................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................GCCTGAGTTCGGGAAGAAT............................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................TTAGCCTGAGTTCGGGAAGAATTAAA........................................................................................................ 26 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................TGCCACAAAATTAGCCTGAGTTCGGGAA................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................AATTCCCCCCAAATTCAGTGT........................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................AGCCTGAGTTCGGGAAGAATT........................................................................................................... 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

Anti-sense strand reads

TATAAAATATATGAATAAAAATATAAAATATATGAATATGAAAACACATATGCCTACGGTGTTTTAATCGGACTCAAGCCCTTCTTAAACATATATGTATTCTTAAGGGGGGTTTAAGTCACATAAACACTGTAGGAGTGTACATACAAGGTCACTAATTGAACACTAAAGAAACAGGGGACGATCTAACTCTGG

*******************************************************..(((((.((((((..((..(((((((.(((..((((((.(((....))).))))))..))).)))))))..)))))))).)))))....**************************************************
Read
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V127

G2
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S1
cell

V032

S1
cell

GSM280085

WT testes
(18-24nt)

SRR060645

yw67c23(2)_testes_total

SRR060643
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SRR060650
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body
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total RNA

V148
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total RNA
Â 

GSM609223
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V073
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V132
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Male
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body

V128

S3

GSM399105

disk #2
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CME
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GSM286607
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GSM399107

male body
#2

V085

CME
W2
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GSM343832
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GSM275691
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DRSC
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DreRFHV148h
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whole fly?)

V125
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from 5-6 days old flies
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= 1:1tissue:
whole
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control wild
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SRR317115

genotype:
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from 5-6 days old flies

GSM360262
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GSM286604
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(wing
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SRR029633
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flies
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RNAs from
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SRR317111
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delta1/DF(3L)armi-
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5-6 days old flies

SRR317113
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CG47711-
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from 5-6 days
old flies

V140

Dessication_female_body

V141

Heat_female_body

GSM322245
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GSM609243
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SRR317114
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fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies
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reseq

AGO1
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DmD16-
c3

GSM360260

0-1d
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male body
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transfected
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GSM609235
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SRR031701
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flies

SRR060653
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GSM379055
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GSM322219

2-4day
pupae #1

GSM609244
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SRR341115

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

SRR341117

transfected
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targeting
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(S2)
cellsoxidation
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GM2
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reseq
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c2

SRR029608

total small
RNAs from
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heterozygous
flies

V137

Male
aged
head

GSM180329

adult
bodies
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bodies,
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bodies)

GSM379066

Zuc
Mutant

GSM286611

6-10h #2
(11)

GSM322208

3rd
instar #2

SRR014275

Ovary_rep1_LK_P

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR298712

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

SRR351333

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

V008

S2-
DRSC

GSM399100

Kc167
cell

GSM609219

GM2 cell

V023

Dcr2
female
head

GSM399101

kc167
cell

GSM609248

ML-DmD9
cell

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V074

S3

GSM609225

ML-DmBG3-
C2

V078

Desiccation,
female head

V079

Oxidation,
female
head

GSM609238

embryo
14-24hr

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V129

ML-
DmBG1-
c1

SRR031704

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

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V080

Starvation,
female head

V086

female
body,
aged

SRR060644

A2_ovaries_total

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR014277

Ovary_rep1_NA_P

GSM609251

aged
female
head

V077

cold,
female
head

.......................................................................................................TAAGGGGGGTTTAAGTCACA........................................................................ 20 0 1 20195.00 20195 17148 2453 306 4 0 0 0 0 53 5 42 31 25 14 23 6 4 19 13 3 1 7 0 3 1 2 2 3 2 0 1 1 1 0 0 0 0 0 0 0 5 0 0 0 0 0 1 2 1 0 3 0 0 2 0 0 1 0 0 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 2 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

......................................................................................................TTAAGGGGGGTTTAAGTCACA........................................................................ 21 0 1 10720.00 10720 7472 2729 203 4 0 0 0 0 64 45 40 10 9 28 6 8 11 6 7 11 4 3 0 0 3 1 0 4 7 1 5 1 4 1 0 5 0 2 0 6 1 0 0 1 1 0 1 3 1 0 0 0 0 1 0 1 1 1 1 0 1 1 0 0 0 0 0 0 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................AAGGGGGGTTTAAGTCACA........................................................................ 19 0 1 3501.00 3501 2233 966 233 2 0 0 0 0 7 0 13 12 11 4 6 2 1 1 0 0 1 0 0 2 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

....................................................................................................TCTTAAGGGGGGTTTAAGTCACA........................................................................ 23 0 1 2763.00 2763 2150 218 216 0 0 0 0 0 5 53 7 13 16 6 8 12 12 2 0 0 1 2 11 0 5 0 2 0 1 1 0 1 1 3 0 1 0 0 2 0 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 1 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 0 0 0 0 1 1 1 0 0 0 1 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

.........................................................................................................AGGGGGGTTTAAGTCACA........................................................................ 18 0 1 1626.00 1626 164 959 478 0 0 0 0 0 2 1 2 3 2 0 1 0 3 0 1 0 0 0 0 0 1 4 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................TTTAAGGGGGGTTTAAGTCACA........................................................................ 22 1 1 1487.00 1487 1101 317 36 0 0 0 0 0 8 0 3 4 5 2 0 0 2 0 2 1 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 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

.....................................................................................................CTTAAGGGGGGTTTAAGTCACA........................................................................ 22 0 1 1386.00 1386 1103 129 88 1 0 0 0 0 5 14 4 6 6 5 3 3 1 2 1 2 1 3 0 0 1 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 1 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 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

................................................................TAATCGGACTCAAGCCCTTCTTA............................................................................................................ 23 0 1 1351.00 1351 547 188 143 124 68 101 44 59 4 0 2 10 9 0 3 2 2 0 0 1 4 0 5 5 0 0 1 0 1 1 1 3 2 2 0 0 0 0 0 0 0 1 0 0 1 1 2 0 3 0 0 2 0 0 2 0 0 1 1 0 0 0 0 0 0 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................TAGGGGGGTTTAAGTCACA........................................................................ 19 1 1 1133.00 1133 194 862 65 0 0 0 0 0 2 0 2 1 1 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................AATCGGACTCAAGCCCTTCTTA............................................................................................................ 22 0 1 776.00 776 411 61 71 66 45 36 26 34 2 0 1 6 4 0 1 1 0 0 0 0 0 0 0 1 0 0 0 1 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 1 0 0 0 0 1 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

................................................................TAATCGGACTCAAGCCCTTCTT............................................................................................................. 22 0 1 666.00 666 158 162 97 98 47 31 11 22 1 0 0 1 2 2 4 0 0 1 0 0 3 0 1 4 2 0 2 0 0 2 1 1 0 1 0 0 0 1 0 0 0 1 6 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................TTGGGGGGTTTAAGTCACA........................................................................ 19 2 1 591.00 591 35 520 33 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................ATCGGACTCAAGCCCTTCTTA............................................................................................................ 21 0 1 416.00 416 160 58 73 62 14 18 8 7 1 0 2 0 3 0 1 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 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TGGGGGGTTTAAGTCACA........................................................................ 18 1 1 358.00 358 10 270 78 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................TTAATCGGACTCAAGCCCTTCTT............................................................................................................. 23 0 1 309.00 309 61 60 48 58 19 11 13 16 0 0 1 0 0 1 0 1 0 0 0 0 1 0 0 1 0 0 4 0 0 2 2 1 0 0 0 0 0 1 3 0 0 0 0 1 0 1 0 0 0 1 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

.................................................................AATCGGACTCAAGCCCTTCTT............................................................................................................. 21 0 1 186.00 186 52 31 29 33 7 9 5 13 0 0 0 3 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................TTAATCGGACTCAAGCCCTTCTTA............................................................................................................ 24 0 1 124.00 124 46 20 8 0 13 20 5 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 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

...................................................................TCGGACTCAAGCCCTTCTTA............................................................................................................ 20 0 1 114.00 114 24 34 31 6 0 5 4 5 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................AAAGGGGGGTTTAAGTCACA........................................................................ 20 1 1 99.00 99 30 52 13 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................ATCGGACTCAAGCCCTTCTT............................................................................................................. 20 0 1 82.00 82 9 32 20 17 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

.......................................................................................................TAAGGGGGGTTTAAGTCACAT....................................................................... 21 0 1 72.00 72 59 10 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................TTAAGGGGGGTTTAAGTCACAT....................................................................... 22 0 1 59.00 59 42 13 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................TCGGACTCAAGCCCTTCTTAAA.......................................................................................................... 22 0 1 52.00 52 10 20 15 0 1 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................ATCGGACTCAAGCCCTTCTTAA........................................................................................................... 22 0 1 35.00 35 15 5 10 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................ATAAGGGGGGTTTAAGTCACA........................................................................ 21 1 1 34.00 34 26 6 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................AATCGGACTCAAGCCCTTCTTAA........................................................................................................... 23 0 1 27.00 27 18 1 5 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................AATCGGACTCAAGCCCTTCTTAAA.......................................................................................................... 24 0 1 25.00 25 15 3 3 1 0 1 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

...................................................................TCGGACTCAAGCCCTTCTTAA........................................................................................................... 21 0 1 23.00 23 10 4 8 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................ATCGGACTCAAGCCCTTCTTAAA.......................................................................................................... 23 0 1 23.00 23 4 6 12 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................TAAGGGGGGTTTAAGTCAC......................................................................... 19 0 1 21.00 21 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 0 0

................................................................AAATCGGACTCAAGCCCTTCTTA............................................................................................................ 23 1 1 21.00 21 11 1 5 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................ATTAAGGGGGGTTTAAGTCACA........................................................................ 22 1 1 20.00 20 15 1 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................TAATCGGACTCAAGCCCTTCTTAA........................................................................................................... 24 0 1 19.00 19 8 6 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................TCGGACTCAAGCCCTTCTT............................................................................................................. 19 0 1 18.00 18 0 11 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

......................................................................................................CTAAGGGGGGTTTAAGTCACA........................................................................ 21 1 1 18.00 18 8 8 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

........................................................................................................CAGGGGGGTTTAAGTCACA........................................................................ 19 1 1 17.00 17 5 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................AAGGGGGGTTTAAGTCACAT....................................................................... 20 0 1 17.00 17 8 7 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................CAAGGGGGGTTTAAGTCACA........................................................................ 20 1 1 16.00 16 13 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

......................................................................................................TTAAGGGGGGTTTAAGTCAC......................................................................... 20 0 1 14.00 14 11 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................TAAGGGGGGTTTAAGTCA.......................................................................... 18 0 1 14.00 14 11 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

....................................................................................................ACTTAAGGGGGGTTTAAGTCACA........................................................................ 23 1 1 14.00 14 5 5 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................GAGGGGGGTTTAAGTCACA........................................................................ 19 1 1 13.00 13 5 7 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................AGGGGGGTTTAAGTCACAT....................................................................... 19 0 1 13.00 13 3 2 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

...........................................................................................................................TAAACACTGTAGGAGTGTA..................................................... 19 0 1 12.00 12 0 2 4 2 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................TTCTTAAGGGGGGTTTAAGTCACA........................................................................ 24 0 1 11.00 11 8 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................GAAGGGGGGTTTAAGTCACA........................................................................ 20 1 1 10.00 10 2 7 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................GGGGGGGTTTAAGTCACA........................................................................ 18 1 1 10.00 10 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................CGGGGGGTTTAAGTCACA........................................................................ 18 1 1 8.00 8 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................CCTTAAGGGGGGTTTAAGTCACA........................................................................ 23 1 1 8.00 8 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................TTAAGGGGGGTTTAAGTCA.......................................................................... 19 0 1 7.00 7 5 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................TTTAAGGGGGGTTTAAGTCACAT....................................................................... 23 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................GGGGGGTTTAAGTCACAT....................................................................... 18 0 1 5.00 5 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................TAGGGGGGTTTAAGTCACAT....................................................................... 20 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................AAGGGGGGTTTAAGTCAC......................................................................... 18 0 1 5.00 5 2 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

.....................................................................................................CTTAAGGGGGGTTTAAGTCAC......................................................................... 21 0 1 4.00 4 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................CTGGGGGGTTTAAGTCACA........................................................................ 19 2 1 4.00 4 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................TGAACACTAAAGAAACAGGGG............... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................TCTTAAGGGGGGTTTAAGTCAC......................................................................... 22 0 1 4.00 4 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

........................................................................................................TTGGGGGGTTTAAGTCACAT....................................................................... 20 2 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

...........................................................................................................................TAAACACTGTAGGAGTGTAC.................................................... 20 0 1 4.00 4 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................TCTAAGGGGGGTTTAAGTCACA........................................................................ 22 2 1 4.00 4 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

.......................................................................................................ATAGGGGGGTTTAAGTCACA........................................................................ 20 2 2 3.50 7 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................AAATCGGACTCAAGCCCTTCTT............................................................................................................. 22 1 1 3.00 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................CATCGGACTCAAGCCCTTCTTA............................................................................................................ 22 1 1 3.00 3 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chrX:19455820-19456014 - dme-

mir-
979-
as

ATATTTTATATAC----TTATTTTTATATTTTATATACTTATACTTTT---GTGTATACGGATGCCACAAAATTAGCCTGAGTTCGGGAAGAATTTGTATATACATAAGAATTCCCCCCAAATTCAGTGT------A--TTTGTGACA-TCCTC---------------------------ACATGTATG------------TTCCAGTGATTAACTTGTGATTTCTTTGTC---CCCTG---CTAGATTGAGACC

droSim2 x:18345399-18345511 - TAT------------------------ATTTTATAAACTTATACTTTT---GTATATACGGCTCCTACAAAATTAGCCTGAATTCGTGAAGAATTTGT--------------------------------------------------------------------------------------------------------------ATATTAATTTGTGATTTCTTTGTC---CCCTG---CTAGGTTGAGACC
droSec2 scaffold_8:1738424-1738536 - TAT------------------------ATTTTATAAACTTATACTTTT---GTATATACGGTTCCTACAAAAGTAGCCTGAATTCGTGAAGATTTTGT--------------------------------------------------------------------------------------------------------------ATATTAATTTGTGATTTCTTTGTC---CCCTG---CTAGGTTGAGACC
droYak3 X:11883220-11883316 + ATCCGATTCAAATCGGGTTACTTTTATATCTTACAAACTTTTAC---------------------------------------------------------------------------------------------------------------------------------------------GTATT------------TCCCAGCCATTAACTTGTGATTTCTTTGTT---CCCTG---TTAGTTGGAGACC
droEre2 scaffold_4690:9691738-9691899

-
ATTT---------------------------TATAAACTTATACTTAAAACTTATAAAGGGATGCTACAAAAGTGG-----ATGCGT---------------GCTTCAGAATTCCGCCCGAATTCAGAGCTAATCGATTTGTGTGGCA-C-CCC---------------------------ATACGTATT------------TGCCAACGATTAACTTGTGATTTCTTTGTC---CCCTG---CTAGTTGGAGACC

droEug1 scf7180000409230:876858-
876912 +

ATTT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAT------------TTACGATGATTAACTTGTGATTTTTGTATC---CCCTG---TTAGTTGGAGAGC

droBia1 scf7180000302069:1147659-
1147708 +

TGT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCCAATGATTAACTTGTAATTTCTGTGTC---CTCTG---TTAGTTGGAGACC

droTak1 scf7180000415169:841542-
841591 +

TGC--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCCACTGATTAGCCTGTGATTTCTGTGTC---CTCTG---TTAGTTGGAGACC

droEle1 scf7180000490751:1122376-
1122425 -

TGTC--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAAATAAATAACTTGTGTTTTTGGTGTA---CTCTG---ACAGTTGGAAAGC

droRho1 scf7180000761121:186802-
186853 +

TGTA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCCCAATGATTAATGTGTGCTTTTTGTGTT---CTCTG---CCAGTGTGAAACA

droFic1 scf7180000454073:1736510-
1736659 -

AAATTGCGTTTAT-----------TGTATTTGATTTATTTA------TAACATATTA-------------------------------------------------------------------------------------AA-ATACTTTTCAATGTTTACAATAGTTTTTACAATGCATTACGCATTTCATTAAAATTTCTTCAATGGTTAACCGATTGTTTCTATATC---CTCTATGCCCAGTTGGAGAGC

droKik1 scf7180000302247:564183-
564255 +

TGTAT---------------------------------TTATAATTAT---TTATAAATGTGTGCC---AAATTGG------------------------------------------------------------------------------------------------------------------------------------------ACTAATATTTGTTTTCTG---CCCTT---TTAGCTGGAGACC

droAna3 scaffold_13417:2460043-
2460084 +

CGG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGATTAATC-GGAATTTC--TGTT---TCCCG---CCAGTTGGAGAGC

droBip1 scf7180000395874:32110-32135
+

TT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCTGCT---TCCCG---CTAGGTGGAGAGT

dp5 XL_group1e:12509789-12509830
+

AAT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCTTAACT--AAATTTCTATTAC---TTCTG---CCAGTTCGAGAGC

droPer2 scaffold_14:1990669-1990772 + TAAGGA-------------------------------CTTACTCTTAA---TTTAACGCGTTT-------------------------------------------------------------------------------AA-ATA-TTTTCGATCTTGAAAA----------------ATATAAAAA------------TTAAAATGCTTAACT---AAATTCTATTAC---TTCTG---CCAGTTCGAGAGC
droWil2 scf2_1100000004909:7961861-

7961901 -
TAAT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTAATTGTAATTTTTATAAT---TATT----ATAGATGGAAAGC

droVir3 scaffold_13042:902095-902132
+

TGATTG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCTCCTCCTTCGCA---TACAT---GTAGTCGGAGAGC

droMoj3 scaffold_6328:2896380-2896416
+

TATC-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATCTCATTGTC--TCTCTGTATATAGGCGGAGACC

droGri2 scaffold_15081:2040408-
2040459 +

TTAAATTAC------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AATTTTCTCTCTCTCTTTCTCTTTCAAAACACAGACCGAGAGC

Generated: 09/09/2015 at 12:43 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
1
0
0
0
1
1
1
1
0
1
0
0
0
1
0
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ACTTGAATGGCGACAAGACGCTGAAGATGATCTTCCGCCAGCTTTGCGGCCAGAGCTGCAATGGCGCTTGTCCGGAAGTGGAGCGCGTCATGCTCGCCGATGGCTGCCGCATCTCGGACAAGGGCCTTCAGCTCCTCACGCGCCGCTGCCCCGAGTTGACCCACCTTCAGCTACAGACCTGCGTG

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

#
Mismatch

Hit
Count

Total
Norm Total

V146

S1
cell

V127

G2

SRX247213

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

AGO2

V031

GM2
cell

GSM609222

ML-DmBG1-
C1

GSM609229

embryo 2-
6hr

GSM609225

ML-DmBG3-
C2

SRR031702

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

V074

S3

SRR001338

IR_non-
beta-
eliminated

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V078

Desiccation,
female head

SRR351333

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

GSM609223

male, one
day

GSM609219

GM2 cell

V073

mbn2

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR010955

Aub IP in
Ago3
heterozygotes

SRR298712

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

SRR351332

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

GSM371638

S2-NP

GSM609224

female,
one day

V092

dcr-
2[G31R]
male
total
RNA Â 

V128

S3

SRR001664

homozygous_dcr-
2_untreated

SRR001349

heterozygous_dcr-
2_untreated

GSM609238

embryo
14-24hr

GSM322208

3rd
instar #2

GSM399107

male body
#2

SRR001337

WT_females_beta-
eliminated

SRR001348

ago2_oxidized

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR298537

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

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

GSM609237

ago2[414]
ovary
total RNA

SRX247212

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

AGO1

V015

DreRFHV148h

V093

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

V008

S2-
DRSC

GSM609227

CMEW1
Cl.8+
cell

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609218

Sg4

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR065155

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

GSM609234

CS Â male
total RNA
Â 

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V085

CME
W2
wing
disc

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR001347

ago2_untreated

V032

S1
cell

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609242

s2+48 #2

V034

ML-
DmD16c3
cell

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1
GSM343832

S2R+ cell

GSM385748

OSS_s6

GSM379066

Zuc
Mutant

SRR029031

loqs-ORF
knockdown

SRR031704

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

V086

female
body,
aged

SRR010959

Ago3 IP in
heterozygotes

AGO3

GSM609220

ML-DmD21
cell

V133

Sg4

V144

OSC

GSM385744

OSS_s2

GSM385821

OSS_s7

SRR097866

Drosophila
S2-NP
cells

V138

Male
cold
body

GSM280088

S2cell
(AGO1IP)

AGO1

GSM322338

2-4day
pupae#2

GSM379061

Squ
Heterozygote

V003

dsDcr-1
(katsutomo
RNA)

V037

Felix
sample
+mirtrons

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM385822

OSS_s8

SRR010953

Aub
heterozygotes,
oxidized

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V139

Cold_female_body

....................................................................................................TGGCTGCCGCATCTCGGACAAGG.............................................................. 23 0 1 12.00 12 0 4 0 0 0 2 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................TGGCTGCCGCATCTCGGACAAGGT............................................................. 24 1 1 9.00 9 0 3 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 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

....................................................................................................TGGCTGCCGCATCTCGGACAAG............................................................... 22 0 1 4.00 4 0 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

.......TGGCGACAAGACGCTGAAGATGA........................................................................................................................................................... 23 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

...................................................................TTGTCCGGAAGTGGAGCGCGTC................................................................................................ 22 0 1 2.00 2 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

...........GACAAGACGCTGAAGATGATCTTCCG.................................................................................................................................................... 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

........................................................TGCAATGGCGCTTGTCCGGAAGTGGA....................................................................................................... 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

...................................................................TTGTCCGGAAGTGGAGCGCGT................................................................................................. 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

............ACAAGACGCTGAAGATGATCTTCC..................................................................................................................................................... 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

....................................................................................................TGGCTGCCGCATCTCGGACAAGT.............................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................CGCTTGTCCGGAAGTGGAGC..................................................................................................... 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

...............................................................................................................TCTCGGACAAGGGCCTTCAGCTCC.................................................. 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

.....................TGAAGATGATCTTCCGCCAGC............................................................................................................................................... 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

...........................................................................AAGTGGAGCGCGTCATGCTCGC........................................................................................ 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

....................................................................................................TGGCTGCCGCATCTCGGACAAGGA............................................................. 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

...................................................................TTGTCCGGAAGTGGAGCGCGTATC.............................................................................................. 24 3 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

Anti-sense strand reads

TGAACTTACCGCTGTTCTGCGACTTCTACTAGAAGGCGGTCGAAACGCCGGTCTCGACGTTACCGCGAACAGGCCTTCACCTCGCGCAGTACGAGCGGCTACCGACGGCGTAGAGCCTGTTCCCGGAAGTCGAGGAGTGCGCGGCGACGGGGCTCAACTGGGTGGAAGTCGATGTCTGGACGCAC

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

#
Mismatch

Hit
Count

Total
Norm Total

GSM609222

ML-DmBG1-
C1

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR010954

Aub trans-
heterozygotes,
oxidized

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V031

GM2
cell

V136

Male
aged
body

V079

Oxidation,
female
head

GSM609224

female,
one day

SRR010953

Aub
heterozygotes,
oxidized

SRR031692

Total
small
RNAs from
Oregon R

V003

dsDcr-1
(katsutomo
RNA)

GSM609225

ML-DmBG3-
C2

SRR029633

total
small RNAs
from hen1
homozygous
flies

V086

female
body,
aged

GSM609219

GM2 cell

GSM371638

S2-NP

GSM628272

ago2[414]
ovary
total RNA

GSM609250

ML-DmD32
cell

SRR031702

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

GSM609229

embryo 2-
6hr

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM467730

Dmel_r2d2_sRNAseq

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR298712

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

V127

G2

SRR351332

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

GSM609223

male, one
day

SRX247213

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

AGO2

SRR351333

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

GSM609234

CS Â male
total RNA
Â 

V146

S1
cell

GSM609237

ago2[414]
ovary
total RNA

V093

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

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR010959

Ago3 IP in
heterozygotes

AGO3

V015

DreRFHV148h

SRR031704

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

V077

cold,
female
head

SRR001339

WT_females_non-
beta-eliminated

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM609235

CMEL1

V091

fGS/OSS
total
Â 

GSM361908

s2-48
Biological
Replicate
#2

GSM399100

Kc167
cell

GSM609227

CMEW1
Cl.8+
cell

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609239

IR- 2-
18hr

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR065801

zuc_het(H-
Y)_ovaries

V074

S3

SRR001348

ago2_oxidized

SRR298711

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

V037

Felix
sample
+mirtrons

SRR010960

wt,
oxidized

GSM609248

ML-DmD9
cell

SRR060652

hs-
Penelope_testes_total

V138

Male
cold
body

V141

Heat_female_body

GSM399107

male body
#2

SRR029028

untreated
(mock)

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

SRR065155

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

V012

Dcr2 male
(Katsutomo,
whole fly?)

V034

ML-
DmD16c3
cell

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM322543

male head
#1

SRR001347

ago2_untreated

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V125

ML-
DmD9

......................CTTCTACTAGAAGGCGGTCGA.............................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................AGGAGTGCGCGGCGACGGGGCT............................... 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:11757103-11757287 + sblock147283 ACTTGAATGGCGACAAGACGCTGAAGATGATCTTCCGCCAGCTTTGCGGCCAGAGCTGCAATGGCGCTTGTCCGGAAGTGGAGCGCGTCATGCTCGCCGATGGCTGCCGCATCTCGGACAAGGGCCTTCAGCTCCTCACGCGCCGCTGCCCCGAGTTGACCCACCTTCAGCTACAGACCTGCGTG
droSim2 3r:9493658-9493842 - ACTTGAATGGCGACAAGACGCTGAAGATGATCTTTCGCCAGCTGTGCGGCCAGAGCTGCAATGGCGCCTGTCCGGAGGTGGAGCGCGTCATGCTCGCCGATGGCTGCCGCATCTCGGACAAGGGTCTTCAGCTCCTCACGCGCCGCTGCCCCGAGTTGACCCACCTTCAGCTACAGACCTGCGTG
droSec2 scaffold_0:10201413-10201597

-
ACTTGAATGGCGACAAGACGCTGAAGATGATCTTCCGCCAGCTGTGCGGCCAAAGCTGCAATGGCGCCTGTCCGGAGGTGGAGCGCGTTATGCTCGCCGATGGCTGCCGCATCTCGGACAAGGGTCTTCAGCTCCTCACGCGCCGCTGCCCCGAGTTGACCCACCTTCAGCTACAGACCTGCGTG

droYak3 3R:14680016-14680200 - ACTTGAATGGCGACAAGACGCTGAAGATGATCTTCCGCCAGCTGTGCGGCCAGAGCTGCAATGGCGCCTGTCCAGAGGTGGAGCGCGTCATGCTCGCCGATGGCTGCCGCATCTCGGACAAGGGTCTGCAGCTCCTCACGCGCCGCTGCCCCGAGTTGACCCACCTCCAGCTACAGACCTGCGTG
droEre2 scaffold_4770:11278249-

11278433 +
ACTTGAATGGCGACAAGACGCTGAAAATGATCTTCCGCCAGCTGTGCGGCCAGAGCTGCAATGGCGCCTGTCCGGAGGTGGAGCGCGTCATGCTCGCCGATGGCTGCCGCATCTCGGACAAGGGTCTACAGCTCCTCACGCGCCGCTGCCCCGAGTTGACCCACCTCCAGCTACAGACCTGCGTG

droEug1 scf7180000409797:1781707-
1781891 -

ACCTAAATGGCGACAAGATCCTGAAGATGATCTTCCGGCAGCTGTGCGGCCAGAGTTGTAATGGCGCCTGTCCAGAAGTGGAGCGTGTGATGCTCGCCGATGGCTGCCGCATCTCGGACAAAGGACTCCAGCTTCTAACTCGCCGTTGTCCAGAGTTAACCCACCTTCAACTTCAGACCTGTGTG

droBia1 scf7180000302136:1362870-
1363054 +

ACCTCAACGGCGACAAGACGCTCAAGATGATCTTCCGGCAGCTGTGCGGGCAAAGTTGCAACGGAGCCTGTCCGGAAGTGGAGCGCGTAATGCTGGCCGATGGCTGCCGCATCTCGGATAAGGGTCTCCAGCTCCTCACCCGTCGCTGCCCGGAGCTGACCCACCTTCAGTTGCAAACCTGCGTG

droTak1 scf7180000415242:370422-
370606 -

ACCTCAATGGCGACAAAACGCTGAAGATGATCTTCCGGCAGCTGTGCGGCCAGAGTTGCAATGGCGCCTGTCCGGAAGTAGAGCGCGTCATGCTTTCTGATGGCTGTCGCATCTCGGACAAGGGCCTCCAGCTGCTCACCCGCCGATGTCCGGAGTTAACGCACCTCCAGTTGCAGACCTGCGTG

droEle1 scf7180000491080:1541765-
1541949 +

ACCTCAACGGCGACAAGACGCTGAAAATGATCTTCCGTCAGCTGTGCGGCCAGAGCTGCAACGGCGCCTGTCCGGAGGTGGAGCGCGTGATGCTCGCCGATGGCTGCCGCCTTTCGGACAAGGGCCTCCAGCTGCTGACGCGTCGCTGCCCGGAACTGACCCACCTCCAGCTGCAGACCTGCGTA

droRho1 scf7180000758667:164667-
164851 +

ACCTCAACGGCGACAAGACGCTGAAGATGATCTTCCGGCAGCTTTGTGGCCAGAGCTGCAACGGCGCCTGTCCGGAGGTCGAGCGCGTAATGCTCGCCGATGGCTGCCGCATCTCGGATAAGGGTCTGCAGCTGCTCACGCGTCGCTGCCCGGAACTGACCCACCTCCAACTCCAGACCTGCGTG

droFic1 scf7180000452523:1135095-
1135279 +

ACCTGAATGGAGACAAGATCCTCAAGATGATCTTCCGGCAGTTGTGTGGCCAGAGTTGCAATGGCGCCTGTCCGGAAGTGGAGCGCGTGATGCTCGCCGATGGCTGCCGCATCTCAGACAAGGGCCTCCAGTTGCTCACCCGTCGCTGCCCGGAACTGACCCACCTCCAGCTGCAGACCTGCGTG

droKik1 scf7180000302639:921655-
921839 -

ACCTCAACGGCGACAAGACACTGAAGATGATTTTCCGGCAGCTGTGCGGCCAGAGCTGCAACGGCGCCTGTCCGGAGGTGGAGCGTGTCATGCTTGGCGACGGCTGCCGCATCACGGACAAGGGACTCCAGCTGCTCACGCGTCGCTGCCCGGAACTGACTCACCTGCAGCTGCAGACCTGTGTG

droAna3 scaffold_13340:16358900-
16359084 +

ACCTGAATGGTGACAAAACCCTGAAGATGATTTTCCGGCAATTGTGCGGCCAGAGCTGCAACGGCGCATGCCCAGAGGTGGAAAGAGTTATGCTGGCCGATGGGTGCCGAATCTCTGATAAAGGCCTGCAATTGCTGACCCGCCGATGCCCAGAACTTACTCATCTGCAACTCCAAACATGCGTA

droBip1 scf7180000396708:3686160-
3686344 -

ACCTCAATGGTGACAAGACGCTGAAGATGATCTTCCGGCAATTGTGCGGCCAGAGCTGCAATGGAGCCTGTCCGGAGGTGGAACGGGTGATGCTGGCCGATGGCTGCCGCATCTCAGACAAAGGCCTCCAATTGCTGACCCGCCGATGCCCGGAACTTACACACCTGCAACTCCAAACCTGCGTG

dp5 2:20443769-20443953 + ACCTGAACGGGGACAAGACCCTGAAGATGATCTTCCGGCAGCTGTGCGGCCAGAGCTGCAATGGCGCCTGTCCGGAGGTGGAGCGAGTGATGCTCGCCGATGGCTGCCGCATCTCCGACAAGGGCCTCCAGCTGCTGACACGACGCTGCCCGGAGCTGACGCACCTGCAGCTGCAGACCTGCGTC
droPer2 scaffold_3:3191043-3191227 + ACCTGAACGGGGACAAGACCCTGAAGATGATCTTCCGTCAGCTGTGCGGCCAGAGCTGCAATGGCGCCTGTCCGGAGGTGGAGCGAGTGATGCTCGCCGATGGCTGCCGCATCTCCGACAAGGGCCTCCAGCTGCTGACACGACGCTGCCCGGAGCTGACGCACCTGCAGCTGCAAACCTGCGTC
droWil2 scf2_1100000004902:5116724-

5116908 -
ACCTCAACGGCGATAAAGCATTGAAGATGATTTTCCGGCAATTATGCGGTCAAAGTTGTAACGGTTCTTGCCCGGAGGTAGAACGGGTGATGCTCGCTGACGGTTGTCGCATCTCGGACAAGGGCTTGCAAATGTTAGCCCGGCGTTGTCCAGAGCTCACACACCTTCAGCTTCAAACATGTGTG

droVir3 scaffold_13047:2419418-
2419602 +

ATTTGAATGGTGACAAGACGCTGAAGATGATCTTCCGCCAGCTGTGCGGACAGAGCTGCAATGGCGCCTGCCCGGAGGTGGAACGCGTTATGCTCGCCGATGGCTGTCGCATTTCAGACAAAGGTCTGCAGTTGCTCACGCGTCGCTGTCCCGAACTGACGCATCTGCAGCTGCAGACCTGCGAG

droMoj3 scaffold_6540:15231947-
15232131 -

ATCTCAATGGTGACAAGACGCTGAAGATGATCTTCCGCCAGCTGTGCGGACAGAGCTGCAACGGCGCCTGCCCAGAGGTTGAGCGCGTCATGCTTGCCGATGGCTGTCGCATCTCAGACAAGGGTCTGCAGCTGCTGACGCGTCGCTGTCCAGAGCTAACGCATCTGCAGCTGCAGACCTGTGTC

droGri2 scaffold_3111:4958-5142 + ACCTCAACGGGGACAAAACGTTGAAGATGATCTTTCGGCAGTTGTGCGGCCAGAGTTGCAATGGTGCCTGCCCCGAGGTGGAACGCGTGATGCTCGCCGATGGCTGTCGCATCTCGGACAAGGGTCTGCAGTTGCTCACCCGTCGGTGTCCGGAGCTGACGCATCTGCAGCTGCAGACGTGTGTG
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CAACAACAACGTTGCGGCGCAACAACAACAACAACACCAAAGGGGTAAGTAGTCGCAAAGGGACAAGGGACCAGATATGTCTGTTAACTTGGCCCTTAAGCGACCCGCTGAGGGTGGATTTTATAACGTGTCTCGAGTGGACACGCGGCAGTTACAC
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....................................................................................TAACTTGGCCCTTAAGCGACCCG.................................................. 23 0 1 78.00 78 0 1 7 0 6 0 1 0 0 2 0 0 0 5 0 0 2 2 0 2 4 3 2 0 0 0 2 2 2 2 1 0 1 0 1 1 0 1 1 1 0 2 2 2 2 1 0 1 1 1 0 0 1 0 1 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 1 1 1 0 0 0 0 0 1 0 1 1 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
....................................................................................TAACTTGGCCCTTAAGCGACC.................................................... 21 0 1 31.00 31 0 0 2 0 4 0 0 0 0 0 1 0 0 0 0 0 2 2 3 0 0 0 1 0 0 0 0 0 0 0 1 1 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 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 0 0 0 0 0 0 1 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
....................................................................................TAACTTGGCCCTTAAGCGACCCGT................................................. 24 1 1 5.00 5 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 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
....................................................................................TAACTTGGCCCTTAAGCGACCCGC................................................. 24 0 1 4.00 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................TAACTTGGCCCTTAAGCGACCC................................................... 22 0 1 4.00 4 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 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
....................................................................................TAACTTGGCCCTTAAGCGAC..................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................AGTCGCAAAGGGACAAGGGACC..................................................................................... 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 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
....................................................................................TAACTTGGCCCTTAAGCGACCCA.................................................. 23 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................TAACTTGGCCCTTAAGCGACA.................................................... 21 1 1 2.00 2 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................AGTCGCAAAGGGACAAGGGA....................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................GAGGGTGGATTTTATAACGTG........................... 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 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
....................................................................................TAACTTGGCCCTTAAGCGA...................................................... 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 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
...........................................GGTAAGTAGTCGCAAAGGGACAA........................................................................................... 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 0 0
....................................................................................TAACTTGGCCCTTAAGCGACCCT.................................................. 23 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 0 0 0 0 0 0
........................................................................................................................TTATAACGTGTCTCGAGTGGA................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................TCGCAAAGGGACAAGGGACCAG................................................................................... 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
........ACGTTGCGGCGCAACAAA................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................AAGCGACCCGCTGAGGGTGGA....................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................AAGGGACAAGGGACCAG................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...CAACAACGTTGCGGCGCAACAAC................................................................................................................................... 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 0 0
................................................GTAGTCGCAAAGGGACAAGG......................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................TGTCTGTTAACTTGGCCCTTA........................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................ACTTGGCCCTTAAGCGACCCGT................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................ACAACAACAACAACACCA...................................................................................................................... 18 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0
...................CAACAACAACAACAACACCA...................................................................................................................... 20 0 16 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0
...................CAACAACAACAACAACAC........................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0
...................CAACAACAACAACAACACC....................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

GTTGTTGTTGCAACGCCGCGTTGTTGTTGTTGTTGTGGTTTCCCCATTCATCAGCGTTTCCCTGTTCCCTGGTCTATACAGACAATTGAACCGGGAATTCGCTGGGCGACTCCCACCTAAAATATTGCACAGAGCTCACCTGTGCGCCGTCAATGTG

***********************************(((..((.((......(((((.(((((.((((....((((....))))....)))).)))))..))))))).))...))).......***********************************
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.............CGCCGCGTTGTTGTTGTTGTTG.......................................................................................................................... 22 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................CGGGAATTCGCTGGGCGACTC............................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................AGCTCACCTGTGCGCCGTCAA.... 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

............................................................................TACAGACAATTGAACCGGGAA............................................................ 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

............................................................CCTGTTCCCTGGTCTATAC.............................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................CGCGTTGTTGTTGTTGTTGTG........................................................................................................................ 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

.............................................................................................GGAATTCGCTGGGCGACTC............................................. 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

...................................................CAGCGTTTCCCTGTTCCC........................................................................................ 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

.....................................................GCGTTTCCCTGTTCCCTGGTC................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................GTTGTTGTTGTTGTTGTGGTT..................................................................................................................... 21 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 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

......................GTTGTTGTTGTTGTGGTTT.................................................................................................................... 19 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

.......................TTGTTGTTGTTGTGGTTT.................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................GTTGTTGTTGTTGTTGTGGT...................................................................................................................... 20 0 16 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................GCGTTGTTGTTGTTGTTGT......................................................................................................................... 19 0 20 0.05 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

..................CGTTGTTGTTGTTGTTGT......................................................................................................................... 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 1 0 0 0 0 0 0

....................TTGTTGTTGTTGTTGTGG....................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................TGTTGTTGTTGTTGTGGT...................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................GTTGTTGTTGTTGTGGTT..................................................................................................................... 18 0 20 0.05 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

...................GTTGTTGTTGTTGTTGTGG....................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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:21339675-21339832 - dme_312 -CAACAACAACGTTGC------------------------------GGCGCAACA------ACAACAACAACACCAAAGGGGTAAGTAGTCGC-AAAGGGACAAG-GGACCAGATATGT------------------------------------------------------CT----GTTAACTTGGCCCTTAAGC--GACCCGCTGAGGGTGGATTTTAT--AAC--GTGTCTCGAGTGGACA-CGCGGCAGTTACA-----------------C-T
droSim2 3l:20874238-20874398 - -CAACAACAACGTTGC------------------------------GTCGCAACA------ACAACAGCAACACCAAAGGGGTAAGTTGTCGC-AAGGGGACAAGGGGACCAGATATGT------------------------------------------------------CT----GTTAACTTGGCCTTTAAGTGTGGCCCTCTGAGGGTGGATTTTAT--AAC--GTGCCTCGAGTGGACA-CGCGGCAGTCACA-----------------C-C
droSec2 scaffold_11:1276927-

1277087 -
-CAACAACAACGTTGC------------------------------GTCGCAACA------ACAACAGCAACACCAAAGGGGTAAGTTGTCGC-AAGGGGTAAAGGGGACCAGATATGT------------------------------------------------------CT----GTTAACTTGGCCTTTAAGTGTGGCCCTCTGAGGGTGGATTTTAT--AAC--GTGCCTCGAGTGGACA-CGCGGCAGTCACA-----------------C-C

droYak3 3L:19170836-19170988 + -CAACAACAACGTTGC------------------------------GGCGCAGCA------ACAACAGCAACCACAAAGGGGTAAGTTGTCGC-AAGGAAA--A----GCCAGATATGT------------------------------------------------------CT----GTTAACTTGGCCTTTAAGC--GACCCTTTGAGGGTGGATTTTAT--AAC--GTGACTCGAGTGGACA-CGCGGCAGTTGCA-----------------C-C
droEre2 scaffold_4784:21008368-

21008517 -
-CAACAACAACGTTGC------------------------------GGCGCAACA------GCAACAGCAACACCAAAGGGGTAAGTTGTCGC-AAGGGGA--A----GCCAGATATGT------------------------------------------------------CT----GCTAACTTGGCCTTTAAG----GCCCTCTGAGGGTGGATTTTAT--AAC--GTGCCTCGAGTGGACA-CGCGGCT-TCACA-----------------C-C

droEug1 scf7180000409711:4675806-
4675976 +

-CAACAACTACGTTGC------------------------------GTCGCAACAACAACAATAACAGCAACAACAAAGGGGTGAGTAGTCCAGAAGGAGA--A----GCCAGATATGT------------------------------------------------------TT----GTTAACTTGGCCTTTAAGC--GGTCCGCTGAGGGTGGATTTTAC--AAC--TTGCCTCAAGTGGGCAGCGCGAGCGTCAGACAAGCACGCG-------C-T

droBia1 scf7180000302193:4695071-
4695215 +

-CAACAGCCCCGTTGC------------------------------GGCGCAACA------ACACC------AGCAAAGGGGTAAGTAGACCC-G-GGGGA--A----GCCAGATAGGT------------------------------------------------------TG----GTTAACTTGGCCTTTAAGC--GGCCCGCCGAGGGTGGATTTCAC--AAC--ATGCCTCGAGTGGACA-CGCGGCCGTCAGA-----------------C--

droTak1 scf7180000415809:1105226-
1105388 +

-CAACAACTACGTTGC------------------------------GCCGCAACA------ACAAC------AACAAAGGGGTAAGTTGTCTC-AGGGA-------------------T----------GTACAAATGTATGTACATATGTATGTA--------------GGTT----TGTTAACTTGGCCTTTAAGC--GGTCCGCTGAGGGTGGTTTTCAC--AAC--TTGCCTCAAGTGGACA-CGCGGCCGTCAGA-----------------C--

droEle1 scf7180000491193:2004984-
2005152 +

-CAACGGCGACGCTGC------------------------------GGCGAAACA------ATAAC------AACAAAGGGGTAAGTATTCAG-AAGTGGA--A----GCCAGATATGT------------------------------------------------------TTGTATGTTAACTTGGCCTTAAAGC--GGTCCGCTGAGGGTGGATTTTAC--AAC--TGGCCTCAAGTGTACA-CGCGGCCGTCAGACAAGCACGCGCCTAAGCTGG

droRho1 scf7180000758273:173-354 + -CAACGGCGACGCTGC------------------------------GGCGCAACA------ATAAC------AACAAAGGGGTAAGTAGTCCC-AAGGGGA--A----GCCGGATATGTTTGTATGTATGTACATATGTATGTACATACA------------------TTTGTA----TGTTAACTTGGCCTTTAAGC--GGTCCGCTGAGGGTGGATTTTAC--AAC--TGGCCTCAAGTGTCCA-CGCGGCCGTCAGA-----------------C--
droFic1 scf7180000453929:481999-

482145 -
-CAACGGCGACGCTGC------------------------------GCCGCAACA------ATAAC------AACAAAGGGGTAAGTTGACCC-AAGGGGA--A----GCCAGATA--------------------------------------------------------------TGTTAACTTGGCCTTTAAGC--GGCCCGCTGAGGGTGGATTTTAC--AAC--TTACCTCAAGTGAGCA-CGCGGCCGTCAGACACG-------------T-T

droKik1 scf7180000302486:1362853-
1362993 +

-CAACGGCGACGCTGC------------------------------GGCGCAACA------ATAAC------AACAAAGGGGTAAGT---CCC-AAGTGGA--A----GCCAGATA--------------------------------------------------------------TGTTAACTTGGCCTTTAAGC--GGTCCTAGGAGGGTGGATTTTAT--AGC--TTGTGGCCAACAGAC----------------AAACACGCGCGTCATCC--

droAna3 scaffold_13337:10167093-
10167212 -

-CAACGGCGACGCTAC------------------------------GGCGCAATAGCAGCAATAACAACAGAAACAAGGGGGTAAGTAA---G-AACTGGA--A----GCCTGTAA--------------------------------------------------------------TGTTAACTTGGCCCTTAAGC--GAAGCGAGCAGGGTGGATTTCAC--AA-----------------------------------------------------

droBip1 scf7180000396569:1193658-
1193771 +

-CAACGGCGACACTGC------------------------------GGCGCAATA------AAAACAACAGCAACAAGGGGGTAAGTAA---G-AACTGGA--A----GCCTGTAA--------------------------------------------------------------TGTTAACTTGGCCCTTAAGC--GATGCGAACGGGGTGGATTTTAC--AA-----------------------------------------------------

dp5 XR_group6:12691966-
12692083 -

-CAGCAACAGT------------------------------------------CA------ATAAC------CACAAAGGGGTAAGTC-----------------------TGACGCGT------------------------------------------------------CTG--CTTTAACTTGGCCTTTAAGC--CG--CTCCGAGGGTTGGTTT-ACGGGAC--ATTGCTTATG-ACACA-CGCGGTCGCCAGA-----------------C--

droPer2 scaffold_33:713481-713603
-

GCAGCAGCAACAGT---------------------------------------CA------ATAGC------CACAAAGGGGTAAGTC-----------------------TGACGCGT------------------------------------------------------CTG--CTTTAACTTGGCCTTTAAGC--CG--CTCCGAGGGTTGGTTT-ACGGGACATTTGC-TT-ATGACACA-CGCGGTCGCCAGA-----------------C--

droWil2 scf2_1100000004768:307113-
307259 -

-AAACAACAACACCGCCAGCAACTGCAACAACAAAAACCGGCAGTCGACGCAACA------ATA---ACACCAACAAAGGGGTAAGTC---TC-A-------------------TAGGT--------------AGTTGTATGTACATATGTATGTATGAGTGTGTCTTTTTGTC----TGTTAACTTGGCCTTTAAGC----------------------------------------------------------------------------------

droMoj3 scaffold_6680:11236816-
11236928 +

-CAACCACGAAAAAGG------------------------------GAAATAACA------ACAACAGCAAGAGCAAAGGGGTAAGTCA---A-AG--T-------------GATTCGT------------------------------------------GTTGCTCGTGTTG----TGTTAACTTGGCCTTTAGCC--AG---CATGAGGGTTGATTT------------------------------------------------------------

droGri2 scaffold_15110:13060051-
13060162 +

-CAGCGGCAGCATCA---------GCAACCACAAAA------------------A------AAGGCAACAACAAGAAAGGGGTAAGTTG---A-AA--------------------TTTCT-----------------------CACACA------------------ATTTTC----TGTTAACTTGGCCTTTAAGC--TG---GACGGGGGTTGATTT------------------------------------------------------------
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crit.star
crit.loop
crit.mor
crit.half

crit.total
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rescue.known
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rescue.candidate

PASS/FAIL
1
0
0
0
1
1
1
1
0
1
0
0
0
1
0
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AGCTGCAGTTGCTGGACTTGAGTTTCTGTGACAACATCATGGATCGGGATGTGAGTAGATGTTCGATGGAATTGCACCTTCTATTCCTTAGCTAATTCCATTTGTTACTCAGTTCGATTTGCTGGCGGAATGGTCGCGACAATTTAAAGTGGACATCAAGAG
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..................................................GTGAGTAGATGTTCGATGGAATTGCA...................................................................................... 26 0 1 19.00 19 0 0 0 0 0 0 0 5 1 0 0 3 0 0 0 0 0 6 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 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

..................................................GTGAGTAGATGTTCGATGGAATTGC....................................................................................... 25 0 1 14.00 14 0 0 0 0 0 0 0 0 0 0 0 2 0 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 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 1 1 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

..................................................GTGAGTAGATGTTCGATGGAA........................................................................................... 21 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

..................................................GTGAGTAGATGTTCGATGGAATTGCAC..................................................................................... 27 0 1 6.00 6 0 0 0 0 0 0 0 2 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................GGAATGGTCGCGACAATTTAAAGTGGA......... 27 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 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

..................................................GTGAGTAGATGTTCGATGGA............................................................................................ 20 0 1 5.00 5 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTAGATGTTCGATGGAATT......................................................................................... 23 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

..................TGAGTTTCTGTGACAACATCATGGATCGG................................................................................................................... 29 0 1 3.00 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTAGATGTTCGATGGAATTG........................................................................................ 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................GTGACAACATCATGGAGG..................................................................................................................... 18 2 6 3.00 18 0 1 8 4 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................TGGTCGCGACAATTTAAAGTGGACA....... 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................GTGACAACATCATGGATGT.................................................................................................................... 19 2 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................CTAATTCCATTTGTTACTCAGT................................................. 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................AACATCATGGATCGGGAT................................................................................................................ 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TGTTCGATGGAATTGCACCT................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................TGCTGGCGGAATGGTCGCGACAATTTAA............... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................CTTGAGTTTCTGTGACAACATC............................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................GATTTGCTGGCGGAATGGTCGC......................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTAGATGTTCGATGGAATA......................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................CCTTCTATTCCTTAGCTAATTC................................................................ 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 0 0 0 0

...............ACTTGAGTTTCTGTGACAACATCAT.......................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....GCAGTTGCTGGACTTGAGTTTCTGTGACA................................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................TTCTGTGACAACATCATGGATCGGGA................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TTTGCTGGCGGAATGGTCGC......................... 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 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................GGCGGAATGGTCGCGACAATT.................. 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

................................................................................................................................AATGGTCGCGACAATTTAAAGT............ 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

..CTGCAGTTGCTGGACTTGAGTTTCTGTGA................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTAGATGTTCGATGG............................................................................................. 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 0 0 0 0

.....................................................AGTAGATGTTCGATGGAATTGCACC.................................................................................... 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 0 0 0 0 0 0 0 0 0

..........................................................ATGTTCGATGGAATTGCACCT................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................GAGTAGATGTTCGATGGA............................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................TTCTATTCCTTAGCTAATTCCATTTGT......................................................... 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 0 0 0 0 0

..................................................................................................................................TGGTCGCGACAATTTAAAGTGGAC........ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................ACAACATCATGGATCGGGA................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...TGCAGTTGCTGGACTTGAGT........................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............ACTTGAGTTTCTGTGACAAC............................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................ACAACATCATGGATCGGGAT................................................................................................................ 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

.......................................................TAGATGTTCGATGGAATTGCACCTTCT................................................................................ 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 0 0 0 0 0

......................................................................................CTTAGCTAATTCCATTTGTTACTCAG.................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TGAGTAGATGTTCGATGGAATTGC....................................................................................... 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

.........TGCTGGACTTGAGTTTCTGTGACAAC............................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................TCGATTTGCTGGCGGAATGGTCGCGAC...................... 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

................................................ATGTGAGTAGATGTTCGATGGA............................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................GGCGGAATGGTCGCGACA..................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................AATGGTCGCGACAATTTAA............... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................ATTTGCTGGCGGAATGGTCGC......................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................TCTGTGACAACATCATGGATCGGGA................................................................................................................. 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

.........................CTGTGACAACATCATGGAGGT.................................................................................................................... 21 3 3 1.00 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................TGTGACAACATCATGGAGGT.................................................................................................................... 20 3 5 0.40 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................GTGACAACATCATGGAGT..................................................................................................................... 18 2 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

............................TGACAACATCATGGATGT.................................................................................................................... 18 2 4 0.25 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

Anti-sense strand reads

TCGACGTCAACGACCTGAACTCAAAGACACTGTTGTAGTACCTAGCCCTACACTCATCTACAAGCTACCTTAACGTGGAAGATAAGGAATCGATTAAGGTAAACAATGAGTCAAGCTAAACGACCGCCTTACCAGCGCTGTTAAATTTCACCTGTAGTTCTC

**************************************************.(((((((......(((((((((((...............)).)))))))))..))))))).**************************************************
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...........................................................................TGGAAGATAAGGAATCGA..................................................................... 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................CGATTAAGGTAAACAATGAGTCAAGCT............................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................CTCATCTACAAGCTACCTTAAC........................................................................................ 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

..................ACTCAAAGACACTGTTGTA............................................................................................................................. 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

.............................................................................GAAGATAAGGAATCGATTAAG................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................CTACCAGCGCTGTTA................... 15 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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:14128711-14128942 - dme_397 TCGA---------TTCGATTTCAGCATTCTGGTCAACTGTCCCAAGCTGCAGTTGCTGGACTTGAGTTTCTGTGACAACATCATGGATCGGGATGTGAGTAGAT-GT-TCGA-TGGA-ATT-------GC-----A------C----CTTCTATTCCTTAGCT--------AATTCC-AT--TTG--------------TTACTCAGTTCGATTTGCTGGCGGAATGGTCGCGACAATTTAAAGTGGACATCAAGAGCAGTCGACG-----TCACTGAACCGGAAACGGAAATGGCG
droSim2 x:13339525-13339748 - dsi_32469 TCGA---------TTCGATTTCAGCATTCTGGTCAACTGTCCCAAGCTGCAGTTGCTCGACCTGAGCTTCTGTGACAACATCATGGATCGGGATGTGAGTAGAT-CT-TCGA-TGGA-ATT-------AC-----T------C----CTTCTATTC-CTAGCT--------AATTCCTAT--TTG--------------TTACTCAGTTCGATTTGCTGGCGGAATGGTCGCGACAATTTAACGTGGACATCAAGAGCAGTCGACG-----CCACTGAACCGGAAATGG--------
droSec2 scaffold_20:732313-732542 - dse_122 TCGA---------TTCGATTTCAGCATTCTGGTCAACTGTCCCAAGCTGCAGTTGCTCGACCTGAGCTTCTGTGACAACATCATGGATCGGGATGTGAGTAGAT-TT-TCGA-TGGA-ATT-------AG-----T------C----CTTCTATTC-CTAGCTAATTCCTATTCCT--AT--TTC--------------TTACTCAGTTCGATTTGCTGGCGGAATGGTCGCGACAATTTAACGTGGACATCAAGAGCAGTCGACG-----TCACTGAACCGGAAATGG--------
droYak3 X:8382268-8382488 - A------------TTCGATTTCAGCATTCTAGTTCACTGCCCCAAGCTGCAATTGCTGGACCTGAGTTTCTGCGACAACATCATGGATCGGGATGTGAGTAGAT-CT-GCGA-TAGG-GTT-------AT-----C------C----TTTCCATTC-GTAGCT--------CATGCCGTT--TTA--------------TTACACAGTTCCAATTGCTGGCGGATTGGTCGCGACAATTTAACGTGGATATAAAGAGCAGTCGCCA-----TCACTGAACCGGAAACGG--------
droEre2 scaffold_4690:12801846-

12802065 +
TCAA---------TCCAATTTCAGCATTCTGGTTCACTGCCCCAAGCTCCAATTGCTGGACCTGAGTTTCTGCGACAACATCATGGATCGGGATGTGAGTAGAT-CC-TCGA-TAGA-GTT-------AT-----G------C----TTTTCATTC-GTAGCT--------AATGCC-TC--TCA--------------TTACCCAGTTCGATGTGCTGGCGGATTGGTCGCGACAATTCAACGTGGACATGAAGAGCAGTCGACG-----T---TGAGCCGCAAATGG--------

droEug1 scf7180000409008:539687-
539910 -

TTGA---------TTTTGTTTTAGCATTCTGGTTCACTGTCCCAAGCTTCAACTGCTTGACCTGAGTTTTTGCGATAACATCGTGGATCGGGATGTAAGTAAAC-CAA-------------GAAAGATGT-----A------G----CATACATA-TAAACCT--------AATACT-TT--TTA--------------TCCTTCAGTACGATCTGTTGTCGGAATGGTCACGTTTATTTATCGTGGACATCAAGATTAGTCGGCA-----TCACTAGCCCGGAAATGGGGAC----

droBia1 scf7180000302041:1182612-
1182814 -

AACA---------TCTTATTGCAGCATTCTGGTTCGCTGTCCCAAGCTAGAATTGCTCGACGTGAATTTCTGCGACAACCTCATGGATGT------GGGTGAAC-CCA-------------GACTATCCT-----A------C----TTTCCCCA-TA---AT--------AACTCC-TG--CCC--------------CTTTTCAGTACGCATTGCTGGCGAAATGGTCGCGTCGGTTCAACGTGGACATCAAGATGAGTCACCG-----CCGC--------GAATTG--------

droTak1 scf7180000415866:86183-86401
-

TCG----------TTTTATTTCAGCATTCTGGTTCACTGTCCAAAGCTTCAATTGCTCGACCTGAGCTTCTGCGATAACATAATGGATCGGGATGTGAGTGAAC-GTA-------------AAAAGATATACCATAT----AA----TTTCCATTA-AAAGCT--------AATACT-TT--TCG--------------ACTTTTAGTACGATTTGCTGGCGGATTGGTCGCGTCAGTTCAGCGTGGACATCAAGAGCAGTCGGCA-----CCACTAGGCCG---------------

droEle1 scf7180000491272:1641819-
1642042 -

TCGA---------TTTTATTTCAGCATTCTGGTTCACTGCCCCAAACTTCAATTGCTCGACCTGAGTTTCTGCGATAATATTATGGATCGGGATGTGAGTTAGA-GT-------------TAACTGA--------TCACCCCA----TTTGCATC-TAAAGCT--------AACAAA-TT--TCT--------------ATCTTCAGTTCGATTTGCTGGCGGAATGGTCGCGTCAGTTCAACGTGGATATAAAGAGCAGCCGGCG-----TTACTAGCCCAGAATTTGG-------

droRho1 scf7180000770130:9901-10114 + TCGA---------CTTCATTTCAGCATTCTAGTTCACTGTCCGAAGCTGCAATTGCTCGACCTGAGTTTCTGCGATAATATAATGGATCGGGATGTGAGTGAAC-GTA-------------AACTGATCT-----A------A----TTTTCAAA-TAAAGCT--------AAAACT-TT--TCT--------------TCCCTCAGTTCGATTTGCTAGCGGAATGGTCGCATCAGTTCACCGTGGATATCAAGACCAGCCGGCG-----TTACTAGCCCTT--------------
droFic1 scf7180000454073:865453-

865676 +
TATT---------AAATTATTCAGCATTTTGGTTCACTGTCCCAAGCTTCAATTGCTCGACCTGAGTTTCTGCGATAATATCATGGATCGTGATGTAAGTTAGC-ATT-------------AACTTA--------TTTTCGAA----TTTGCTTA-TATAGTT--------AACACC-TT--ATG--------------TCCTCCAGTTTGATTTGTTGTCAGATTGGTCGCGTCAATTTAACGTGGACATCAAGAGCAGCCGACA-----TCACTAGCCCTGAACTGGA-------

droKik1 scf7180000301542:323326-
323528 -

TTG------------------CAGCATCTTGGTTCACTGTCCCAAGCTTCAGTTGCTCGATCTAAGCTTCTGCGACAACATCATGGATCGGGATGTGAGTAGAC-GTAGCCTTTA--------A---GCT----AC-----------CTTTCTCT----------------AACAGT-TCTTTCG--------------TCTTGCAGTTCGATGTGCTGGCTGATTGGTCGCGTCACTTCAACGTTGACATCAAAAGCAGTCGCGT-----TTATGTGCCCAGA-------------

droAna3 scaffold_12903:457352-457569
+

CT----------------TTTTAGCATCCTGGTTGGCTGTCCCAAGCTGCAACTACTGGACCTGAGCTTCTGCGATAATGTCGTAGACGGTGAAGGC-GTAAGT-CCA-C----A--------AGATACTACTGATA-----A----CTTGC------CAACT--------AAACGA-CA--TTT--------------GCTTTCAGTTTGACGACCTGGCGGAGTGGGCGCGACGTTTCAATGTCGACATCAAGAGCAGTCGTTT-----TCATTTGGCCAGGCATTAGA---GTT

droBip1 scf7180000395328:14334-14562
+

TTTT---------ATATTTTTTAGCATCCTGGTTGGTTGCCCCAAGCTGCAATTACTCGACCTGAGCTTCTGCGATAATGTCGTGGACGGTGAAGGA-GTAAGT-CCA-T----A--------AAACCTAACTAACTA----C----ATTCC-------AACT--------AAACGA-CG--T-A--------AATTTTCTTTTTAGTTCGATGAACTGGCGGAATGGGCTCGCCGTTTTAACGTTGACATCAAGAGCAGTCGTTT-----TCATTTGGCCAGACATTAGAGT----

dp5 XL_group1e:8478776-8479013 - TTTA---------TT-TCTTTCAGCATTCTGGTTCATTGCCCCAAGCTGCAGCTGTTGGATCTGAGTTTTTGCGAAAACATTATGGAGCGTGAGGTAGGGAG-C-TTAATACCTGAAC-TT------CCA-----T------C----CTTCCCAAA-CTATTTAATTAATTAATTT--CT--TTG--------------TTTCGCAGTTCGATGTACTGGCGGAATGGTCGAGACAGTTTAAGGTAGATATCAAGAGCAGCCGCATCTTCGATACTAG-----ATA-GGTGATCGCA
droPer2 scaffold_13:94484-94721 + TTTA---------TT-TCTTTCAGCATTCTGGTTCATTGCCCCAAGCTTCAGCTGTTGGATCTGAGTTTTTGCGAAAACATTATGGAGCGTGAGGTA-GTGAGC-TTAATACCTGAAC-TT------CCA-----T------C----CTTCCCAAA-CTAGTTAATTAATTAATTA--AT--TTT--------------TTTCGCAGTTCGATGTACTGGCTGAATGGTCGAGACAGTTTAAGGTAGATATCAAGAGCAGCCGCATCTTCGATACTAG-----ATA-GGTGATCGCA
droWil2 scf2_1100000004909:10597330-

10597545 -
TTGACATCTTTTATCTCTTTTTAGTATTTTGATTCATTGCCCCAAACTTCAATTGCTGGATTTAAGTTTTTGCGAGAACATTATGGATCGAGATGTGGGTGATATTT-CTAT-CCCCATAT-------AT-----A------CACATCTTTTAATG-TTAATC--------TATATC-TT--TT---------------GTTTACAGTTTGATATTCTGGCGGATTGGTCCCGTTTGTTTAAGGTCAATATCAAGAGCAGCCG----------------------------------

droVir3 scaffold_12970:1081347-
1081541 +

AA-----------TTTTTGTATAGCATTCTGGTGCATTGTACAAAGCTGAAATTGTTGGATCTATGCTTTTGCGACAACATCATGGACCGTGATGTAGGGTAGATTT-TCAT--A--------TA---AA-----A------C----CTTTTTCT-----------------------AC--TTATTATTCGA---CTTGTTTGCAGCTCGATGTAATTGCTGATTGGTCGCGACTCTTTAATGTGGATATCAAGAGAAGCCG----------------------------------

droMoj3 scaffold_6473:16069557-
16069750 +

TTG-------------GCTTTCAGCATTCTGGTGCATTGTTCAAAGCTAAAACTGCTGGATTTGTGCTTTTGTGACAACTTAATGGATAGTGATGTAGGTCAGC-AT-TTGA-TA---CTT--------AATTGATCT---------CTTCT-------AATC--------ATTTGG----GCTC--------------TATTGCAGTTGGATGTAATTGCGGATTGGTCACGACTCTTTAATGTGGATATTAAAAGTAGCCG----------------------------------

droGri2 scaffold_15203:11956767-
11956980 -

TTGA-----TTCATTTTCTTTTAGCATCCTAGTGCGTTGTAAAAAGTTGAAATTATTGGACCTAAGCTTTTGCGACAACATTATGGATCGTGAGGTAGATCACATGT-TAAA-CGAAAATT-------AC-----G------AATTA---CTAGTA-ATTGTT---TTC--TTCTTTTTT-TTTT--------------TACAGCATTTCAATTTAATCATCGATTGGTCGCGACTCTTTAAAGTGAAAATCCAATTCAGTCG----------------------------------
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AATACTATATGGTACTGGTACACTGGCACACCGGCACTACTTGTAGATACACTCTGCCGGCAGCGTTGACGTCGACCGCGGCAGCGACGCAGGCAGAGCGTTCTATAAACACAACTACGACATATGTTCAATGGCACTGTCATTCCGATTTAT
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................................................................................GCAGCGACGCAGGCAGAGCGTT................................................... 22 0 1 16.00 16 0 3 3 0 1 0 2 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 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

................................................................................GCAGCGACGCAGGCAGAGCGT.................................................... 21 0 1 11.00 11 0 4 0 0 1 0 1 0 0 0 0 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................GCAGCGACGCAGGCAGAGCGTTT.................................................. 23 1 1 5.00 5 0 0 2 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................GCAGCGACGCAGGCAGAGCGTTCT................................................. 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

................................................................................GCAGCGACGCAGGCAGAGCGTTC.................................................. 23 0 1 3.00 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ACTCTGCCGGCAGCGTTGACGT................................................................................. 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

.................................................CACTCTGCCGGCAGCGTTGACG.................................................................................. 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

................................................................................GCAGCGACGCAGGCAGAGCGTTA.................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................CACCGGCACTACTTGTAGAT......................................................................................................... 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

................................................................................GCAGCGACGCAGGCAGAGCG..................................................... 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

.................................GCACTACTTGTAGATACACTCTG................................................................................................. 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

..................................................ACTCTGCCGGCAGCGTTGACG.................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................GGCAGCGACGCAGGCAGAGCGTAT.................................................. 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 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TTATGATATACCATGACCATGTGACCGTGTGGCCGTGATGAACATCTATGTGAGACGGCCGTCGCAACTGCAGCTGGCGCCGTCGCTGCGTCCGTCTCGCAAGATATTTGTGTTGATGCTGTATACAAGTTACCGTGACAGTAAGGCTAAATA

************************************.....(((((((.((.(((((((.((..(((((.(((.....))).)))))..)).))))))).))))))))).........***********************************
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................................................TGTGAGACGGCCGTCGCAACT.................................................................................... 21 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................TAACTGCAGCTGGCGCCGT...................................................................... 19 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
.............................................CTATGTGAGACGGCCGTCGCAAC..................................................................................... 23 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................TATGTGAGACGGCCGTCGCAAC..................................................................................... 22 0 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
............................................TCTATGTGAGACGGCCGTCGCA....................................................................................... 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
..............................................AATGTGAGACGGCCGTCGCAACT.................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................TATGTGAGACGGCCGTCGCA....................................................................................... 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
.....................................................................................CTGCGTCCGTCTCGCAAGATA............................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................TATGTGAGACGGCCGTCGCAACT.................................................................................... 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
............................................TCTATGTGAGACGGCCGTCGCAAC..................................................................................... 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
..................................................................................................CGGAGATATTTGTGTTGATGC.................................. 21 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
.................................................................CACTGCAGCTGGCGCCGT...................................................................... 18 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
.................................................GTGAGACGGCCGTCGCAAC..................................................................................... 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
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chrX:7975731-7975884 + dme_194 A----AATACTA-TA-----TGG--TACTG------GTACACTG-----GCACACCG--GCACTACTTGTAGATACA----C-TCTGCCG----------------GCAGCGTTGACGTCG------------------ACCGCGGC------------------------AGCG--------------------ACGCAGGCA-GAGCGTTCTATAA-ACACAACTACGACATATGTTCAATGGCACT---GTCATTCCGATTTAT-----
droSim2 x:7548259-7548412 + A----GATACTA-TA-----TGG--TACTG------GTACACTG-----GTACACCG--GCACTACTCGTAGATACA----C-TCTGCCG----------------GCAGAGTTGACGTCG------------------ACCGAGGC------------------------AGCG--------------------GCGCAGGCA-GAGCGTTCTATAA-ACACGACTACGACATATGTTCAATGGCACT---GCCATTCCGATTTAT-----
droSec2 scaffold_44:59925-60083 + A----GATACTA-TA-----TGG--TACTG------GTACACTG-----GTACACCG--GCACTACTCGTAGATACA----C-TCTGCCG----------------GCAGAGTTGACGTCG------------------ACCGAGGG------------------------AGCG--------------------GCGCAGGCA-GAGCGTTCTATAA-ACACGACTACGACATATGTTCAATGGCACT---GCCATTCCGATTTATTCCAT
droYak3 X:13336174-13336328 - A----GATACTA-TA-----TGG--TACTCGTGCTGGTACACTG-----G------TGTACACTACTCGTAGATACA----C-TCTGCCG----------------GCAGCG---ACGTCG------------------ACGCAGGC------------------------AGCG----CA--------------ACGCTGGCA-GAGCGTTCTATAA-ACACGACTACGACATATGTTCAATGGCACA---GCCATTCCGAATCAT-----
droEre2 scaffold_4690:16885029-

16885170 +
A----GATACTA-TA-----TGG--TACTT------GTACA----------------ACACACTACTCGTAGATACA----C-GCTGCTT----------------GCAGCG---ACGTCG------------------ACCGAGAC------------------------AGCG--------------------GCGCAGGCA-GAGCGTTCTATAA-ACACGACTACGACATATGTTCAATGGCACT---GCCATTCCGATTTAT-----

droEug1 scf7180000409064:53685-
53853 +

A----GATACTA-TATTATATGG--T------------AC------------------TACACTACTCGTAGATACA----C-TCTACCG----------------GCAGCG---ACGTCGACTATAACAGAGGCAGAGACAGCGGC------------------------AGCG----ACCGAG----TCAGCAGC---AGCA-GAGCGTTCTATAA-ACACAACCACTACATATGTTCAATGGCACTGCTGCCATTTCGATTTAT-----

droBia1 scf7180000302041:322286-
322422 -

A----GATACTG-TG-----TGC--T---------------------------------GCACTACTCGTAGATACA----C-GCTGCTG-------------TGGGCAGCGGCGGCGGCG------------------GCGGCGGC------------------------CGAG--------------------GCGCCGGCA-GAGCGTTCTATAA-ACACGACCACGACATATGTTCAATGGCACT---GCCGCTCCGACTTGT-----

droTak1 scf7180000415141:45998-
46159 +

A----GATACTA-TA-----TGG--TACT-------ATACACTA------TACACT-ATACACTACTCGTAGATACA----C-TCTCTGG----------------GCAGCG---ACGCCGACTGCG------CAGGCGGCAGAGGC------------------------AGGG--------------------GCGCCGGCA-GAGCGTTCTATAA-ACACGACTACGACATATGTTCAATGGCACT---GCCATTCCGATTTAT-----

droEle1 scf7180000491006:1477268-
1477408 +

A----GATACTG-TA-----TGC--G------------ACACT-----AC------GGTACACTACTCGTAGATACA----T-TCTGCCG----------------GCAGCG---ACGTCA------------------ACTGAGGCAGAGACGTCGACA--------------------------------------GAGGCA-GAG------GCAG-GCACGAGTACGACATATGTTCAATGGCGCT---GCCATTCCGATTTAT-----

droRho1 scf7180000763611:241389-
241558 -

C----CATACTG-TACTATATGG--T------------ACACT-----AC------GGTACACCACTCGTAGATACA----C-TCCGCCG----------------GCAGCG---ACGTCG------------------TCGGAGGCAGCGACGTTGACAG------------AG----GCAGTGGCAG-AG---GCGGGAGCA-GAGCGTTCTATAA-ACACGACTACGGCATATGTTCAATGGCGCT---GCCATTCCGATTTAT-----

droFic1 scf7180000454077:2027641-
2027794 -

A----GTTACTA-TA-----TGG--TACAC------G--------------------------AACTTGTAGATAAA----C-TCTGCCG----------------CCGGCG---ACGTCG------------------GCTGCGGCAGCGACGCCGACCGCAGCAGCGACGCCG--------------------AC---CGAA-GAGCGCTCCACAAAACACGACTACGACATATGTTCAATGGCGCT---GCTATTCCGATTTAT-----

droKik1 scf7180000302398:518904-
519015 +

A----GATACA----------------------------------------------CTACACTACTCATAGATACAGA----------T----------------ACAGCT---ACAGCTACAATG------GCAACGGCAAC---------------------GGCGACAGCG--------------------ACTGCGACA-GAGCGTTCTATAA-ACATTGCTCCGACACATGTTC--------------------------------

droAna3 scaffold_13117:2186584-
2186699 +

CTATAGATAC------------------------------------------------------------AGATACG----G-AACGCCG----------------GCCGAG---GCAGCAGCAGCA------GCAGCGGCAGAGGC------------------------AGTG----CCAGTG----------GCAGAGGCATCAGAGTTCTATAA-ACATTTCTACAACACATGTTCAATGG---------------------------

droBip1 scf7180000395304:1518-
1628 -

A----GATACAGATA-----GGG--A------------ACGCCG-----GCTGA----------------------------------------------------GCAGCA---GCAGCG------------GCAGCGCCAGTGGC------------------------AGCG----CCAGTG----------GCAGAGGCATCAGAGTTCTATAA-ACATTTCTACAACACATGTCCAATGG---------------------------

dp5 XL_group1a:6214902-
6215048 +

A----AGC-----TG-----GAGCACACTCACATTCACAT-CTACTCTAC------A--GTCCCACTCATAAGTAGATACACGTCCACCAGTAGCACGACC---------AGCCG------------------------ACAGCGAC------------------------AGAG----CTACAG----------CTACGGGCCGAAGCGTTCTATAA-ACAGTGCTCCGACACATGTCG-------------------------AT-----

droPer2 scaffold_25:1153360-
1153528 -

A----AGC-----TG-----GAGCACACTCACATTCACAT-CTAATCTAC------A--GTCCCACTCATAAATAGATACACGTCCACCAGTAGCTCGACCAGCCGACAGCG---ACAGCG------------------ACAGCGACAACGTCAACGCCGA------------CTAGAGCTACAG----------CTACGGGCAGAAGCGTTCTATAA-AAAGTGCTCCGACACAT------------------------------------
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GCTGGACGGGATTCCGGCTGGAGTGCGGATAACCAAGCGCTATGTCAACCCCAAGGACACGTCCGGTTTGGACATTGTGCTGTTCCAGTTCCAGACGTGTCCCTTCTGTTGCAAGGTGCGCGCTTTCCTCGACTACATGGGCATATCCTATGCGGTGG
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...............................................................................CTGTTCCAGTTCCAGACGTGTC......................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................TGTTCCAGTTCCAGACGTGTCCCTT..................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................CGTCCGGTTTGGACATTGTGCTG............................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................CCAAGGACACGTCCGGTTTGGACATT.................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................GATAACCAAGCGCTATGT................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................TCCGGTTTGGACATTGTGCTGTTCC........................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................AAGGACACGTCCGGTTTGGACAT................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................CGTGTCCCTTCTGTTGCAAGGTG........................................ 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 0 0 0 0 0 0 0 0

....................................................AAGGACACGTCCGGTTTGGAC..................................................................................... 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

.........GATTCCGGCTGGAGTGCGGAT................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................CCAAGGACACGTCCGGTTTG........................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................GGTTTGGACATTGTGCTGTT.......................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................TGCAAGGTGCGCGCTTTC............................... 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 0 0 0 0 0 0 0 0

..................................................................................................GTCCCTTCTGTTGCAAGGTGC....................................... 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

.......GGGATTCCGGCTGGAGTGCGGATAACC............................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................CCAAGGACACGTCCGGTTTGGAT..................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................TGCAAGGTGCGCGCTTTCCTCGAA......................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................TATGTCAACCCCAAGGACACGTCCGG............................................................................................ 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

.......................................................................................................TTCTGTTGCAAGGTGCGCGCTTTCC.............................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................CTATGTCAACCCCAAGGACACG................................................................................................. 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

...............................................ACCCCAAGGACACGTCCGGTTTG........................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................TCAACCCCAAGGACACGTCCGG............................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................CGCGCTTTCCTCGACTACATG................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................GCGGATAACCAAGCGCTATGTCAACCC........................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

CGACCTGCCCTAAGGCCGACCTCACGCCTATTGGTTCGCGATACAGTTGGGGTTCCTGTGCAGGCCAAACCTGTAACACGACAAGGTCAAGGTCTGCACAGGGAAGACAACGTTCCACGCGCGAAAGGAGCTGATGTACCCGTATAGGATACGCCACC

**************************************.(((((.((.((((.....(((((((((.((.(((((((......)).)))))..)).))))))))).....)))))).))))).***********************************
Read
size
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Hit
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Total
Norm Total

SRR029633

total
small RNAs
from hen1
homozygous
flies

V073

mbn2

GSM609222

ML-DmBG1-
C1

SRR032093

ago1
knockdown

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRX247213

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

AGO2

V074

S3

SRR031702

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

V138

Male
cold
body

SRR317115

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

V145

S2-
DRSC

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR010959

Ago3 IP in
heterozygotes

AGO3

V086

female
body,
aged

GSM609225

ML-DmBG3-
C2

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V085

CME
W2
wing
disc

V146

S1
cell

SRR031698

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

V148

mbn2

GSM609217

MLDmD20c5

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM280087

S2cell
(AGO2IP)

AGO2

SRR023402

total RNA
extracted
from NLS-
P19 cells

SRR029028

untreated
(mock)

SRR317112

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

SRR341115

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

GSM399100

Kc167
cell

GSM609219

GM2 cell

V077

cold,
female
head

V080

Starvation,
female head

GSM371638

S2-NP

SRR031692

Total
small
RNAs from
Oregon R

GSM609224

female,
one day

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR031704

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

SRR010954

Aub trans-
heterozygotes,
oxidized

V008

S2-
DRSC

GSM609238

embryo
14-24hr

GSM628272

ago2[414]
ovary
total RNA

V133

Sg4

V141

Heat_female_body

SRR001348

ago2_oxidized

GSM609237

ago2[414]
ovary
total RNA

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

GSM385748

OSS_s6

SRR029031

loqs-ORF
knockdown

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609229

embryo 2-
6hr

V091

fGS/OSS
total
Â 

GSM609234

CS Â male
total RNA
Â 

SRR001349

heterozygous_dcr-
2_untreated

V034

ML-
DmD16c3
cell

SRR317113

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

V032

S1
cell

V144

OSC

SRR001664

homozygous_dcr-
2_untreated

SRR031700

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

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

V022

ML-
DmD32
cell

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR014273

Ovary_rep1_Har_P

GSM343287

Drosophila
Toll 10b
mutant
embryos

V078

Desiccation,
female head

V126

CME
L1

GSM609240

IR+ 2-
18hr

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM240749

female
head

GSM609221

1182-4H
cell

SRR001341

WT_males_non-
beta-
eliminated

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609251

aged
female
head

GSM609248

ML-DmD9
cell

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V079

Oxidation,
female
head

V092

dcr-
2[G31R]
male
total
RNA Â 

V139

Cold_female_body

..............................................................................................TGCACAGGGAAGACAACGTTC........................................... 21 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

.GACCTGCCCTAAGGCCGACCT........................................................................................................................................ 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
CGACCTGCCCTAAGGCCGACCT........................................................................................................................................ 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
....................................................................................GGTCAAGGTCTGCACAGGGA...................................................... 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
.......................................................................................................................CGCGAAAGGAGCTGATGTA.................... 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
............................................................................................................................AAGGAGCTGATGTACCCGTATA............ 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
....................................................................................GGTCAAGGTCTGCACAGGGAA..................................................... 21 0 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
..........................................................................................GGTCTGCACAGGGAAGACAAC............................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................GCAGGCCAAACCTGTAACACG.............................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................TCTGCACAGGGAAGACAACGT............................................. 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
...................................TCGCGATACAGTTGGGGTTCCT..................................................................................................... 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
.......................................................................................................................CGCGAAAGGAGCTGATGTACCC................. 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
............................................................................CACGACAAGGTCAAGGTC................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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:16604760-16604918 - dme_252 GCTGGACGGGATT---CCGGCTGGAGTGCGGATAACCAAGCGCTATGTCAACCCCA-AGGACACGTCCGGTTTGGACATTGTGCTGTTCCAGTTCCAGACGTGTCCCTTCTGTTGCAAGGTGCGCGCTTTCCTCGACTACATGGGCATATCCTATGCGGTGGT
droSim2 3l:16205248-16205406 - GCTGGACGGGATT---CCGGCAGGAGTGCGGATAACGAAACGCTATGTCAACCCCA-AGGACACGTCCGGTCTGGACATTGTGCTGTTCCAGTTCCAGACGTGTCCCTTCTGTTGCAAGGTGCGCGCTTTCCTCGACTATATGGGCATCTCCTATGCGGTGGT
droSec2 scaffold_0:8688011-8688169 - GCTGGACGGGATT---CCGGCAGGAGTGCGGATAACCAAGCGCTATGTCAACCCCA-AGGACACGTCCGGTCTGGACATTGTGCTGTTCCAGTTCCAGACGTGTCCCTTCTGTTGCAAGGTGCGCGCTTTCCTCGACTATATGGGCATCTCCTATGCGGTGGT
droYak3 3L:17460645-17460803 + CCTGGGAGGGATT---CCGGCTGGAGTGCGGATAACCAAGCGCTATGTTAACCCCA-AGGACACGTCCGGTCTGGACATTGTGCTGTTCCAGTTCCAGACGTGTCCCTTCTGCTGCAAGGTGCGCGCCTTCCTCGACTTCATGGGCATCTCCTATGCGGTGGT
droEre2 scaffold_4784:17218051-

17218209 +
CTTGGGCGGGATT---CCTGCTGGAGTGCGGATAACCAAGCGCTATGTTAACCCCA-AGGACACATCCGGTCTGGACATTGTACTGTTCCAGTTCCAGACGTGTCCCTTCTGCTGCAAGGTGCGCGCCTTCCTCGACTACATGGGCATCTCCTATTCGGTGGT

droEug1 scf7180000409711:733384-
733542 +

ACTAAATGGGATT---CCGGCGGGTGTTCGGATAACCAAGCGTTATGTTAACCCTA-AGGACAATTCTGGCCTCGACATCGTGCTGTTTCAATTCCAGACATGTCCATTTTGCTGCAAGGTTCGTGCCTTCCTCGACTACATGGGCATCTCCTATGCGGTGGT

droBia1 scf7180000302428:3507694-
3507852 +

CCTGGACGAATTT---CCGACGGGAGTGCGGATCACCAAGCGCTATGTCAACCCCA-AGGACACCTCCGGTCTGGACATTGTGCTGTTCCAGTTCCAGACGTGTCCCTTCTGCTGCAAGGTGCGCGCCTTCCTCGACTACATGGGCATCTCCTATTCGGTGGT

droTak1 scf7180000415352:765708-
765866 +

CTTGGAAGGATTT---CCCGCGGGCGTGCGTATAACCAAGCGCTATGTGAATCCCA-AGGACACCTCCGGTCTGGACATCGTGCTCTTCCAGTTCCAGACATGCCCCTTCTGCTGCAAGGTGCGCGCCTTCCTCGACTACATGGGCATCTCCTATGCGGTGGT

droEle1 scf7180000491255:3036964-
3037122 -

TCTGGGCGGAGTT---CCGGCAGGTGTGCGGATAACCAAGCGCTATGTGAACCCCA-AGGACAACTCCGGACTGGACATTGTGCTGTTCCAGTTCCAGACGTGTCCCTTCTGCTGCAAGGTGCGCGCCTTCCTCGACTACATGGGCATCTCCTATGCGGTTGT

droRho1 scf7180000779409:60222-60380
+

CCTGGACGGGATT---CCGGCGGGAGTGCGGATAACCAAGCGATATGTTAACCCCA-AGGACACCTCCGGACTGGACATCGTGCTGTTCCAGTTTCAGACGTGTCCCTTCTGCTGCAAGGTGCGCGCCTTCCTCGACTACATGGGCATCTCTTATGCGGTGGT

droFic1 scf7180000453839:1996500-
1996658 -

GTTGGACGGTATA---CCAGCGGGAGTGCGGATAACTAAGCGTTATGTCAACCCCA-AGGACAACTCCGGCTTGGACATCGTGCTGTTTCAATTCCAGACGTGTCCCTTTTGTTGCAAAGTGCGCGCCTTCCTTGACTACATGGGCATTTCGTATTCGGTAGT

droKik1 scf7180000302577:978355-
978513 -

CGTGGATGGGTTA---CCGTCGGGGGTGCGGATAACCAAGCGATACGTTAATCCCA-AGGACACTTCCGGCCTCGACATCGTCCTGTTCCAGTTCCAGACATGTCCCTTCTGCTGCAAAGTGCGAGCTTTCCTCGACTACATGGGCATATCTTATTCTGTGGT

droAna3 scaffold_13337:13983924-
13984082 +

CATTGAGGGAATA---CCCAAGGGGGTGCGGATAACCAAGCGCTACGTAAACCCAA-AGGACACCTCCGGTCTGGACATCGTACTGTTCCAGTTCCAGACCTGCCCATTTTGCTGTAAGGTGCGTGCATACCTGGACTACATGGGCATTTCGTACTCCGTTGT

droBip1 scf7180000395832:925639-
925797 +

GGTTGATGGGATA---CCCCAGGGGGTGCGAATAACTAAGCGCTATGTCAACCCTA-AGGACACCTCCGGCTTGGACATTGTGTTGTTCCAGTTCCAGACCTGCCCGTTCTGCTGTAAGGTGCGTGCCTTCTTGGACTACATGGGCATTTCATACTCAGTTGT

dp5 XR_group8:8468670-8468828 - TGTGGAAAACATG---CCGGAGGGCGTCCGTATAACCAAGCGTTATGTGAACCCCA-AAGACACCTCCGGACTGGATATTGTGTTATTTCAGTTCCAGACATGTCCGTTCTGCTGTAAGGTCCGTGCATACTTGGACTACATGGGCGTTTCCTACTCGGTTGT
droPer2 scaffold_40:676504-676634 - -------------------------------ATAACCAAGCGTTATGTGAACCCCAAAAGACCCTCCCGGACTGGATATTGTG-TATTTCAGTTCCAGACATGTCCGGTCTGCTGTAAGGTCCGTGCATACTTGGACTACATGGGCGTTTCCTACTCGGTTGT
droWil2 scf2_1100000004768:2694246-

2694404 -
TCTAGATTCTTTG---CCGGCTGGTCTGCGTATAACTAAACGATATGTTAATCCCA-AAGACACATCTGACCTGGAGATCATACTCTTCCAGTATCAGACATGTCCGTTTTGCTGCAAAGTACGAGCCTATCTCGATTATATGGGTGTATCTTATTCAGTGGT

droVir3 scaffold_13049:3690903-
3691061 -

TATCGGATCGTTG---CCTGCCGGCGTCCGCATAACAAAGCGCTATATTAATCCTA-AGGATACCTCGGGGCTGGACATAGTGCTCTTTCAGTTCCAGACATGTCCATTTTGTTGCAAAGTTCGTGCCTATCTGGACTACATGGGCGTATCCTATTCGGTGGT

droMoj3 scaffold_6654:359706-359864
+

CATAGAATATTTC---CCAGCGGACGTGCGCATCACAAAGCGTTTCATAAATCCAA-ACGACACCTCCGGCCTAGACATAGTGCTATTTCAATATCAGACATGTCCATTCTGTTGTAAAGTACGTGCGTATCTGGATTACATGGGTATCTCCTATTCTGTTGT

droGri2 scaffold_15110:10984678-
10984839 +

TGTCGTCGAGTCTTTGCCAGCCGGCTTGCGCATAACGAAGCGTTACATTAATCCCA-AGGACACATCCGGCTTGGATATTGTGCTTTTTCAGTTTCAGACGTGCCCGTTTTGCTGTAAGGTTCGTGCCTATCTCGATTACATGGGTGTATCGTATTCAGTGGT
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GATGGAATTTCCAGAAGGGCAGCAAGTTAGCTCACTTGGCCAGAAGAGATCGTCGCAAATGGGCTGTGGAGAGCCTGTGAAAAAGTCAGCTTTCAATGGCCCTTTTTCGACGTCTGTCTTCCTGCCTCCTGTCTCCTTTGAGTCATCATCCTATGGATACTCCTC
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G2
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ML-DmBG1-
C1

V0642
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SRR317110

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

V137

Male
aged
head
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SRR341115

transfected
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type:
Schneider 2
(S2)
cellsoxidation

V008

S2-
DRSC

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

...........................................................................................TTCAATGGCCCTTTTTCGACGTC................................................... 23 0 1 43.00 43 9 1 0 1 2 0 3 2 0 3 1 0 0 3 1 1 0 1 0 1 0 0 0 0 0 1 0 0 2 1 1 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 1 0 1 1 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

............................................................................................TCAATGGCCCTTTTTCGACGTC................................................... 22 0 1 19.00 19 8 4 0 1 1 0 1 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TTCAATGGCCCTTTTTCGACGT.................................................... 22 0 1 15.00 15 2 0 0 1 0 1 0 0 0 0 1 2 1 0 0 0 0 0 0 0 1 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 1 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

.................................................TCGTCGCAAATGGGCTGTGGAG.............................................................................................. 22 0 1 12.00 12 2 0 0 0 0 2 0 1 0 0 1 0 1 0 1 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 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

...........................................................................................TTCAATGGCCCTTTTTCGACGTCT.................................................. 24 0 1 3.00 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TTCAATGGCCCTTTTTCGACG..................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................TCAATGGCCCTTTTTCGACGTCA.................................................. 23 1 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 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TTCAATGGCCCTTTTTCGACGTCA.................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................TGAAAAAGTCAGCTTTCA...................................................................... 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

.......TTTCCAGAAGGGCAGCAAGTTAGCTCACT................................................................................................................................. 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

..............................................................................................AATGGCCCTTTTTCGACGTC................................................... 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

....................................TGGCCAGAAGAGATCGTCGCAAATGGGC..................................................................................................... 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

..........................................................................................TTTCAATGGCCCTTTTTCGACGTCT.................................................. 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

.................................................TCGTCGCAAATGGGCTGTGGAT.............................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TTTCAATGGCCCTTTTTCGACGTC................................................... 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

.......TTTCCAGAAGGGCAGCAAGTTAGCTCAC.................................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................AGAGCCTGTGAAAAAGTCAG............................................................................ 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

..................................................CGTCGCAAATGGGCTGTGGAGAGC........................................................................................... 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 0 0 0 0 0 0

............................................................................................TCAATGGCCCTTTTTCGACGT.................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TTTCAATGGCCCTTTTTCGACGT.................................................... 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

....................................................TCGCAAATGGGCTGTGGAGAG............................................................................................ 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

Anti-sense strand reads

CTACCTTAAAGGTCTTCCCGTCGTTCAATCGAGTGAACCGGTCTTCTCTAGCAGCGTTTACCCGACACCTCTCGGACACTTTTTCAGTCGAAAGTTACCGGGAAAAAGCTGCAGACAGAAGGACGGAGGACAGAGGAAACTCAGTAGTAGGATACCTATGAGGAG
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Total
small
RNAs from
Oregon R

V036

ML-
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cell

SRR031701

Total small
RNAs from
r2d2
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V073
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SRR031702
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small RNAs
from r2d2
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flies
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RNAi-
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Ago3 trans-
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from tj
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flies
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AGO2
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Piwi
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RNAi-piwi
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female head
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V0642
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reseq
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(18-29nt)
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piRNAs
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fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies
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from 5-6 days old flies
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V127

G2

V131

ML-
DmD16-
c3

V144

OSC
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Â male
total RNA
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r2d2[1]
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Â¬â€ 
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Â 
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total RNA
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IR- 2-
18hr
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r2d2
ovary,
AGO1-
IP,
reseq
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SRR014268
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Drosophila
S2-NP
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GSM360260
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flies
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GSM379056

Krimp
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SRR001349

heterozygous_dcr-
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SRR010953

Aub
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oxidized

SRR031698

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

SRR031700

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

SRR032152

Ago1-
associated
small RNAs
from
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AGO1

GSM399101

kc167
cell

V031

GM2
cell

SRX247212

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

AGO1

V128

S3
..................................................................................................CGGGAAAAAGCTGCAGACAGA.............................................. 21 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................ACAGAGGAAACTCAGTAGTAGGATACC......... 27 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................ACAGAGGAAACTCAGTAGTAGGATAC.......... 26 0 1 2.00 2 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
...................................................................................TCAGTCGAAAGTTACCGGGAAAA........................................................... 23 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
.........................................................................................................................................CACTCAGTAGTAGGATACCTATGA.... 24 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
.....................CGTTCAATCGAGTGAACCGGTCTT........................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................AGCTGCAGACAGAAGGACGGAGGA................................... 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 0 0
........................................................................................CGAAAGTTACCGGGAAAAAGCT....................................................... 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
...................................................................................TCAGTCGAAAGTTACCGGGAAA............................................................ 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
...................................AACCGGTCTTCTCTAGCAGCGTTT.......................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................CAGAGGAAACTCAGTAGTAGGA............. 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
.........................................................................................................AAGCTGCAGACAGAAGGACGGAGGACAG................................ 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
...........................................................................................AAGTTACCGGGAAAAAGCTGCAGACA................................................ 26 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
......................................................................................................................................GGAAACTCAGTAGTAGGAT............ 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
.........................................................................................................................GACGGAGGACAGAGGAAA.......................... 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
............................................................................................AGTTACCGGGAAAAAGCTGCAGACAG............................................... 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
..........GGTCTTCCCGTCGTTCAAT........................................................................................................................................ 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
.............................CGAGTGAACCGGTCTTCTCTAG.................................................................................................................. 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
..............................................................................TTTTTTCAGTCGAAAGTTACCGGGAAA............................................................ 27 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
.............................................CTCTAGCAGCGTTTACCCGACACC................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................AGGACAGAGGAAACTCAGTAGTAG............... 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 0 0
.........................................................................................................................GACGGAGGACAGAGGAAACTCAGTAGT................. 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
...............................AGTGAACCGGTCTTCTCT.................................................................................................................... 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
.........................................................................................GAAAGTTACCGGGAAAAAGCTGCAGACAG............................................... 29 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
...........................................................................................AAGTTACCGGGAAAAAGCTGCAGACAG............................................... 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 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:10012088-10012253 + dme_179 AGATGGA-ATTTCCAG----------------AA------------------GGGCAGCAAGTTAGCTCACTTGGCCAGAAGAGATCGTCGCAAATGGGCTG-----TGGAGAGCCTGTGAAAAAGTCAGCTTTCAATGGCCCTTTTTCGACGTCTGTCTTC--CTGCCTCCTGT--CTCCTT-TGAGTCATCATCCTA---TGGATACTCCTC
droSim2 x:9543345-9543496 + AGATGGA-ATTTCCTG----------------AT------------------GGG---CAAGTTGGCTTACTTGGCCAGAAGAGATCGTCGCAAATGGGCTG-----T-GAGAGCCCGTGAAAAAGTCAGCTTTCAATGGCCCTTTTTCGACGTCTGTCTT---------CCTGT--CTCCTC-CGAG---TCATCCTA---TAGATACTCCTC
droSec2 scaffold_15:726551-726701

+
AGATGGA-ATTTCCTG----------------AA------------------GGG---CAAGTTGGCTTACTTGGCCAGAAGAGATCGTCGCAAATGGACTG-----T-GAGAGCCCGTGAAAAAGTCAGCTTTCAATGGCCCTTTTTCGACGTCTGTCT----------CCTGT--CTCCTC-TGAG---TCATCCTA---TAGATACTCCTC

droYak3 X:18594407-18594561 + AGATGGA-ATTTTCTG----------------AA------------------GGG---CAGATTGGCATACTTGGCCAGAAGAGTTCGACGCAAATGGGCT--------GAGAGCCCGTG-AAAAGTCAGTTTTCAATGGCCCTTTTTCGATGTCTGTCTC---CCGTCTCCTGA--CTCCTT-TGAG---TCATCCTA---CAGATACTCCTC
droEre2 scaffold_4690:5102588-

5102736 -
AGATGGA-ATTTTCTG----------------AA-----------------AGGG---CATGTTGGCTTACTTGGCCAGAAGAGCTCGTCGCAAATGGGCT--------GAGAGACCGTG-AAAAGTCAGCTTTCAATGGCGCTTTTCCTACGTCTGCCT----------CCTGT--CTCCTT-TGAG---GCATCCTT---TAGATATTCCTA

droEug1 scf7180000409509:876333-
876519 -

AGGTGGA-GATTCCTGGATAAAATACGAGGAGGAGGATGGAAAGG------AGGA---CAAGTTGGCTTATTTG-CCAGAAGAGATCATCGCAAATGGGTT--------GGCAACCCGTTAAAAAGTCAGCTTTCAATGGCCCTTGTTCGGCGTCTCTCTCTCTCT-TTCTCTGTCTCTCCTT-TTGG---CCATCCTG---TAGATACTCCTC

droBia1 scf7180000302187:1381439-
1381579 -

AGGTGGG-GGTT-CTG----------------GA------------------GAG---CA---CGGCTTATTTG-CCAGAAGAGATCATCGCAAACGGGTTGG---TT-GGCGACCCGTTAAAAAGTCAGCTTTCAATGGCACTTTTTCGACGTCTGTC-------------------TCCTT-TTAG---TCATCCTG---CAGATACTCCTC

droTak1 scf7180000415872:687455-
687590 +

CGACGAG-------------------------GA------------------GGATAATGAGCTGGCTTATTTG-CCAAAGGAGATCATCGCAAATGGGTT--------GGCAGCCCGTTAAAAAGTCAGCTTTCAATGGCTCTTCTCCGACGTCTGTC-------------------TCCTC-TTAG---TCATCCTG---CAGAGACTCCTC

droEle1 scf7180000491013:946939-
947098 +

AGCTGGA-G-----------------------AA--------AGG-------GGA---CAGCTTGGCTTATTTG-CCA--GGAGATCATCGCAAATGGCTTGGCAACT-GGCAACCCGTTAAAAAGTCAGCTTTCAATGGCCCTTTCTCGACGTCTGTCGT---CTGTCGTCTGT--CCCTTCCTTCG---TCATCCTGGTCGAGATACTCCTC

droRho1 scf7180000780080:29323-
29471 -

AGATGAA-CTG-GGAG----------------AA--------AGGGGGTTCAGGA---CAACTTGGCTTATTTT-CCG--GGAGATCATCGCAAATGGGTT--------GGCAACCCGTTAAAAAGTCAGCTTTCCCTGACCCTTTTTCGACGTCTGTCT-------------------CTTCGTTCG---TCATCCTG---CAGACACTCCTC

droFic1 scf7180000454073:2942557-
2942693 +

AGGTGGGGATTTTCCG----------------GA------------------G-A---AAGCCTGGGTTATTTG-CCA--AGGGATTATCGCAAATGGGTT--------GCCAACCCGTTAAAAAGTCAGCTTTCGAAGGGCCTTTTTCAACGACCGTCTT---------------------C-TTCG---TCATCCTG---CAGATACTCCTC

droKik1 scf7180000302592:239709-
239856 -

GTAAGGA-AAAA--AG----------------GA------------GGTCGAGAA---CAACTTGGCTTATTTG-CCA--AGAGATCAACGCAAATGGTCT--------GGCAACCCGTTGAAAAGTCT--TTTCTTTTTCCTTACTTTGTCTTTA-----T--TTGTTCCTTGT--CTCCAC-T-GG---CCATC-AA---CACT-AACCCTC
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intron [CG43444-in]; intron [CG43444-in]; intron [CG43444-in]; intron [CG43444-in]; Antisense to transposable_element_insertion_site [P{EP}EP995[EP995]]
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CAGCAGAATTTAACATTCGCATGAAAAAGGCAAAAAAATACAACAAAATGGCAAAAAAAATGCAAAAAACTGTGTTGTGACGTCGTTGTTGTCGTTGACATTTTGCGCATTTTACAACAGCAGCAACAACAAGAACAACGAGGCAACGCGGATTTTTTACAACGTTTTTGCAATTTTTTTTTTTACAATTGTAAATTGAGTCATTTGGTTGTAGTT
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AGO1IP

AGO1

GSM609234

CS Â male
total RNA
Â 

SRR001349

heterozygous_dcr-
2_untreated

GSM609222

ML-DmBG1-
C1

GSM286604

0-1h #3
(7)

SRR010953

Aub
heterozygotes,
oxidized

SRR014277

Ovary_rep1_NA_P
V148

mbn2

GSM371638

S2-NP

GSM385744

OSS_s2

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

V125

ML-
DmD9

V006

r2d2 female:
possibly
heterozygous

V086

female
body,
aged

GSM240749

female
head

SRR001347

ago2_untreated

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR060644

A2_ovaries_total

SRR341118

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

GSM609240

IR+ 2-
18hr

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609251

aged
female
head

GSM609249

ML-DmD21
cell

V134

ML-
DmD8

V136

Male
aged
body

V145

S2-
DRSC

SRR010959

Ago3 IP in
heterozygotes

AGO3
GSM385748

OSS_s6

SRR351332

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

V128

S3

V133

Sg4

GSM379064

Vasa
Mutant

SRX247213

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

AGO2

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

GSM609250

ML-DmD32
cell

V138

Male
cold
body

GSM379060

SpnE
Heterozygote

GSM180336

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

GSM280088

S2cell
(AGO1IP)

AGO1

GSM379053

Aub
Mutant

GSM322533

female
head #1

GSM399106

female
body #2

GSM399107

male body
#2

GSM360256

1st
instar #1

SRR001337

WT_females_beta-
eliminated

SRR001343

dcr-2_non-
beta-
eliminated

SRR001344

dcr-
2_beta-
eliminated

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

SRR060645

yw67c23(2)_testes_total

SRR065800

zuc_H-
Y_ovaries

SRR298712

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

SRR317112

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

SRR351333

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

GSM609239

IR- 2-
18hr

GSM609218

Sg4

V014

DTT
8h

GSM609220

ML-DmD21
cell

GSM399101

kc167
cell

GSM609226

CMEW1
Cl.8+
cell

V038

Felix
sample
S2
only

V140

Dessication_female_body

V141

Heat_female_body

V142

Oxidation_female_body

V147

1182-
4H
cell

SRR014275

Ovary_rep1_LK_P

GSM609237

ago2[414]
ovary
total RNA

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR032094

ago2
knockdown

GSM379051

Armi
Mutant

GSM379066

Zuc
Mutant

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

V030

ML-
DmD8
cell

V036

ML-
DmD20c5
cell

V037

Felix
sample
+mirtrons

GSM609223

male, one
day

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1
V073

mbn2

SRR031698

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

GSM379058

Piwi
Heterozygote

SRR010956

Piwi IP in
Ago3
heterozygotes

SRR029028

untreated
(mock)

V074

S3

V127

G2

SRR001339

WT_females_non-
beta-eliminated

SRR060653

hs-Penelope_
ovaries_total

GSM609217

MLDmD20c5

GSM343832

S2R+ cell

GSE24545

CS ovary
total
RNA

V092

dcr-
2[G31R]
male
total
RNA Â 

V135

CME
W2
(wing
disc
line)

GSM280087

S2cell
(AGO2IP)

AGO2

SRR014282

Ovary_rep1_wK_P

SRR029031

loqs-ORF
knockdown

GSM385821

OSS_s7

GSM385822

OSS_s8
.........................................................................................................................AGCAACAACAAGAACAACGAGG......................................................................... 22 0 1 75.00 75 0 0 0 0 1 0 0 0 0 0 1 0 0 2 0 2 2 3 4 3 2 2 0 1 4 2 1 0 1 3 1 0 0 2 0 2 2 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 1 0 2 0 2 1 2 0 0 2 1 1 0 0 0 0 0 0 0 0 0 1 1 0 1 1 0 0 0 1 1 0 1 0 1 1 1 0 1 1 0 1 1 1 1 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 0
.........................................................................................................................AGCAACAACAAGAACAACGAG.......................................................................... 21 0 1 11.00 11 1 0 0 0 1 0 0 0 0 0 1 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 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 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
...............................................................................ACGTCGTTGTTGTCGTTGACATTTTGC.............................................................................................................. 27 0 1 8.00 8 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 1 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 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
...........................................................................................................................CAACAACAAGAACAACGAGGCA....................................................................... 22 0 1 5.00 5 0 0 0 0 0 0 0 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................AGCAACAACAAGAACAACGAGGT........................................................................ 23 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 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
......................................................................TGTGTTGTGACGTCGTTGTTGTCGT......................................................................................................................... 25 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................AGCAACAACAAGAACAACGAGT......................................................................... 22 1 2 2.00 4 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................AGCAACAACAAGAACAACGAGGATC...................................................................... 25 3 4 1.25 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 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
........................................................................................................GCGCATTTTACAACAGCA.............................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................TGAAAAAGGCAAAAAAATACAACAAAA........................................................................................................................................................................ 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
........................................................................................................................CAGCAACAACAAGAACAACGAGG......................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................................GCGGATTTTTTACAACGTTTTTGCAATT......................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................ACGTCGTTGTTGTCGTTGACATTTTGT.............................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................TACAACAAAATGGCAAAAAAAATGCAAA...................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................ACGTCGTTGTTGTCGTTGAC..................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................TGTGTTGTGACGTCGTTGTTGTC........................................................................................................................... 23 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
.................................................................................................................................CAAGAACAACGAGGCAACGCGGATT.............................................................. 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
.........................................................................................................................AGCAACAACAAGAACAACGAGGC........................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................CGTCGTTGTTGTCGTTGACATTTTGCG............................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................ACGTCGTTGTTGTCGTTGACA.................................................................................................................... 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
...............................................................................ACGTCGTTGTTGTCGTTGACATTTTGCG............................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................................................................................ATTGAGTCATTTGGTTGTAGT. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................AGCAACAACAAGAACAACGAGGA........................................................................ 23 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................AACAACAAGAACAACGAGGA........................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................TGTGTTGTGACGTCGTTGAAC............................................................................................................................. 21 3 4 0.25 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

Anti-sense strand reads

GTCGTCTTAAATTGTAAGCGTACTTTTTCCGTTTTTTTATGTTGTTTTACCGTTTTTTTTACGTTTTTTGACACAACACTGCAGCAACAACAGCAACTGTAAAACGCGTAAAATGTTGTCGTCGTTGTTGTTCTTGTTGCTCCGTTGCGCCTAAAAAATGTTGCAAAAACGTTAAAAAAAAAAATGTTAACATTTAACTCAGTAAACCAACATCAA

**********************************************************((((((((((((((..(((.(((.((((.((((.....((((.............)))))))).)))).))).)))..))))))))).))))).****************************************************************
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Mismatch
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Count

Total
Norm Total
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fGS/OSS
total
Â 

GSM609229

embryo 2-
6hr

SRR298536

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

SRR014280

Ovary_rep1_w1118_P

GSM609222

ML-DmBG1-
C1

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

GSM609237
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total RNA
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genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
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flies
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from 5-6 days old flies
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FLAG-IP
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R+, FLAG-
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Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb
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Total
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RNAs from
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ovary
total RNA

GSM385822
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from 5-6 days old
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GSM286605

2-6h #1
(8)
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flies
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(S2)
cellsoxidation
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DRSC
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DRSC
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Heterozygote
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AGO1-
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reseq

AGO1
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Oxidation_female_body

GSM379052

Aub
Heterozygote

GSM286611

6-10h #2
(11)

SRR001664

homozygous_dcr-
2_untreated

SRR010955

Aub IP in
Ago3
heterozygotes

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR023402

total RNA
extracted
from NLS-
P19 cells

SRR029032

r2d2
knockdown

SRR032094

ago2
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GSM371638

S2-NP
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Â¬â€ 
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GSM399105
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sample
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GSM609227

CMEW1
Cl.8+
cell
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total RNA
Â 
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GSM379054
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Heterozygote
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RNAs from
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heterozygous
flies
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total
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flies

SRR014275
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genotype:
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from 5-6 days old
flies

V034

ML-
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cell
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ovary,
AGO1-
IP,
reseq
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body

SRR001349

heterozygous_dcr-
2_untreated

GSM609226

CMEW1
Cl.8+
cell

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V141

Heat_female_body

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1
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loqs-KO,
40A; loqs-
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rescue/TM3
Â male
total RNA

SRR317112
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..............................................................................................................AAATGTTGTCGTCGTTGT........................................................................................ 18 0 1 6.00 6 0 3 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................AAAATGTTGTCGTCGTTGT........................................................................................ 19 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................AAAAATGTTGTCGTCGTTGT........................................................................................ 20 1 1 2.00 2 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

............................................................................................................AAAAATGTTGTCGTCGTTGTTGT..................................................................................... 23 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

.....................................................................................................................................................................................AAATGTTAACATTTAACTCAG.............. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................GCAACAACAGCAACTGTAAAA................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................TAAAATGTTGTCGTCGTTGT........................................................................................ 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

...........................................................................................................AAAAAATGTTGTCGTCGTTGT........................................................................................ 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 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TCGTCGTTGTTGTTCTTGTTG............................................................................. 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

.................................................................................................................TGTTGTCGTCGTTGTTGT..................................................................................... 18 0 20 0.25 5 0 0 0 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

............................................................................................................................................................................AAAAAAAAAAAATGTTAACA........................ 20 1 14 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................TGTTGTCGTCGTTGTTGTT.................................................................................... 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 1 0 0 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:2805623-2805838 - dme_376 C--AGCA-GA---------------------------------ATTTA--ACATTCGCATG---AAAAAGGCAAAAAA----------------ATACAACAAAATGGCAAA--AAAAATGCAAA--AAAC-TG-----TGTTGTGACGTCGTTGTTGTCGTTGACATTTTGCGCATT----------TTACAA------------CAGCA------------------GCA---------ACAACAAGAACAAC---GAG------------GCAACGCGG-----A-------------TTTT---TT---ACAACGTT-T--TTGCAATTT--------TTTTTTTTACAATTGTAAATTGAGTCATTTGGTTGTAGTT----------------------------------------------
droSim2 3l:2688613-2688850 - dsi_31904 C--AGCA-GA---------------------------------ATTTA--ACATTCGCATA---AAAAAGGCAAAAAAAAA-ATGCAAAAAAAAAAACAACAAAATGGCAAA--AAAAATGAAAA--AAAC-TG-----TGTTGTGACGTCGTTGTTGTCGTTGACATTTTGCGCATT----------TTACAA------------CAGCA------------------GCA---------ACAACAAGAACAAC---GAG------------GCAACGCGG-----A-------------TTTT---TT---ACAACTTT-T--TTGCAATTTTTTTTCT-TTTTTTTTACAATTGTAAATTGAGTCATTTGGTTGTAGTT----------------------------------------------
droSec2 scaffold_2:2826199-2826434 - dse_303 C--AGCA-GA---------------------------------ATTTA--ACATTCGCATA---AAAAAGGCAAAAAAAA--ACGCAAAAA--AAACCAACAAAATGGCAAA-CAAAAATGAAAA--AAAC-TG-----TGTTGTGACGTCGTTGTTGTCGTTGACATTTTGCGCATT----------TTCCAA------------CAGCA------------------GGA---------ACAACAAGAACAAC---GAG------------GCAACGCGG-----A-------------TTTT---TT---ACAACTTT-T--TTGCAATTTTTTTTCT-TTTTTTTTACAATTGTAAATTGAGTCATTTGGTTGTAGTT----------------------------------------------
droYak3 3L:9128737-9128969 + dya_1638 C--AGCA-GA---------------------------------ATTTA--ACATTCACATA---AAAAGCGCAAAAAAAAATACGCAAAA----ATACAACAAAATGGCAA-AAAAGAATGCAAAAAAAAC-TG-----TGTTGTGACGTCGTTGTTGTCGTTGACATTTTGCGCATT----------TTACAA------------CAGCA------------------ACAGCA------GCAACAAGAACAACAACGGG------------ACAACGCGG-----A-------------TTTT---TT---ACAACTTT-T--TTGCC----------A--TTTTTTTACAATTGTAAATTGAGTCATTTGGTTGTAGTT----------------------------------------------
droEre2 scaffold_4784:2831123-

2831348 -
C--AGCA-GA---------------------------------ATTTA--ACATTCACATA---AAAAGCGCAAAAAA----TCGCAAAAA---ATACAACAAAATGGCAAA--CAGAATGTAAA--AAAC-TG-----TGTTGTGACGTCGTTGTTGTCGTTGACATTTTGTGCATT----------TTACAA------------CAGCA------------------GCAGC---A---ACAACAAGAACATC---GGG------------GCAACGCGG-----A-------------TTTT---GT---ACAATTTT-T-TTTGCC----------A-TTTTTTTTACAATTGTAAATTGAGTCATTTGGTTGTAGTT----------------------------------------------

droEug1 scf7180000409466:535765-
535985 -

C--TG-A-AA---------------------------------ACTTA--ACATTCACATC---AAAAACACAACAACAA--AAGCAGCA-----------AAAATGGCAAA--AAGAATGCAAAAAAAAC-TG-----TGTTGTGACGTCGTTGTTGTCGTTGACATTTTGCACATT----------TTACAA------------CAGCA------------------ACAATG------AGAACAACAACAACAA---C------------GCTACGCGG-----A-------------TTTT---TT---ACAACTTT-TTTTTGCC----------A--TTTTTTTACAATTGTAAATTGAGTCATTTGGTTGTAGTT----------------------------------------------

droBia1 scf7180000302428:9600353-
9600554 -

C--TGCAAAA---------------------------------ATTTA--ACATTCACATA---AAAAGAGGGGAA-------------------------AAAATGGCAAAAAAAGAATGCAAA--AAGC-TG-----TGTTGTGACGTCGTTGTTGTCGTTGACATTTTGCACATT----------TTACAA------------CAGCA------------------ACA------------ACGAGAACAACAG---C------------GCTACGCGG-----A-------------TTTT----T---ACAACTTT-T-TTTTC-----------A--TTTTTTTACAATTGTAAATTGAGTCATTTGGTTGTAGTT----------------------------------------------

droTak1 scf7180000415857:664133-
664323 -

C--TGCAAAA---------------------------------ATTTA--ACATTCACATA---AAAAGCG-----------------------------------AGGG--AAAAAAATGCAAA--AAGC-TG-----TGTTGTGACGTCGTTGTTGTCGTTGACATTTTGCACATT----------TTACAA------------CAGCA------------------GCA---------ACAAC-----------------------------AACGCGG-----T-------------TTATTTTTTTACACAACTTT-T-TTTGCAATTT--------TTTCTTTTACAATTGTAAATTGAGTCATTTGGTTGTAGCT----------------------------------------------

droEle1 scf7180000491249:2538611-
2538803 +

CACTG-A-AA---------------------------------ATTTA--ACATTCACATA---ACAGCAACAAAAAAA----------------------AAGATTGCAA-AAAAGAATGCAAA--AAAC-TG-----TGTTGTGACGTCGTTGTTGTCGTTGACATTTTGCACATT----------TTACAA------------CAGCA------------------ACA--------------------------------------------AGGCGG-----A-------------TTTT---TTTA-ACGACTTT-TTTTTTC-----------ATTTTTTTTTACAATTGTAAATTGAGTCATTTGGTTGTAGTT----------------------------------------------

droRho1 scf7180000770020:1590-1775 - C--TG-A-AA---------------------------------ATTGA--ACATTCACATA---AAAAA----------------------------------------------AGATTGCAAA--AAAC-GG-----TGTTGTGACGTCGTTGTTGTCGTTGACATTTTGCACATT----------TTACAA------------CAGCA------------------ACA------------ACGAGAACAACAA---C------------GCAACGCTG-----A-------------TTTT---TTTT-ACAACTTTTTTTTTGCA----------A-TTTTTTTTACAATTGTAAATTGAGTCATTTGGTTGTAGTT----------------------------------------------
droFic1 scf7180000454105:1140063-

1140263 -
C--TG---AA---------------------------------ATTTA--ACATTCACATA---AAAAAT-------------------------------AAAACGGCAA-AAAAGAATGCAA---AAGC-TG-----TGTTGTGACGTCGTTGTTGTCGTTGACATTTTGCACATT----------TTACAA------------CAGCA------------------ACAAC---AGCAACAACGAGCACAACAA---C------------GTAACGCGG-----A-------------TTTT----T---AAAACTTT-TTTTCGCA----------A---TTTTTTACAATTGTAAATTGAGTCATTTGGTTGTAGTT----------------------------------------------

droKik1 scf7180000302441:874791-
874951 +

C--AACA-AA---------------------------------ATTTA--ACATTCACATA---AAAAATATAAAAAAA--------------------ACAAGGCAGCAA-AAAAAAATGTG---------TG-----TGTTGTGACGTCGCTGTTGTCGTTGACATTTTCTACAAT----------TTACA-----------------------------------------------------------------------------------ACGCGT-----A-------------T-----------------------------------------TTTTTTTACAATTGTAAATTGAGTCATTTGGTTGTAGTT------------------------------------C---TTTTTT

droAna3 scaffold_13337:9281748-
9281969 +

--------AA---------------------------------ATCCA--ACATTCACATC---AAAAATA-----------------------------------AGCAA-AAAAAAATGCAAA--AAATTTG-----TGTTGTGACGTCGTTGTTGCCGCTGACATTTTGT----TGCCAGTAAAGTTACAG------------CAGCA------------------ACACGAACA------ACAACAACAACAAT---GT--------TGGCAACGCGGCGCATACTTTATTTTCTGTTTTT---TTT----TTTTTT-TTTTTGC-----------T-TTTTTTTTACAATTGTAAATTGAGTCATTTGGTTGTAGTT----------------------------------------------

droBip1 scf7180000396544:93057-93260
+

C--A-----A---------------------------------TTTTA--ACATTCACATC---AAAAATG-----------------------------------AGCAAA--AAAAATGCAAA--AAATGTG-----TGTTGTGACGTCGTTGTTGCCGCTGACATTTTGT----TGCCAGTAAAGTTACAG------------CAGCA------------------ACACGACCA------ACAGCAACAACAAT---GT--------TGGCAACGCGACGCGAA-------------GTTT---T----A---TTTT-TTTTTGC--------------TTTTTTTACAATTGTAAATTGAGTCATTTGCTTGTAGTT----------------------------------------------

dp5 XR_group8:3631069-3631285 - T--AC---AA---------------------------------ATTTAACACATTCACATTGCAAAAAGA---------------------------------AACGA-G--AAA------------AAAA-TGTGCGCTGTTGTGACGT---------CGTTGACATTTTGCACAG-----------TTACAA------------CAACA------------------ACAAC---A------GCAGCAGCCACATC---GT--------TGGCAACG----------------------------------------AC-A-TTCGC-----------A-TTTTTTTTACAATTGTAAATTGAGTCATTTGGTTGTAGCACCCGCACTCCCCCCCGTTCGAAACACGCCCGGCCATCCCGTTCCGT
droPer2 scaffold_23:1545994-1546210

-
T--AC---AA---------------------------------ATTTAACACAATCACATTGCAAAAAGA---------------------------------AACGA-G--AAA------------AAAA-TGTGCGATGTTGTGACGT---------CGTTGACATTTTGCACAG-----------TTACAA------------CAACA------------------ACAAC---A------ACAGCAGCCACATC---GT--------TGGCAACG----------------------------------------AC-A-TTCGC-----------A-TTTTTTTTACAATTGTAAATTGAGTCATTTGGTTGTAGCACCCGCACTCCCCCCCGCTCGAAACACGCCCGGCCATCCCGTTCCGT

droWil2 scf2_1100000004511:11148330-
11148492 +

C--AT---AC-----ATA------TGTATGT--------ATGTA-CAT--ACATTCACGTC---GAAAACA---------------------------------ACAGCAA----------C-AA--AAAC-TGT--GTTGTTGTGACGTCG---------TTGACATA---AAAAA-----------TTGCAA------------AAACA------------------ACAAC---AGCAGCGGCA----------------------------AACGCG-----------------------------------------A-CTCGC-----------A---TTTTTTACAATTGTAAATTAAGTCATTTGGTTGTTGCT----------------------------------------------

droVir3 scaffold_13049:14927668-
14927868 -

A--T-----ATTCGCATACACAC--------------------GGCTT--ACATTCACATT---AAAAAT------------------------------------------------------------T-TG--------TGTGACGTCGTTGCCGTCGTTGACATTTTGCACTA-----------TTACAAACAAGGCAGCAACAGCAGCAACAACAGCGGCAGCAG---CAGCA------ACAACAACAACAG---CGTACCACAAACGGCAACGCG-----------------------------------------T-CTCGC-----------A---TTTTTTACAATTGTAAATTGAGTCATTTGACTGTTGT-----------------------------------------------

droMoj3 scaffold_6680:21967585-
21967799 +

T--AC---GC-----ATACACACATATATGTACACACATGTGTGCCTT--ACATTCACATT---AAAAA-------------------------------------------------------------T-TT-----TGTAGTGACGTTGTTGCCGTCGTTGACATTTTGCACTA-----------TTACAAACGAGGCAACAGCAGCAGCAACAACAACG-CA-TAA---CA------ACAACAACAACAAC---TGGG---CACA-ACAGCAACGCG-----------------------------------------T-CTCGC-----------A---TTTTTTACAATTGTAAATTGAGTCATTTGAGTGTTGCT----------------------------------------------

droGri2 scaffold_15110:19345393-
19345546 -

C--AC---AC---------------------------------ACTTT--ACATTCACATT---AAAAAT---------------------------------------------------------------------TGTTGTGACGTTGTTGCCGTCGTTGACATTTTGCACT-A----------TTACAAAAAA---------GGCA------------------GCA------------GCGGCAACAGC---G-G------------ACAACACG-----------------------------------------T-CTCGC-----------A---TTTTTTACAATTGTAAATTGAGTCATTTGACTGTTGTT------------------------------------CTTGT----T
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:11148330-11148492
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:14927668-14927868
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:19345393-19345546
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TTCACGGGTCCCCTGTAAGTGGACGAAGGGGCCTCTTTGGCGGCACAAACTTCTGGCCGAGGATCAGGCAAAATGAAAGGCAGAATGCAATCAATTATTTTTCGTGGCTGGGATTTTAGGCCGTTGCATTCTACGTTTCATTTTGCTCCTGCTCCAACGCAAAACCCATACTAATACTCCGCTCCAACTAGATGTGATATGCGCTGTCCGGAT
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homozygous
flies

GSM280083

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

GSM313160

dcr-2
homozygous,
oxidized

GSM379057

Krimp
Mutant

GSM379064

Vasa
Mutant

GSM467730

Dmel_r2d2_sRNAseq
GSM385744

OSS_s2

GSM385748

OSS_s6

GSM322245

3rd
instar #1

GSM322219

2-4day
pupae #1

GSM286603

female
body

SRR014275

Ovary_rep1_LK_P

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR060644

A2_ovaries_total

SRR060645

yw67c23(2)_testes_total

SRR065155

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

SRR298537

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

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

SRR341117

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

SRR341118

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

GSM609218

Sg4

GSM399100

Kc167
cell

GSM609248

ML-DmD9
cell

GSM609250

ML-DmD32
cell

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

V139

Cold_female_body

V142

Oxidation_female_body

GSM628272

ago2[414]
ovary
total RNA

GSM360262

0-2d
pupae

GSM609227

CMEW1
Cl.8+
cell

GSM609237

ago2[414]
ovary
total RNA

GSE24545

CS ovary
total
RNA

GSM609223

male, one
day

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR001343

dcr-2_non-
beta-
eliminated

V032

S1
cell

V080

Starvation,
female head

SRR031704

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

GSM286601

male head

SRR298536

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

V074

S3

V079

Oxidation,
female
head

GSM343287

Drosophila
Toll 10b
mutant
embryos

SRR029031

loqs-ORF
knockdown

V003

dsDcr-1
(katsutomo
RNA)

V031

GM2
cell

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR317115

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

GSM371638

S2-NP

GSM286613

0-1hr #1
(A)

SRR001339

WT_females_non-
beta-eliminated

SRR010959

Ago3 IP in
heterozygotes

AGO3

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR031698

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

SRR060646

yw67c23(2)_ovaries_total

SRR298712

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

V085

CME
W2
wing
disc

V138

Male
cold
body

GSM399106

female
body #2

GSM609234

CS Â male
total RNA
Â 

GSM272653

KC -48 #1

SRR001664

homozygous_dcr-
2_untreated

SRR010951

Ago3
heterozygotes,
oxidized

V141

Heat_female_body

.....................................................................AAAATGAAAGGCAGAATGCA............................................................................................................................ 20 0 1 27.00 27 0 4 0 1 0 6 0 1 0 0 2 0 0 0 1 1 1 0 0 0 0 1 2 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 1 0 0 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................AAAATGAAAGGCAGAATGC............................................................................................................................. 19 0 1 18.00 18 0 0 0 2 6 0 0 0 2 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 2 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................AAAATGAAAGGCAGAATGCAAT.......................................................................................................................... 22 0 1 16.00 16 0 3 0 3 0 0 0 0 0 1 1 0 2 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 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 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................CCGTTGCATTCTACGTTTCATT....................................................................... 22 0 1 10.00 10 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 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 1 0 1 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

.........................................................................TGAAAGGCAGAATGCAATCAAT...................................................................................................................... 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 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 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

...............................................................................................................................ATTCTACGTTTCATTTTGCT.................................................................. 20 0 1 4.00 4 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................TTCTACGTTTCATTTTGCTCCT............................................................... 22 0 1 3.00 3 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................AAAATGAAAGGCAGAATGCAA........................................................................................................................... 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................AGGCAAAATGAAAGGCAGAATG.............................................................................................................................. 22 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................CAAAATGAAAGGCAGAATGC............................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................................TGATATGCGCTGTCCGGAT 19 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................TTCTACGTTTCATTTTGCTCCTGC............................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................CAAAATGAAAGGCAGAATGCAA........................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................TGAAAGGCAGAATGCAATCAAA...................................................................................................................... 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

................................................................................................................................TTCTACGTTTCATTTTGCTCCTG.............................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................AAATGAAAGGCAGAATGCAAT.......................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................ATTCTACGTTTCATTTTGCTC................................................................. 21 0 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

.....................................................TGGCCGAGGATCAGGCAAAA............................................................................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................TGAAAGGCAGAATGCAATCA........................................................................................................................ 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

....................................................................CAAAATGAAAGGCAGAATGCA............................................................................................................................ 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

...................................................................................................................................................................ACCCATACTAATACTCCGCTCCAACTAG...................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................GATGTGATATGCGCTGTCCG... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................TAGATGTGATATGCGCTGT...... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................GCAAAATGAAAGGCAGAATGC............................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................ATTCTACGTTTCATTTTGC................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................ATTCTACGTTTCATTTTGCTCC................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................CCGTTGCATTCTACGTTTC.......................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................CCGTTGCATTCTACGTTTCAT........................................................................ 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

............................................................................................................................TGCATTCTACGTTTCATTTTGC................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TTCTGGCCGAGGATC.................................................................................................................................................... 15 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................TTTTCGTGGCTGGGATTTTAGGCCGT......................................................................................... 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

.TCACGGGTCCCCTGTAAGTGGACGAA.......................................................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

AAGTGCCCAGGGGACATTCACCTGCTTCCCCGGAGAAACCGCCGTGTTTGAAGACCGGCTCCTAGTCCGTTTTACTTTCCGTCTTACGTTAGTTAATAAAAAGCACCGACCCTAAAATCCGGCAACGTAAGATGCAAAGTAAAACGAGGACGAGGTTGCGTTTTGGGTATGATTATGAGGCGAGGTTGATCTACACTATACGCGACAGGCCTA

********************************************************......(((.((((((((((((((...((((((((((..............((((.........))))))))))))))...)))))))))))..))).)))..******************************************************
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GSM609247
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Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:1719724-1719936 - dme_418 TTCACGGGTCCCCTGTAAGTGGACG--AA----G--G-GGC---CTCTTT----GGCGGCACAAACTTCTGGCC--G-------AGGATCA-GG------CAAAATGAAAGGCAGAATGCAATCA----------A---------------------------TT-ATTTTTCGTGGCTGGGATTTTAGGCCGTTGCATTCTACGTTTCATTTTGCTCCTGC---------------------------TCCAACGCA--AAACC--------CATACTAAT-ACTCCGCTC------C-A---ACTAGATGTGATATGCGCTGTCCGG---------------------------------------------------------------------------------------------------------------------------------AT
droSim2 3l:1629597-1629810 - dsi_4243 TTCACGGGTCCCCTGTAAGTGGACG--GG----G--A-GGC---GTCTTT----GGCGGCACAAGCTTCTGGCC--G-------AGGATTA-GGAT----TAAAATGAATCGTAGAATGCAATCA----------A---------------------------T--ATTTTTCGTGGCTGTGATCTAAGGCCGTTGCATCCTACGTTTCATTTTGCTCCTGC---------------------------TCCAACGCA--AAACC--------CATACTAAT-ACTCCGCTC------C-A---ACTAGATGCGATATGCGATGTCCGG---------------------------------------------------------------------------------------------------------------------------------AC
droSec2 scaffold_2:1746166-1746379

-
dse_994 TTCACGGGTCCCCTGTAAGTGAACG--GA----G--G-GGC---GTCTTT----GGCGGCACAAGCTTCTGGCC--G-------AGGATTG-GGAT----TAAAATGAATCGTAGAATGCAATCA----------A---------------------------T--ATTTTTCGTGGCTGTGATCTAAGGCCGTTGCATCCTACGTTTCATTTTGCTCCTGC---------------------------TCCAACGCA--AAACC--------CATACTAAT-ACTCCGCTC------C-A---ACTAGATGCGATATGCGATGTCCGG---------------------------------------------------------------------------------------------------------------------------------AC

droYak3 3L:1671792-1671966 - dya_668 TTCACGGGTCCCCTGTAAGTGGA--------------------------------------------------------------GGATCA-GG------CAAAATGAAACGTAGAATGCAACGC----------A---------------------------T--ACTTATCGTGGCTGTGATTTCAAGCCGTTGCATCCTGCGGTTCATTTTACTCCTGC---------------------------TCCAACGCA--AAACC--------CATACTAAT-CCTCCGCTC------C-A---ACTAGATGCGATATGCGCTGTCCGG---------------------------------------------------------------------------------------------------------------------------------AC
droEre2 scaffold_4784:1702692-

1702903 -
der_1510 TTCACGGGTCCCCTGTAAGTGGACG--AA----G--G-AGC---CTCTTT----GGCGGCGTTAACTTCTGGCG--G-------AGGACCG-GG------CAAAATGAAACGTAGAATGCAATGC----------A---------------------------T--ATTTTCTGTAGCTGCAATTTGAAGCCGTTGCATCCTGCGACTCATTTTACTCCTGC---------------------------TCCAACGCA--AAACC--------CATACTAAT-CCTCCGCTT------C-A---ACTAGATGCGATATGCGCTGTCCGG---------------------------------------------------------------------------------------------------------------------------------AC

droEug1 scf7180000407756:39374-
39605 -

TTCACAGGTCCCTTGTAAGTGGACG--AAATGTGAGG-AGC---CTCTTG----GGCGGCATAACCCTATCGCT--G-------AC-ATCATAC------GAAAACTAAACGTAGAATGCCTTG--GG---------------AGTGTAAT--------A--ATG-ATTCTTA---------TTCTTAAACCAATGCATCCTACGATTAGTTTTTCTCCTGC------GAGTTAGGTTATG---------CCACCCTC--AAAAC--------AATACTAAT-CCTCCGCTT------C-A---ACTAGATGCGATATGCACTGCCCGG---------------------------------------------------------------------------------------------------------------------------------AC

droBia1 scf7180000302428:8410927-
8411008 -

---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCATTCTACGGGTAATTTTGCTCCTCC----------------------------------CA-AGACCC--------TCTACTAAT-CCTCCGCTC------C-A---ACTAGATGCGACATGCGCTGTCCGG---------------------------------------------------------------------------------------------------------------------------------AC

droTak1 scf7180000415095:40029-
40125 +

-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAACCATTACATTCTACGTTTAATTTTGCCCCCGA-----------------------------GATCCCC-------TGATACCCCGTACTAAT-GCTCCGCTC------C-A---ACTAGATGCGACATGCGCTGTCCGG---------------------------------------------------------------------------------------------------------------------------------AC

droEle1 scf7180000491249:3840550-
3840714 +

TGGACGGGCAGTGTGTGTGCGAACA--AG-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGTCCGGTGGGCAGCTACGGACCGGGATGCCTGCAGACCTGCGCCTGCTACAAGGGAGCACCCTGCCACCACATCAGCGGAAAGTGCGAGTGTCCGCCGGGATACTTGGGAGAGCGCTGCTTCGACGAGTGTCCGCTG

droRho1 scf7180000776850:217162-
217407 +

TTCACGGGTCCTCTGTAAGTGGACG--GAATGAGAGG-AGT---GTCTTT---CGGTGACATCATCGAATGGCA--C-------AGGATCACGG------CAAAATTAAACGCAGATTGCATTGA----------ATCAAGCAAG--------TTAATTA---AG-GTTTTTT---------ATACTAAATTACTGCATCCTACGATTGATTTTGCTGCTTTCCTTGAGCTCTCCGATATG---------TCACCCCA--AAAAC--------CCTACTAAT-CCTCCGCTC------C-A---ACTAGATGCGACATGCGCTGTCCGG---------------------------------------------------------------------------------------------------------------------------------AT

droFic1 scf7180000454113:356509-
356700 +

TTTACGGGTCCTCTGTAAGTGGACG--GAATGCGAGGAGGC---GCCTTT----------------------------------AGGAGTT-GGGC----TGAAGTTAAGCGTAGGATGCAACCTGAAACTGTTGA---------------------------A-----------------GGTTTTTGGCCACTGCATCCTACGCTTAACTTTGACCCC-----------------------------------ACAGAACCCCTCTAAC------TTAACTCTAACGCCC------C-A---ACTAGATGCGACATGCGCTGTCCGG---------------------------------------------------------------------------------------------------------------------------------AC

droKik1 scf7180000302577:200412-
200660 -

TTTACGGGTCCCCTGTAAGTGGGAA-GAG----G----AGCTGCCTCTTGCCTCGGAGACATATCATTTCGCC--------TTGAGGTTTACGA------CAAAATGAATCGTAGATTTCTTAC-------------TATGCA--TGCCACATTTTATTA--AT-------------------TTTTTTACCCCTGCAATCTACGATTCACTTTGTT-TG-CCCCGTGGCGCTTTGCCAAGTCTCCTTCCCACCCACC--GAATC--------CCTACTAAT-CCTACGCTC------C-A---AATAGATGCGACATGCGCTGTCCGG---------------------------------------------------------------------------------------------------------------------------------AC

droAna3 scaffold_13337:1119443-
1119688 +

TTCACGGGTCCGCTGTAAGTGCGGGAGAG----G--A-TGA---TTCTTT----CACGCAAAAGGGTCATGGCATAGAGGCCAGGG--------GTCATGGAGAGTTGCCCGTAGATGCCCTTC-------------CATT------TTTCATTT--TTACACA-C-C-----------------TTTTAGT-TTGC-GACTACGGTGAACTTTTCTATGACCCCGGGGCTGTATGCTTGATTTCCCTC-AAAGCCCC--AATCT--------CCGACTAAT-CCTTCGCTT------CAA---ACTAGATGCGACATGCACTGCCCGG---------------------------------------------------------------------------------------------------------------------------------AC

droBip1 scf7180000396371:1451541-
1451791 +

TTCACGGGTCCGCTGTAAGTGCGGGAGAG----G--A-TGATTCGT-TTT----GACGCAAAAGGAACATGGCATAGAGTCCAGGG--------TTTATAGAGAGTTATCCGTAGATATCCTTC-------------CATT------TTTCATTTGATTACAAA-A-G-----------------TTTTAGT-TTAA-AAGTACGGAGACATTTTCTATGACCCCGGGGCTGTATGCTTTGTTTACCCCAAAAGCCCC--AATCT--------CCGACTAAT-CCTCCGCTT------CAA---ACTAGATGCGACATGCGCTGCCCGG---------------------------------------------------------------------------------------------------------------------------------AC

dp5 XR_group6:13160181-
13160343 +

TTTCAGGGACCAACCTGCGAGGA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAGCTGCCCCCCAGGGACCTTCGGCCAGGACTGTGCCCTGCGCTGCGACTGCCAGAACGGGGCCAAGTGCATGCCGGAGACGGGTCAGTGCCTCTGCACCGCCGGCTGGAAGAACATTAAGTGCGACAGGCCCTGC--GACC

droPer2 scaffold_88:198953-199115
+

TTTCAGGGACCAACCTGCGAG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GTGAGCTGCCCCCCAGGGACCTTCGGCCAGGACTGCGCCCTGCGCTGCGACTGCCAGAACGGGGCCAAGTGCATGCCGGAGACGGGTCAGTGCCTCTGCACCGCCGGCTGGAAGAACATTAAATGCGACAGGCCCTGC--GACC

droWil2 scf2_1100000004511:937407-
937447 -

ACT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCACTTCAC------C-A---TTCAGATGCGATATGAGTTGTCCGG---------------------------------------------------------------------------------------------------------------------------------AC

droVir3 scaffold_13049:2352010-
2352243 -

dvi_18051 TTTACGGGTCCCCTGTAAGTGGACC--AA-------------------------------------------------------------------------C---------------------------------------------------------------------------------------------------------AATT----GCCTGC---------------------------CCTTCCAAA--ATTCC--------GTAACTAAT-TCCATGCTCCATGCCC-A---ATCAGATGCGATATGCGCTGCCCGGATGGCAAGCATGGCGCCCAGTGCGAGGAGGACTGTCGCTGCCAGAACGACGGCAAATGTGATCCACAGAACGGCGCCTGCGAGTGCACCGCCGGCTGGACGGGCGATGTTTGCGCCAACAAATGCCCCACG

droMoj3 scaffold_6654:1516860-
1517089 +

TTCACGGGTCCCCTGTAAGTGGGCT--AG--------------------------------------------------CCCAGTG--------CTAACTGAGACT-----------------------------------------------------------------------------------------------------------------------------------------------------------AATC--------GAGACTAAT-GTGACGCTT------CGATCCATCAGATGCGACATGCGCTGCCCGGACGGCAAGCATGGCGCCCAGTGCGAGGAGGACTGCCGCTGCCAGAACGACGGCAAGTGCGATCCACAGACCGGGGCCTGCGAGTGCACCGCCGGCTGGACGGGCGACGTGTGCGCCAACAAGTGCCCGACG

droGri2 scaffold_15110:3382650-
3382881 -

-----GGGTCCTTTGTAAGTGGACA--AG----T--G------------------------------------------------------------------------------AATATCAATA----------A---------------------------C--AATTCTCGAGTCTA---------------ACATCCTCCGAAC--------------------------------------------------------------CCACCAACC-----------AA------A-A---ATTAGATGTGACATGCGCTGCCCGGATGGCAAGCATGGCGCCCAATGCGAGGAGGACTGTCGCTGCCAGAACGATGGCAAATGTGATCCGCACAACGGCGCGTGCGAATGCACCGCCGGCTGGACGGGCGACGTCTGCGCCAACAAATGCCCCACG
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CTAAAAACAATAAGGTCGGGTTTCAAAAGTGGTGAAAGCCACAAAATTCTCTAGGATTTAAAAACTCTTGAAAATGTGCCTAAGTGTATGGAATGCTATATATACATACTTTGCAGCTTTTCAAGTGATTTGAAATCACTAAAAGCCTTAAATATTGTTTTCAAGTGATATGAAAATTCTTGTTAATTAGTAAC
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old flies
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day
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Total small
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Â 

GSM272653

KC -48 #1
GSM609217

MLDmD20c5

V031

GM2
cell

SRR001349

heterozygous_dcr-
2_untreated

SRR010953

Aub
heterozygotes,
oxidized

SRR065154

Piwi
bound
piRNAs
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S2-
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..........................................................................................................TACTTTGCAGCTTTTCAAGTGA.................................................................. 22 0 1 80.00 80 0 6 5 5 3 3 4 0 1 2 2 2 3 3 2 0 1 0 2 0 1 1 2 1 1 1 1 0 1 1 1 0 0 0 1 0 1 0 0 1 0 0 1 1 1 1 0 1 1 1 1 1 0 1 1 1 0 0 0 1 1 0 1 0 1 1 1 1 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

..........................................................................................................TACTTTGCAGCTTTTCAAGTG................................................................... 21 0 1 5.00 5 0 0 1 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 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

..........................................................................................................TACTTTGCAGCTTTTCAAGTGAT................................................................. 23 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 0 0 0 0 0 0 0 0 0 0

..........................................................................................................TACTTTGCAGCTTTTCAAGTGAA................................................................. 23 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................TACTTTGCAGCTTTTCAA...................................................................... 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

.................................................................TCTTGAAAATGTGCCTAAGTGT........................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................TACTTTGCAGCTTTTCAAGTGAGA................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................TACTTTGCAGCTTTTCAAGTGAAA................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................TCTTGAAAATGTGCCTAAGTGTATGATC..................................................................................................... 28 3 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

.........................................................................ATGTGCCTAAGTGTATGGAATGCTA................................................................................................ 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

.................................................................TCTTGAAAATGTGCCTAAGTGTATGGA...................................................................................................... 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

.........................................................................................................ATACTTTGCAGCTTTTCAAGT.................................................................... 21 0 1 1.00 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

........................................................................AATGTGCCTAAGTGTATGGAATA................................................................................................... 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 0 0 0 0 0 0 0

..................................................................CTTGAAAATGTGCCTAAGTGTATGGAA..................................................................................................... 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

....................................................................TGAAAATGTGCCTAAGTGTATGGAAT.................................................................................................... 26 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

.......CAATAAGGTCGGGTTTAG......................................................................................................................................................................... 18 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......CAATAAGGTCGGGTTTAGC........................................................................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GATTTTTGTTATTCCAGCCCAAAGTTTTCACCACTTTCGGTGTTTTAAGAGATCCTAAATTTTTGAGAACTTTTACACGGATTCACATACCTTACGATATATATGTATGAAACGTCGAAAAGTTCACTAAACTTTAGTGATTTTCGGAATTTATAACAAAAGTTCACTATACTTTTAAGAACAATTAATCATTG

***************************************************((((((((.(((...((((((((..(((..((((((((((....))))))......)))).)))..))))))))...))).))))).)))..***************************************************
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Norm Total

GSM609225

ML-DmBG3-
C2

GSM609222

ML-DmBG1-
C1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V086

female
body,
aged

GSM371638

S2-NP

GSM609224

female,
one day

V074

S3

SRX247213

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

AGO2

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V073

mbn2

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V003

dsDcr-1
(katsutomo
RNA)

GSM399101

kc167
cell

V022

ML-
DmD32
cell

GSM628272

ago2[414]
ovary
total RNA

SRR031692

Total
small
RNAs from
Oregon R

SRR010953

Aub
heterozygotes,
oxidized

GSM609237

ago2[414]
ovary
total RNA

SRR060643

A2_testes_total

V078

Desiccation,
female head

V008

S2-
DRSC

GSM609221

1182-4H
cell

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V077

cold,
female
head

V091

fGS/OSS
total
Â 

SRR060644

A2_ovaries_total

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM609251

aged
female
head

V093

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

SRR031698

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

SRR029031

loqs-ORF
knockdown

GSM609227

CMEW1
Cl.8+
cell

SRR029032

r2d2
knockdown

GSM609234

CS Â male
total RNA
Â 

GSM286613

0-1hr #1
(A)

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609250

ML-DmD32
cell

V080

Starvation,
female head

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM343832

S2R+ cell

V034

ML-
DmD16c3
cell

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR031702

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

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM379056

Krimp
Heterozygote

V037

Felix
sample
+mirtrons

SRR060651

A2_ovaries_Ago3

AGO3

V085

CME
W2
wing
disc

SRR351332

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

SRR001348

ago2_oxidized
GSM609219

GM2 cell

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM399110

KC-48 #2

SRR001339

WT_females_non-
beta-eliminated

V032

S1
cell

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

GSM272653

KC -48 #1

GSM609243

KC+48 #1

GSM609244

KC+48 #2

SRR010960

wt,
oxidized

SRR298712

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

GSM609238

embryo
14-24hr

SRX247212

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

AGO1
..........................................................................................................................................GATTTTCGGAATTTATAAC..................................... 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:4777351-4777544 - block2035391 CTAAAAACAATAAGGTCGGGTTTCAAAAGTGGTGAAAGCC-----------------ACA----AAATTCTCTAG-GATTTAAAAACTCTTGAAAATGTGCCTAAGTGTATGGAATGCTATATATACATA-CTTTGCAGCTTTTCAAGTGATTTGAAATCACTAAAAGCCTTA---AATATTGTTTTCAAGTGATATGAAAAT------------------------------------------TCTT---GTTAATTAG--------TAA---------C
droSim2 3r:16235904-16236097 + CTAAAAACAATAAGGTCGGGTTTCAAAAGTGGGTAGTACC-----------------ACC----GAAGTCTCTAG-GATTTAAAAACTCTTGAAAATGTGCCTAAGTGTATGCAATACTATATATACATA-CTTTGCAGCGTTTCAAGTGATTTCAAATCACTAAAAGCCTTA---AATATTGTTTTCGAGTAATATGAAAAT------------------------------------------TCTC---GTAAATTAG--------TAA---------A
droSec2 scaffold_0:17102097-

17102290 +
CTAAAAACAATAAGGTCGGGTTTCAAAAGTGGGTAGAGCC-----------------ACC----GAAGTCTCTAG-GATTTAAAAACTCTTGAAAATGTGCCTAAGTGTATGCAATACTATATATACATA-CTTTGCAGCTTTTCAAGTGATTTCAAATCACTAAAAGCCTTA---AATATTGTTTTCAAGTGATATGAAAAT------------------------------------------TCTC---GTAAATTAG--------CAA---------C

droYak3 3R:8821783-8821970 - CTAAAAACAATAAGGTCGGGTTTCAAAAGTGGGGAAAGCC-----------------ACA----GAAGTCTCTAG-GATTTAAAAACTCTTGAAAATGTGCCTAAGTGTAT-------------TACATA-CTATGCAGCTTTTCAAGTGATTTCAAATCACTAAAAGCCTTA---AATATTGTTTTCAAGTGATATGAAAAT------------------------------------------TCTT---GTTATTTAG--------TGTCTAT--ACTC
droEre2 scaffold_4770:16826011-

16826211 +
CTAAAAACAATAAGGTCGGGTTTCAAAAGTGGGGAAAGCC-----------------ACA----GAAGTCTCTAG-GATTTAAAAACTCTTGAAAATGTGCCTAAGTGTATGCAATACTACATATACATA-CTGTGCAGCTTTTCAAGTGATTTCAAATCACTAAAAGCCTTA---AATATTGTTTTCAAGTGATATGAACAT------------------------------------------TCTT---GTTATTTAG--------TGATTAT--AATC

droEug1 scf7180000409467:702662-
702867 +

CAAGAAACCATTAGTTTGG----------------AACCC-----------------TCG----TAAGGGTTTAGTGATTAAAAAGTTCTTGAAACTGCGCCTAAGGATGTGCAATG---------TATGTTTGAGCAGCTTTTCAAGGCATTTAAAATCATTAAAATTAATAGCAAATGAGGTTTT-TTATCACCTGTAACC-C-GAAAAAGCAGTTGATATATATTCTCTGATCTATTCAAGTTCAT---GT------------------------CATC

droBia1 scf7180000302402:7482988-
7483192 -

CTAAAAACAAATAGTTTGGTTTTCAAAAGTGTGAAAAGTC-----------------ACT----CAAATCTCTAGGGATTTCAAATCTCCTGAAATTGTGCCTTAATGTA-GCAATG-----------TT-TTTTGCAGCTATTCTAGT---------TCACCAAAAACCCTA---GAAATTGTTTTCATATCACTTATGAGT-TTG--TCAGCGAATGA--TATATTCTTTGTTCTGTTAAAGTTCTT---GTTA-----------------------ATC

droTak1 scf7180000414009:39336-
39502 +

CTAAAAATAATATGTTTGGTTTCTAAAA---------GTC-----------------ACA----GAAACCTTTAGGGATTTTAAATCTCCTGAAATTGTGTCTAACTTTTT-----------------------TTAAGCCCCAC--------------------------------AAATTATTTTAAAATCACTTAAGAATTTTG--TCAGTTATTGA--TATATTATTTGATTTCTTCAAGTTCTT---------TTT-----------------CATC

droEle1 scf7180000491212:1021368-
1021506 +

ATAAAAACAATAG------------------------ACC-----------------AAA----G-----------------AAATCTCTTGAAAATTTGCCTTAA---------------AAATACATA-T--------TTTTCAGGTGATTTCAAATTAC---------------ATATTGTTTTCATATCAATCAAGAAT-TAG--GCAAGGATTGA--TATTT--TTTAAGTTGTTCAAGTT-----------------------------------C

droRho1 scf7180000779210:22714-
22934 +

TTCAAATTTATA--------TCACATCAATGTGTAATATCTATTAAAAAGATATGACACCAATTGTCAAT-------TCTAAAAATCTCTTGAAAATATGTCCAAATG--------------------------GGCAGCTTTTCAAGTGCTTTCAAATCACTAGAAGCTTTA---AATTTTGATTTAAAATCAATTACTAAATTTT--GCAAGGATTTA--TATTTTATTTGATTTGTTCAAGTTTTGGATGTC---ATG--------TAACTAT--CATC

droFic1 scf7180000454106:2412752-
2412954 +

CCAA-AACAATGAGCTTGATTTTTAGAA-------------------------------------------------ATTACAAATCTCTTGAAAA-ATGCTTCAATCTTT-TAAGA-----------T--CTGTTGTGCATTTCAAGGGATTTGAGATCACTAAAAGCTTTA---AATATTGTTTTCATATCACCTAAGAAT-TAG--GCAGGGCTTGA--TATTTTATTTGATTTGTTTCATTGGAT---GTC---ATTGGTTGACATCTTTATAATATC

droKik1 scf7180000302639:1784548-
1784550 +

AAG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_12963:14918392-
14918395 -

TAAA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_15110:16268665-
16268714 +

GC-----------------------------------------------------------------------------------------------------------------------------------------------------------------------CTCA---ATTTTTTCCTTGAAATTATACAAAAAA------------------------------------------TATA---GTTTATTAA--------TAT---------T

Generated: 09/09/2015 at 02:11 AM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:7482988-7483192
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414009:39336-39502
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491212:1021368-1021506
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779210:22714-22934
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454106:2412752-2412954
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302639:1784548-1784550
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:14918392-14918395
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:16268665-16268714
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

GTGGGAATAAACGCCGTATTCTACGGGGATAAGGTGGGGGTGCTGTTCCGTTGATGATAAGAAGGTGGGGTTGGTGTCGGAACTGCTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTTACGACCCCGACCCGCCCCAGTCATCATCATCATTGTTTGGCCCAGGGGCAACATTATGCCACGCCCCCTGCAACCGCACACAGCGGAGCCATTTATTCTGCCGGCGATTCTGCCCGCTGGCATCTAACAGGTGGACCAGTTGCCAGTTACTAACTACCCGAAATTA

*******************************************************........((((((.((((.((((..((((..((((((................))))))))))..)))).))))))))))...........*******************************************************************************************************************************************
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#
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Norm Total

SRX247213

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

AGO2
GSM343832

S2R+ cell

V131

ML-
DmD16-
c3

GSM343833

S2R+ cell

V074

S3

V136

Male
aged
body

GSM609222

ML-DmBG1-
C1

V138

Male
cold
body

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies
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dcr-
2[G31R]
male
total
RNA Â 

GSM609224

female,
one day
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S1
cell

GSM371638

S2-NP

V086

female
body,
aged
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ML-
DmD32
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dsDcr-1
(katsutomo
RNA)
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Heat_female_body
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S3

SRX247212

AGO1-IP
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R+, FLAG-
HA-AGO2

AGO1
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ML-
DmBG1-
c1

V012

Dcr2 male
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whole fly?)

SRR341118
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Schneider 2
(S2)
cellsoxidation

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR010953

Aub
heterozygotes,
oxidized

GSM609220

ML-DmD21
cell

SRR317115
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fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

V032

S1
cell
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ML-
DmD9

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609240
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18hr

GSM609223

male, one
day

GSM609229
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6hr

SRR031703
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small RNAs
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flies
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Â¬â€ 
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Â 
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ML-DmBG3-
C2
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beta-eliminated
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heterozygotes,
oxidized
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GSM360262
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V079
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head
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from 5-6 days old flies
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cell
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embryo
14-24hr
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GSM609248

ML-DmD9
cell

V145
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Male
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head
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cold,
female
head

V085

CME
W2
wing
disc
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Dmel_r2d2_sRNAseq

SRR014275

Ovary_rep1_LK_P

SRR014282

Ovary_rep1_wK_P

SRR317114
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fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

GSM609235
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GSM609217

MLDmD20c5
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GM2 cell
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ML-
DmD32
cell

GSM609250

ML-DmD32
cell
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Sg4
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KC -48 #1
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loqs-KO,
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PB
rescue/TM3
Â male
total RNA

GSM609234

CS Â male
total RNA
Â 

GSM399100

Kc167
cell

V036

ML-
DmD20c5
cell

V080

Starvation,
female head

GSM609243

KC+48 #1

GSM609244

KC+48 #2

SRR032094

ago2
knockdown

V140

Dessication_female_body

GSM322543

male head
#1

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

V015

DreRFHV148h

SRR001664

homozygous_dcr-
2_untreated

GSM609247

heat
female
head

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR031704

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

GSM609251

aged
female
head

SRR001341
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beta-
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SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR060652

hs-
Penelope_testes_total

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM379063

Vasa
Heterozygote

GSM272652

S2 -48
Biological
Replicate
#1

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR031698

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

SRR097866

Drosophila
S2-NP
cells

SRR298711

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

GSM360256

1st
instar #1

GSM322219

2-4day
pupae #1

SRR060643

A2_testes_total

SRR060644

A2_ovaries_total

SRR060645

yw67c23(2)_testes_total

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609237

ago2[414]
ovary
total RNA

GSM628272

ago2[414]
ovary
total RNA

SRR097867

Drosophila
S2-NP
cells

SRR001347

ago2_untreated

SRR001348

ago2_oxidized

SRR097865

Drosophila
S2-NP
cells

SRR060651

A2_ovaries_Ago3

AGO3

GSM322533

female
head #1

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1
GSM385744

OSS_s2

GSM385821

OSS_s7

V037

Felix
sample
+mirtrons

V038

Felix
sample
S2
only

SRR001342

WT_males_beta-
eliminated

SRR341115

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

GSM286604

0-1h #3
(7)

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

SRR001337

WT_females_beta-
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......................................................................TTGGTGTCGGAACTGCTGCCCAGG................................................................................................................................................................................................ 24 0 1 12.00 12 0 0 7 0 0 0 0 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................TTGGTGTCGGAACTGCTGCCCAGGTT.............................................................................................................................................................................................. 26 0 1 8.00 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 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................TTGGTGTCGGAACTGCTGCCCAGGT............................................................................................................................................................................................... 25 0 1 7.00 7 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 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

......................................................................TTGGTGTCGGAACTGCTGCCCA.................................................................................................................................................................................................. 22 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................TTGGGCCAGTTACGACCCCGACC.......................................................................................................................................................... 23 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 0 0 0 0 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................GTTGGTGTCGGAACTGCTGCCCA.................................................................................................................................................................................................. 23 0 1 4.00 4 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 0 0 0 0 0 0 0 0 0 0 0

......................................................................TTGGTGTCGGAACTGCTGCCC................................................................................................................................................................................................... 21 0 1 2.00 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................GTTGGTGTCGGAACTGCTGCCC................................................................................................................................................................................................... 22 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................TTGGTGTCGGAACTGCTGCCT................................................................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................GTTTGGCCCAGGGGCAACA................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................TATTCTACGGGGATAAGGGC.......................................................................................................................................................................................................................................................... 20 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................TTGGGCCAGTTACGACCCCGAC........................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................TTGGTGTCGGAACTGCTGCC.................................................................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................TTGGTGTCGGAACTGCTGCCCAGGC............................................................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................TTGGTGTCGGAACTGCTGCCCAG................................................................................................................................................................................................. 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

....................................................................GGTTGGTGTCGGAACTGCTGCCC................................................................................................................................................................................................... 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

Anti-sense strand reads

CACCCTTATTTGCGGCATAAGATGCCCCTATTCCACCCCCACGACAAGGCAACTACTATTCTTCCACCCCAACCACAGCCTTGACGACGGGTCCAATTCAAATAAGTTTAACCCGGTCAATGCTGGGGCTGGGCGGGGTCAGTAGTAGTAGTAACAAACCGGGTCCCCGTTGTAATACGGTGCGGGGGACGTTGGCGTGTGTCGCCTCGGTAAATAAGACGGCCGCTAAGACGGGCGACCGTAGATTGTCCACCTGGTCAACGGTCAATGATTGATGGGCTTTAAT

*******************************************************************************************************************************************........((((((.((((.((((..((((..((((((................))))))))))..)))).))))))))))...........*******************************************************
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...........................................................................GCCCCTTGACGACGGGTCCAA.............................................................................................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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:7850627-7850913 + dme_249 TGTGGGAATAAACGCCGTATTCTACGG-----GG--------------------------------ATAA----------------------------------------------------------------------------------G--GTGGGG---GTGCTGT----TC---CGTTGATGAT------------------AAGAAGGTGGGGT------------------TGG---TGTCGGA--ACT-----GC---TGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCC--CG------ACCCG---------------CCCCAGTCATCAT---CATCATTGT----------------TTGGCCCAGGGGCAACATTAT-----GCCACGCCCCCTGCAACC-------G-----C-------------------------------------------------------ACACAGCGGAGCCATTTATTCTGCCGGCGATTCTGC-CCGCTGGCATCTAACAGGTGGACCA-----G-----T-----TGCCAGTT--ACTAACTACCCGAAATTA
droSim2 2l:7597072-7597360 + dsi_32441 TGTGGGAATAAACGCCGTATTCTACGG-----GG--------------------------------ATAA----------------------------------------------------------------------------------G--GTGGGG---GTGCTGT----TC---CGTTGATGAT------------------AAGAAGGTGGGGT------------------TGG---TGTCGGA--ACT-----GC---TGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCC--CG------ACCCG---------------CCCCAGTCATCAT---CATCATTGT----------------TTGGCCCAGGGGCAACATTAT-----GCCACGCCCCCTGCAACC-------G-----C-------------------------------------------------------CCACAGCGGAGCCATTTATTCTGCCGGCGATTCTGC-CCGCTGGCATCTAACAGGTGGACCA-----G-----T-----TGGCAGCAACACTAACTACCCGAAATTA
droSec2 scaffold_3:3364997-3365285

+
dse_1836 TGTGGGAATAAACGCCGTATTCTTCGG-----GG--------------------------------ATAA----------------------------------------------------------------------------------G--GTGGGG---GTGCTGT----TC---CGTTGATGAT------------------AAGAAGGTGGGGT------------------TGG---TGTCGGA--ACT-----GC---TGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCC--CG------ACCCG---------------CCCCAGTCATCAT---CATCATTGT----------------TTGGCCCAGGGGCAACATTAT-----GCCACGCCCCCTGCAACC-------G-----C-------------------------------------------------------CCACAGCGGAGCCATTTATTCTGCCGGCGATTCTGC-CCGCTGGCATCTAACAGGTGGACCA-----G-----T-----TGGCAGCAACACTAACTACCCGAAATTA

droYak3 2L:5045970-5046267 - TGTGGGAATAAACGCCGTATTCTACGG-----GG--------------------------------ATAA----------------------------------------------------------------------------------G--GCGGGG---GTGCTGT----TC---CGTTGATGAT------------------AAGAAGGTGGGC-----------GGGGTGTTTGG---TGTCGGA--ACT-----GC---TGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCC--CG------ACCCG---------------CCCCAGTCATCAT---CATCATTGT----------------TTGGCCCAGGGGCAACATTACGCCAAGCCACGCCCCCTGCACCC-------G-----C-------------------------------------------------------CCACAGCGGAGCCATTTATTCAGCCGCCAATTCTGC-CCGCTGGCATCTAACAGGTGGACCA-----G-----T-----TGCCAGC---ACTAACTGCCCAAAATTA
droEre2 scaffold_4929:16772172-

16772462 +
der_190 TGTGGGAATAAACGCCGTATTCTACGG-----GG--------------------------------ATAA----------------------------------------------------------------------------------G--GAGGGG---GCGCTGT----TC---CGTTGATGAT------------------AAGAAGGTGGGGT------------------TGG---TGTCGGA--ACT-----GC---TGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCC--CGAGCCCGACCCG---------------CCCCAGTCATCAT---CATCATTGT----------------TTGGCCCAGGGGCAACATTAC-----GCCACGCCCCCTGGACGC-------G-----C-------------------------------------------------------CCACAGCGGAGCCATTTATTCTGCCGGCGATTCTGC-CCGCTGGCATCTAACAGGTGGACCA-----C-----T-----TGCCAGC---ACTAACTGC-CAAAATTA

droEug1 scf7180000409463:893368-
893685 -

TGTGGGAATAAACGCCGTATTCTACGG-----GGAAGTCTG-------------------------------------------------CA--------T-----------AAAGAG----------------------AGAGAGAGTAA-GA-GTGGGG--GG--C----------GTTGATGATGAT------------------AAGGGGATGGGGT------------------AGG---TGTCGGA--ACT-----GC---TGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCC--CG------ACCCGCCGA------AC--GCCCCAGTCATCAT---CATCATTGT----------------TTGGCCCAGGGGCAACATTAT-----GCCACGCCCTCTGCACCC-------G-----C-------------------------------------------------------CCACAACGGAGCCATTTATCCTGCCGGCGATTCTGG-CCGCTGGCAGCTAACAGGTGGACCATCGCAG-----T-----TGCCAGC---ACTAACTACCCGAAATAG

droBia1 scf7180000301518:690067-
690338 -

TGTGGGAATAAATGCCGTATTCTACGG-----GG--------------------------------ATAA--------------------------------------------AGA--------------------------------------GTGGGG---G----------------GTTGATGAT------------------ACGAGGGTGGGGT------------------AGG---TGGCGGA--ACT-----GC---TGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CAACTC--CG------ACCCG---------------CCCCAGTCATCAC---CATCATTGT----------------TTGGCCCAGGGGCAACATTAC-----GGCACGCCCCCTGCACCC-------G-----C-------------------------------------------------------CCACGACGGAGCCATTTATTCTGGCGGCGATTCTGC-CCCCTGGCAGCTAACAGGTGGACCA-----C---------------A-----GCTAGCAGCCCAAAATCA

droTak1 scf7180000415876:487671-
487950 -

TGTGGGAATAAACGCCGTATTCTACGG-----GG--------------------------------ATAA----------------------------------------------------------------------------------GGGGCGGGG---G--C----------CTTGTTGATGAT------------------AAGAAGGTTGG---------------------GG---AGTCGGA--ACT-----GC---TGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCC--CG------ACCCG---------------CCCCAGTCATCAT---CATCATTGT----------------TTGGCCCAGGGGCAACATTAT-----GCCACGCCCCCTGCAACC-------G-----C-------------------------------------------------------CCACAACGGAGCCATTTATTCTGCCGGCGATTCTGC-CCGCTGGCAGCTAACAGGTGGACCA-----A-------------CCAGTGCCACCAGCTACCCAAAATTA

droEle1 scf7180000491028:1167839-
1168117 -

TGTGGGAATAAACGCCGTATTCTATGGTGGAGGGAAGT---------------------------------------------------------------------------------------------------------------------GTGGGG------------------TTGTTGATGAT------------------AAGAGGATGGG----------------------G---TGTCGGA--ACTTGCCAGCT--TGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTTATA------CGACCC--CG------ACCCG---------------CCCCAGTCATCAT---CATCATTGT----------------TTGGCCCAGGGGCAACATTAT-----GCCACGCCCCCAGCACCC-------G-----C-------------------------------------------------------CCACAACGGAGCCATTTATCCTGCCGGCGATTCTAG-CCGCTGGCAGCTAACAGGTGGACCA-----G-----------------C---GTTAACTACCCAATATTA

droRho1 scf7180000778576:3665-3944
+

TGTGGGAATAAACGCCGCATTCTATGG-----GGAAGT---------------------------------------------------------------------------------------------------------------------GTGGGG------C------------TGTTGATGAT------------------AAGAGGATGGGGT-----GA-----------CGG---TGTCGGA--ACT-----GCT--TGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCC--CG------ACCCG---------------CCCCAGTCATCAT---CATCATTGT----------------TTGGCCCAGGGGCAACATTAC-----GCCACGCCCCCTGCAACCGCCCCACT-----C-------------------------------------------------------CCTCAACGGAGCCATTTATCCTGCCGGCGATTCTGC-CCGCTGGCAGCTAACAGGTGGACCA-----G-----------------C---GTTAACTACCCAAAATTA

droFic1 scf7180000454115:654157-
654499 +

TGTGGGAATAAACGCCGTATTCTACGG-----GGAAGTGCGGATGCCAATGCGGATGCCAATGCGGATAAGCGGGGGTGCGGGGGGCGGATGTTG----AT-----------A-----------------------------------------------------------------------------ATGGAAG------------AGGGGTTG----------------------AGG---TGTCGGA--ACT-----GC---TGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCC--CG------ACCCG---------------CCCCAGTCATCAT---CATCATTGT----------------TTGGCCCAGGGGCAACATTACGCCATGCCACGCCCCCTGCTCCCTGCTCCCG-----C-------------------------------------------------------CCACCAAGGAGCCATTTATCCTGGCGGCGATTCAGC-CCGCTGGCAGCTAACAGGTGGACCAGCA-AG-----CTGCGAGGCCAGC---GTTAACTGCCCGGAATTA

droKik1 scf7180000302570:197568-
197911 -

TGTGGGAATAAACGCCGTATTCTACGG-----GG--------------------------------ATAA--------------------------------------------AGAG----------------------------TGTGA-------GGG---GGGCT------TCA--TGGTGATGAT------------------AGGGAGGGCGG------------------------------GGA--ACT-----GCTACTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCC--CGA-----ACCCG---------------CCCCAGTCATCAT---CATCATTGT----------------TTGGCCCAGGGGCAACATTAC-----GCCACGCCCCCAGGTCCACGTTCCCAGGTTCCCCAGTTCCGCGTTAACCC-----ACACTTTCCCC---CACAACCCCAATCTCCATTCACGAAGGAGCCATTCATCCTGCCGGCGATTTTGC-CCGCTGGCAGCTAACAGGTGGACCA-----G-AG--T-----CGG-AGC----TTAAGTAGCCGAAATTA

droAna3 scaffold_12943:1453897-
1454229 -

TGTGGGAATAAACGCCGTATTCTACGG-----GGGAGTTTG-------------------------------------------------TGTTG----AT-----------AAAGAG--------------------------------------TGG-----------------------------------------------G-AA----ATGGGT-GTGGG--------GGGTATGGGAATGTCGGA--ACT-----GC---TGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCC--CG------ACCCG---------------CCCCAGTCATCAT---CATCATTGT----------------TTGGCCCAGGGGCAACATTACCTCGTGCCACGCCTCCC-------------C-----CCC-----------ATCCTGGCGGATCCTGGCCCCCGGCACAGACCCAGC-G----CCCCGCCGGAGTCATTTATTTTGCCGGCGATTCTGC-CCACTGGCAGCTAACAGGTGGACCC-----GGAGTAT-----TGCCAACTA-GCTAACTACCAGAAGTTA

droBip1 scf7180000396728:1749693-
1750027 +

TGTGGGAATAAACGCCGTATTCTACGG-----GGGAGTTTG-------------------------------------------------TGTTG----AT-----------AAAGAG--------------------------------------TGG---------------------------------------------G-----GAAAATGGGTA------------------TGGGAATGTCGGA--ACT-----GC---TGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCC--CG------ACCCG---------------CCCCAGTCATCAT---CATCATTGT----------------TTGGCCCAGGGGCAACATTACCTCGTGCCACGCCTCCC-------------G-----CCCAATCCC-CCTTATCCTGGCGGATCCTGGCCCCCGGCACAGACCCAGC------CCCCGCCGGAGTCATTTATTTTGCCGGCGATTCTGC-CCGCTGGCAGCTAACAGGTGGACCC-----AGAGTAT-----TGCCAACTA-GCTAACTACCAGAAGTTA

dp5 4_group3:5445582-5445899 - TGTTGGAATAAACGCCACATTCTATGA-----GC--------------------------------A---------------------------------------CTGCCAGGGGACGACTGAGAACCAGGAGAACCAGAGAGGGCGAGAG---GA--GGGAG---GTA--------------------ATGGGAGGGAGGGAGGT-AA----GTGGGT-GAGGTGGCATGGGGCATATGG-----AAGGAACACT-----GG---TTCGCAGGTTAAGTTTATTCAAATTGTGCCAGTT--A------CGACGCGACG------ACCCG--------------ACCCCAGTCATCAT---CATCATCGCCATTCGCCATTCGCCCATGGCCCAGGGGCAACATTAC-----AACACGCCCCCTC------------------------------------------------------------------------------AATG--TCCATTCATTTTGCCCCACCCCCAAC-TCGCTGGCAGCAAACAGGTGG-------------------------------------------------
droPer2 scaffold_1:6936299-6936616

-
TGTTGGAATAAACGCCACATTCTATGA-----GC--------------------------------A---------------------------------------CTGCCAGGGGACGACTGAGAACCAGGAGAACCAGAGAGGGCGAGAG---GA--GGGAG---GTA--------------------ATGGGAGGGAGGGAGGT-AA----GTGGGT-GAGCTGGCATGGGGCATTTGG-----AAGGAACACT-----GG---TTCGCAGGTTAAGTTTATTCAAATTGTGCCAGTT--A------CGACGCGACG------ACCCG--------------ACCCCAGTCATCAT---CATCATCGCCATTCGCCATTCGCCCATGGCCCAGGGGCAACATTAC-----AACACGCCCCCTC------------------------------------------------------------------------------AATG--TCCATTCATTTTGCCCCACCCCCAAC-TCGCTGGCAGCAAACAGGTGG-------------------------------------------------

droWil2 scf2_1100000004516:3485015-
3485236 -

TGTTGGAATAAATGCC--ACTCTATAA-----GTGAG---------------------------------------------------------------------CTGCCAAGGGGC----------------------AGGGGGCGTGA-G--GCGGG--AGGCACTG------------AATCTT--------------------------GTGGGGT------------------GAT------GGGC--GGT-----GG---TTCACAGGTTAAGTTTATTCAAATTGGGCC--------------------------------TG---------------CCCCAGTCATCATGAACATCATCAT----------------CTGGCCCAGGGGCAACATTAACCACGCCCAC--------------------------------------------------------------------------------------------------------------GCCTCTCC-GCTTTGGCAGCTAACAGGTGGCCTA-----T------------------------------CC-CAGTCA

droVir3 scaffold_12963:8616448-
8616616 +

TGTGCGTATAAATGCCACACTCCATGT-----TG--------------------------------TTAG--------------------CAGTCATTGGC-----------GATGGG----------------------------------------------------------------------------------------------CTGTAGAAA------------------GGG---CGTGGGG--CAT-----GC---CTCACAGGTTAACTTTATTCAAATTGGGGGGGTT--G------CGAACC--CT------GCCCG------------------------ACAT---TATCATCAG----------------CTGGCCCAGGGGCAACATTTTAA-TGCCCACGCCC-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6500:2727679-
2727910 -

TGTTCATATAAATGCC--ACTCGACTG-----T--AGTTAG-------------------------------------------------CATTCATTGGAGTCGA--------AGC------------------------------GAGCT---GT--GG---GGGCTGTGGGG---GCTGTGGGGGCT------G---------TGGGGACTGTGGGGT------------------TGC-----TCGTT--ACA-----GC---CTCACAGGTTAACTTTATTCAAATTGGGGACCTA--A------CCCCCG--CA------ACCCGCTAACCCTCAGCGTCCCCGCTACAACAT---TATCATCAG----------------CTGGCCCAGGGGCAACATTATGAGCGCCCACGCCC-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_15252:13178970-
13179232 -

TGTGCGAATAAATGCCA--CTCCATGT-----AG---TTAG-------------------------------------------------CAGTCATTCGAGCAGC--------A--G----CAGTAGCAGGAGCACCACAA----------GCAGCAGGA---G--C----------ATT----CTT-------------------------GGGGGGGT------------------TAT---TG----C--TCT-----GC---CTCACAGGTTAACTTTATTCAAATTGGGGGCGTA--CCCCCCGCAACCCAACA------GCGCA--------------CCCCAACCCAACAT---TATCATCAG----------------CTGGCCCAGGGGCAACATTACAA-TGCCCACGCCC-----------------------------------------------------------------------------------------ACATTTATTACCCCGCC---TCTCCGCCGCTGGCTGCTAACAGGTGGA------------------------------------------------
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ACCACGCTGCGTCGCCTGCTGAAGGAGCAGAAGATGGCGCTGGATGCCGGCGCGCTGGAGAATCTGCTGCTGCAGCAGCAACAGACTGAGCAGCAGGCACTGCAGCAGCGCCAGCGCCAGGAGCAGCTGCGTCTGCAGCAGTTTCAGGAGGCGCAGCGCCAG
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..........................................................................................CAGCAGGCACTGCAGCAGCGCC.................................................. 22 0 1 29.00 29 0 3 0 2 0 1 0 0 0 0 4 0 0 2 0 0 0 0 0 0 0 2 3 2 0 0 0 0 0 0 1 0 0 0 0 0 0 2 1 0 1 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 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

..................................................CGCGCTGGAGAATCTGCTGCT........................................................................................... 21 0 1 16.00 16 0 2 0 0 0 0 0 0 0 3 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 2 1 0 0 0 0 0 0 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................CAGCAGGCACTGCAGCAGCGCT.................................................. 22 1 1 8.00 8 0 0 0 0 0 0 0 0 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................CAGCAGGCACTGCAGCAGCGCCA................................................. 23 0 1 8.00 8 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 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 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

..........................................................................................CAGCAGGCACTGCAGCAGCGT................................................... 21 1 1 6.00 6 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................CAGCAGGCACTGCAGCAGCG.................................................... 20 0 1 4.00 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................CAGCAGGCACTGCAGCAGCGCCG................................................. 23 1 1 3.00 3 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................ATGCCGGCGCGCTGGAGAATCTG................................................................................................ 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................CGCGCTGGAGAATCTGCTG............................................................................................. 19 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

.......................................................................................GAGCAGCAGGCACTGCAGCA....................................................... 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................CAGCAGGCACTGCAGCAGCGC................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................CGCGCTGGAGAATCTGCTGC............................................................................................ 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 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

..................................................CGCGCTGGAGAATCTGCTGT............................................................................................ 20 1 1 2.00 2 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................CGGCGCGCTGGAGAATCTGCTGCTGC......................................................................................... 26 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

....................................................CGCTGGAGAATCTGCTGCTGCAG....................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................CGCGCTGGAGAATCTGCTGCTG.......................................................................................... 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 0

........................................TGGATGCCGGCGCGCTGGAGA..................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................TGCCGGCGCGCTGGAGAATCT................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................GAGCAGCAGGCACTGCAGCAGCGT................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................GATGCCGGCGCGCTGGAGAATCTGC............................................................................................... 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

................................................GGCGCGCTGGAGAATCTGCTGCTGC......................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................CGCGCTGGAGAATCTGCTA............................................................................................. 19 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

..............................................................................CAACAGACTGAGCAGCAGGCACTGCA.......................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................CGCGCTGGAGAATCTGCTGCG........................................................................................... 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

......CTGCGTCGCCTGCTGAAG.......................................................................................................................................... 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

.....................................................................................CTGAGCAGCAGGCACTGCAGCAGCGCC.................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................GAGCAGCAGGCACTGCAGCAG...................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................GCGCTGGAGAATCTGCTGCTGCA........................................................................................ 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

..................................................CGCGCTGGAGAATCTGCTGA............................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........GTCGCCTGCTGAAGGAGC...................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................GAGCAGCAGGCACTGCAGCAGCG.................................................... 23 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

...................................................GCGCTGGAGAATCTGCTGCTG.......................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................CAACAGACTGAGCAGCAGGCA............................................................... 21 0 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

............................................................................AGCAACAGACTGAGCAGCA................................................................... 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

............................................................................AGCAACAGACTGAGCAGCAGGC................................................................ 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

.................................................GCGCGCTGGAGAATCTGCTGCT........................................................................................... 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

........................................................................................................GCAGCGCCAGCGCCAGGAGC...................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................AGGCACTGCAGCAGCGCCAGCGCCAGGA........................................ 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 0 0

..........................................................................................CAGCAGGCACTGCAGCAGCGCCC................................................. 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 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................AGCAGAAGATGGCGCTGGAT..................................................................................................................... 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

...............................................................................AACAGACTGAGCAGCAGG................................................................. 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 0 0

..........................................................................................CAGCAGGCACTGCAGCAGCGCCT................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................GCGCTGGAGAATCTGCTGCTGCAGT...................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

TGGTGCGACGCAGCGGACGACTTCCTCGTCTTCTACCGCGACCTACGGCCGCGCGACCTCTTAGACGACGACGTCGTCGTTGTCTGACTCGTCGTCCGTGACGTCGTCGCGGTCGCGGTCCTCGTCGACGCAGACGTCGTCAAAGTCCTCCGCGTCGCGGTC

***********************************.((.((((.(((.(((((((((.((..(((((((((.(((..........))))))))))))..)).)))).))))).)))))))..))...***********************************
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...........................................................CTTAGACGACGACGTCGTCG................................................................................... 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

..................................................GCGCGACCTCTTAGACGACGA........................................................................................... 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:5145349-5145511 - dme_255 ACCACGCTGCGTCGCCTGCTGAAGGAGC---------AGAA---GATG---GCGCTGGATGCCGGCGCGCTGGAGAATCTGCTGCTGCAGCAGCAACAGACTGAGCAGCAGGCACTGCAGC---AGCGCCAGCGCCAGGAGCAGCTGCGTCTGCAGCAGTTTCAGGAGGCGCAGCGCCAGG
droSim2 2r:5947935-5948097 - dsi_105 ACCACGCTGCGTCGACTGCTGAAGGAGC---------AGAA---GATG---GCGCTGGATGCCGGCGCGCTGGAGAACCTGCTGCTGCAACAGCAGCAGACTGAGCAGCAGGCGCTGCAGC---AGCGCCAGCGCCAGGAGCAGTTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGCCAGG
droSec2 scaffold_1:2777274-2777436 - dse_1852 ACCACGCTGCGTCGACTGCTGAAGGAGC---------AGAA---GATG---GCGCTGGATGCCGGCGCGCTGGAGAACCTGCTGCTGCAACAGCAGCAGACTGAGCAGCAGGCGCTGCAGC---AGCGCCAGCGCCAGGAGCAGTTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGCCAGG
droYak3 2L:17799690-17799852 - ACTACGCTGCGTAGACTGCTGAAGGAGC---------AGAA---CATG---TCGCTGGATGCCGGGGCGCTGGAGAACCTGCTGCTACAACAGCAGCAGACTGAGCAGCAGGCGCTGCAGC---AGCGCCAGCGCCAGGAGCAGTTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGCCAGG
droEre2 scaffold_4929:17512646-

17512808 +
ACTACGCTGCGCCGACTGCTAAAGGAGC---------AGAA---CATG---TCGCTGGATGCCGGGGCGCTGGAGAACCTGCTGCTACAACAGCAGCAGACTGAGCAGCAGGCGCTGCAGC---AGCGCCAGCGCCAGGAGCAGTTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGCCAGG

droEug1 scf7180000409183:787310-
787472 -

TCAACGCTACGTCGCCTTCTAAAGGAGC---------AGAA---CATG---TCACTGAGTCCAAGTGCGCTGGAGAACCTGCTGTTGCTACAGCAACAGACCGAGCAGCAGGCGCTGCAGA---AGCGTCAGCGCGAGGAGCAGCTGCGTCTGCAGCAGTTCCAAGAGGCGCAGCGTCAAG

droBia1 scf7180000301506:1579466-
1579628 +

ACCACGCTGCGTCGCCTGCTGAAGGAGC---------AGAA---CATG---TCGCTGGATCCTGGTGCGCTGGAGACTCTGCTCCTGCAGCAACAGCAGACCGAACAGCAGGCGCTGCAGC---AGCGCCAGCGCCAGGAGCAGCTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGGCAGG

droTak1 scf7180000415274:102774-
102936 -

ACCACGCTGCGTCGCCTGCTAAAGGAGC---------AGAA---CATG---GCGCTGGATCCAGGTGCGCTGGAGAGCCTGCTCCTGCAGCAGCAGCAGACCGAGCTGCAGGCACTGCAGC---AGCGCCAGCGCCAGGAGCAGCTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGTCAGG

droEle1 scf7180000491201:969933-
970095 -

ACCACGCTGCGTCGCCTACTGAAGGAGC---------AGCA---CATG---TCGCTGGATCCGGTTGCGCTGGAGAATCTGCTGCTGCAACAGCAGCAAACCGAGCAGCTGGCGCTGCAGC---AGCGCCAGCGTCAGGAGCAGCTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGTCAGG

droRho1 scf7180000777222:48788-48950
+

ACCACGCTGCGTCGCCTGCTGAAGGAGC---------AGCA---CATG---TCGCTGGATCCGGGTGCGCTGGAGAATCTGCTGCTGCAACAGCAGCAAACCGAGCAGCAGGCACTGCAGC---AGCGCCAGCGCCAGGAGCAGCTGCGACTGCAGCAGTTCCAGGAGGCGCAGCGTCAGG

droFic1 scf7180000453851:1129651-
1129813 +

ACCACGCTGCGTCGCCTGCTGAAGGAGC---------AGCA---CATG---TCGCTCGATCCGAGTGCGCTGGAGAACCTGCTGCTGCAACAGCAGCAGTCCGAGCAGCAGGCGCTGCAGC---AGCGCCAGCGCCAGGAGCAGCTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGTCAGG

droKik1 scf7180000302476:538751-
538913 -

ACCACCCTGCGCCGTCTACTAAAAGAGC---------AGAA---CATG---TCCCTGGATCCAGAGGCGTTAGAGAATCTGCTACTGCAGCAGCAGCTGACCGAGCAGCAGGCGCTGCAGG---AGCGCCAGCGGCAAGAGCAGCAGCGTTTGCAGCAGTTTCAAGAGGCCCAGCGCCAGG

droAna3 scaffold_13266:8423757-
8423922 +

GCCACGTTGCGTCGCCTGCTGAAGGATC---------AGCAGCCCATG---ACGCTGGATCCGGAGGCGCTGGAGAGCCTCCTGCTGCAACAGCAACTGAACGAACAGCAGGCCCTGCAGG---AACGCCAGCGCCAGGAGCAGTTGCGCCTGCAGCAGTTCCAGGAGGCCCAGCGCCAGG

droBip1 scf7180000396759:388818-
388983 -

GCCACATTGCGTCGCCTGCTGAAGGATC---------AGCAGCCCATG---ACGCTGGATCCAGAGGCGTTGGAGAGCCTACTGTTGCAGCAACAGCTATCGGAGCAACAGGCCCTGCAGG---AGCGCCAGCGGCAGGAGCAGCTGCGCCTGCAGCAGTTCCAGGAGGCCCAGCGCCAGG

dp5 3:9212136-9212307 - ACCACGCTGCGGCGCCTGCTGAAAGAGCGGGACATGGAGCA---GCTG---CAGCTGGACCAGGAGGCGCTCGAGAGCCTGCTGCTGCAGCAGCAGCAGTCCGAGCAGCAGGCCCTGCACC---AGAGGCAGCTGCAGGAGCAGCAGAGATTGCAACAGTTCCAGGAGGCCCAGCGTCAGG
droPer2 scaffold_17:667434-667575 - GCA-----GCAGGAGCAGCAGCAGGAGC---------AGCC---GCAG---GAGCA------------GCAGCAGGAGCAGCCGCAGGAGCAGCAGCAGGAGCAGCAGCAGGAGCAGCCGC---AGGAGCAGCAGCAGGAGCAGCAG---CAGGAGCAGCCGCAGGAGCAGCAGCAGCAG-
droWil2 scf2_1100000004822:1799325-

1799487 +
dwi_5420 AGTACCTTGAAGAGATTGGAGCAAATGC---------AATT---GCCA---CTGCTCGATCAGGAGGTGCTCGAAAGTCTTTTGCTACGTGAACAGATGAACGAGAAGCAGGCATTGCAGC---AAAGACAACTGGAGGAGCAACAAAGGCTCCAGCAGCTTCAAGAGGCCAAAAGGAAAG

droVir3 scaffold_12855:1656623-
1656760 -

ACCAAGTTGCGCCGCTTGCGCAAT-------------------------------------CGAGCACATTGCA---GCCGCTGCAGCAGCAGCAGCAGCAACAGCAACAGCAACAACAGC---AACAGCAGCAGCAGCTTCAGTTGCAGCAGCAGCAGCTACAGTTGCAGCAGCAGCATG

droMoj3 scaffold_6308:431183-431345
-

GCA-----GCAGCAACAGCAGCAGGAGC---------AGCA---GCAGGAGCAGCAGCAGGAGCAGCAGCAGGAGCAGCAGCAGCAGCAGCAGCAGCAGTAGCAGCAGCAGCAGCAACAGCAGCAGCAGCAACAGCAGCAGCAGCAGCAACAGCAGCAGCAGCAGCAGCAGCAGCAACAG-

droGri2 scaffold_3013:4114-4274 - GC-----AGCGGCAGCAGCAGCAGCAGC---------AGCAGCTCTGG--TCAGCAGCAGCAGCAGCTGCAGCAGCAGCAGCAGCAGCGGCAGCAGCAGCAGCAGCAGCGGCAGCAGCAGC---AGCAGCAGCGGCAGCAGCAGCAGCGGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAG-
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301506:1579466-1579628
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415274:102774-102936
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:969933-970095
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302476:538751-538913
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:8423757-8423922
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396759:388818-388983
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:9212136-9212307
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_17:667434-667575
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004822:1799325-1799487
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5420.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:1656623-1656760
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6308:431183-431345
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_3013:4114-4274
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GGGGGGGACAGGCCGGCAGCCGAGTGTAACTGATTGATTTAACTTTTAACTGTGCAGCCTGCTGGGTGCTGGTTGTTGGTTGTCGGTTGCTTGACTAGCTCGACTCGACAACTTTGTGCCCAGGGGGTCTCACTATCTCAGTGTCAGTGTACAGCGGAGCTTAGCTAAAACGAATCAATCTAAA
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Read
size

#
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Count

Total
Norm Total

GSM399110

KC-48 #2

V092

dcr-
2[G31R]
male
total
RNA Â 

V012

Dcr2 male
(Katsutomo,
whole fly?)

V127

G2

GSM609242

s2+48 #2
V128

S3

V146

S1
cell

GSM286611

6-10h #2
(11)

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609235

CMEL1

GSM371638

S2-NP

GSM609222

ML-DmBG1-
C1

GSM609224

female,
one day

GSM609243

KC+48 #1
V074

S3

GSM609223

male, one
day

GSM609244

KC+48 #2

V008

S2-
DRSC

GSM272652

S2 -48
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Replicate
#1

SRX247212

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

AGO1

V126

CME
L1
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ML-
DmD32
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Sg4
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mbn2

V086

female
body,
aged
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S2-
DRSC

SRR031692

Total
small
RNAs from
Oregon R

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V037

Felix
sample
+mirtrons

GSM609229

embryo 2-
6hr

SRR010959
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AGO3
GSM609219

GM2 cell

SRR029633

total
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flies
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body

GSM609225
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GSM272653
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GSM609218

Sg4

GSM609238

embryo
14-24hr
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female
head

V0642
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ovary,
AGO1-
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reseq

AGO1

SRR031702
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small RNAs
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flies
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Male
aged
head
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12-24hr
embryo
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from 5-6 days old flies
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reseq
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disk #2

GSM360262
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head

GSM609217

MLDmD20c5
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DreRFHV148h
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ago1
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Total small
RNAs from
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heterozygous
flies

GSM609248
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female head

SRR001664
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SRR298711
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SRR023402

total RNA
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from NLS-
P19 cells

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

......................................................................................................ACTCGACAACTTTGTGCCCAGG............................................................ 22 0 1 26.00 26 10 0 0 0 3 0 0 4 1 0 0 0 0 0 0 0 2 0 1 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 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

......................................................................................................ACTCGACAACTTTGTGCCCAGT............................................................ 22 1 1 10.00 10 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 1 1 0 0 0 0 0 0 0 0 0 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................TGGGTGCTGGTTGTTGGTTGTCG................................................................................................... 23 0 1 9.00 9 0 0 0 4 0 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................TGGGTGCTGGTTGTTGGTTG...................................................................................................... 20 0 1 6.00 6 0 0 0 1 0 0 0 0 0 0 0 0 0 2 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................TGGGTGCTGGTTGTTGGTTGT..................................................................................................... 21 0 1 5.00 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 1 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

..............................................................TGGGTGCTGGTTGTTGGTTGTC.................................................................................................... 22 0 1 4.00 4 0 0 0 0 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................ACTCGACAACTTTGTGCCCAGGA........................................................... 23 1 1 3.00 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................ACTCGACAACTTTGTGCCCAGGT........................................................... 23 1 1 3.00 3 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................ACTCGACAACTTTGTGCCCAG............................................................. 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

..............................................................TGGGTGCTGGTTGTTGGT........................................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................GGGTGCTGGTTGTTGGTTGT..................................................................................................... 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

...............................................................GGGTGCTGGTTGTTGGTTGTCG................................................................................................... 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 0 0 0 0

......................................................................................................ACTCGACAACTTTGTGCCCAC............................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................TGGGTGCTGGTTGTTGGTTA...................................................................................................... 20 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

..................................................................................................CTCGACTCGACAACTTTGTGCCCA.............................................................. 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

..........................................................................GTTGGTTGTCGGTTGCTTGAC......................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................ACTCGACAACTTTGTGCCCAGGTT.......................................................... 24 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................TGGGTGCTGGTTGTTGGTTGTCGT.................................................................................................. 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 0 0 0 0 0 0 0 0

.......................................................................................................CTCGACAACTTTGTGCCCAGGT........................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................TGCTGGTTGTTGGTTGTCGG.................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 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

CCCCCCCTGTCCGGCCGTCGGCTCACATTGACTAACTAAATTGAAAATTGACACGTCGGACGACCCACGACCAACAACCAACAGCCAACGAACTGATCGAGCTGAGCTGTTGAAACACGGGTCCCCCAGAGTGATAGAGTCACAGTCACATGTCGCCTCGAATCGATTTTGCTTAGTTAGATTT

*********************************************....(((..((((.((((((((.(((((((((..(((((..(((.....)))))))))))))))))..)))))))).))))..)))......***********************************************
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GSM385822

OSS_s8
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V0662
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...................................................................................................................................................................CGATTTTGCTTAGTTAGATT. 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:18423246-18423429 + sblock152513 GGGGGGGACAGGC---CGGCAGCCGAGTGTAACTGATTGATTTAACTTTTAACTG---TGCAGCCTGCTGGGTGC-------TGGTTGTTGGT-------TGTC-------------GGTTGCTTGACTAGCT-----------------------CGACTCGACAACTTTGTGCCCAGGGGGTCTCAC-TATCTCAGTGTCAGTGTACAGCGGAGCTTAGCTAAAACGAATCA--ATCTAAA
droSim2 3r:17948932-17949114 + GGG-GGAACGGGT---CGGCAGCCGAGTGTAACTGATTGATTTAACTTTTAACTG---TGCAGCCTGCTGGGTGC-------TGGTTGTTGGT-------TGTC-------------GGTTGCTTGACTAGCT-----------------------CGACTCGACAACTTTGTGCCCAGGGGGTCCCAC-TATCTCAGTGGCAGTGTACAGCGGAGCTTAGCTAAAACAGATGA--ATCTAAA
droSec2 scaffold_0:18781434-18781617

+
TGGGGGAACGGGG---CGGCAGCCGAGTGTAACTGATTGATTTAACTTTTAACTG---TGCAGCCTGCTGGGTGC-------TGGTTGTTGGT-------TGTC-------------GGTTGCTTGACTAGCT-----------------------CGACTCGACAACTTTGTGCCCAGGGGGTCCCAC-TATCTCAGTGGCAGTGTACAGCGGAGCTTAGCTAAAACAGATCA--ATCTAAA

droYak3 3R:19271891-19272082 + GTGGAGGACAGGG---CGGCAGTCGAGTGTAACTGATTGATTTAACTTTTAACTG---TGCAGCCTGCTGGGTGCTGGTTGTTGTGTGTTGGTAGTTGGTTGTC-------------GGTTGCTTGACTAGCT-----------------------CGACTCGACAACTTTGTGCCCAGGGGG-CCCAC-TATCTCAGCAGCAGTTTACAGAGGAGCTTAGCTAAAACAGATCA-------AG
droEre2 scaffold_4820:9652302-

9652484 -
A-------CAGGG---CGGCAGTGGAGTGTAACTGATTGATTTAACTTTTAACTG---TGCAGCCTGCTGGGTGCTGGTTGCTGGTTGTTGGT-------TGTC-------------GGTTGCTTGACTAGCT-----------------------CGACTCGACAACTTTGTGCCCAGGGGG-CCCAC-TATCTCAGCAGCAGTATACAGAGGAGCTCGGCTACAACGGATCA--ATCAAAA

droEug1 scf7180000409768:552410-
552607 +

GAGGAAAACGGAG---CGGCAGCCGAGTGTAACTGATTGATTTAACTTTTAACTG---TGCAGCCTGCTGGTTGT-------TGGTTGCCGGT-------TGCT-------------GGTTGCTTGACTAGCTTGACTGCC--------GCCTGCTCGACTCGACAACTTTGGCCCCAGGGGG-CCCAC-TATCTCAATGCGAGTAGACAGGGAGGCTTACCTAAAAGGAATAA--TTCTATA

droBia1 scf7180000302402:5298649-
5298845 -

AAGGGGGGCAGAG---CGGCAGCCGAGTGTAACTGATTGATTTAACTTTTAACTG---TGCAGCCTGCTGGTTGTTGGCCGTTGGTTGCCGGC-------TGCTGGTTGAC--------TAGCTCGACTAGCTTGACTGCCT-----------GCCCGACTCAACAGCTCTGGCCCCAGGGGG-CCCAC-TATCTCTACGCCTGCTTACAGGGCAGCCAGCTCAAGAAGAA------------

droTak1 scf7180000415711:592485-
592652 -

ATAGGGGACAGAG---CGGCAGCCGAGTGTAACTGATTGATTTAACTTTTAACTG---TGCAGCCTGCTGGTTGTC---------------------------G-------------GGTTGCTTGACTAGCTTGACTGCCT-----------GCCCGACTCAACAACTTTGGCCCC-GGGGG-TCCAC-TATCTCA------GTATACAGGGGAGCCTGCTGAAGAAGAATAT---------

droEle1 scf7180000491280:4337743-
4337953 -

GAG------AGAG---CGGCAGCCGAGTGGAACTGATTGATTTAACTTTTAACTG---TGCAGCCTGCTGGCTGTTGGTTGTTGCTTGTCGGTTGATGGTTGCT-------------GGTTGCTTGACTAGCTTGACTGCCTGCCTGCCT---TCCCGACTCAACAACTTTGCCCCCAGGGGT-CCCAC-TATCTCAATTTCAGTATACAGGCCAGCTTACAAAATAAGAATAT--TCCTGAA

droRho1 scf7180000779538:581251-
581452 -

GCGGAGGACAGGG---CGGCAGCCGAGTGTAACTGATTGATTTAACTTTTAACTG---TGCAGCCTGCTGGCTGTTGGTTGTTGCTTGCCGGT-------TGCT-------------GGTTGCTTGACTAGCTTGACTGCCT-----------GCCCGACTCAACAACTTGGGCCCCAGGGGG-CCCAC-CATCTCAATTCCAGTATACAGGCGAGCTTACCGAAGAAGAATCT--TCTTGAA

droFic1 scf7180000454106:1570708-
1570897 +

GCGGGGGACGGAGCGTCGTCAGCCGAGTGTAACTGATTGATTTAACTTTTAACTG---TGCAGCCTGCTGGTTGC--------------TGGT-------TGCT-------------GGTTGCTTGACTAGCTTGACTGCCT-----------GCCCGACTCAACAACTCTGGCCCCAGGGGG-CCCAC-TATCTAAATTTCAGTGCACAGGCGAGCCTGCTTATGAAGAACC---TTCTAAG

droKik1 scf7180000302706:1660289-
1660463 +

AA-------CCAG---CGGCAGCCGAGTGTAACTGATTGATTTAACTCTTAACTG---TGCAGCCTGCTGGTTGC----------------------------T-------------GGTTGCTCGACTAGCTTGACTGCCT-----------GCCCGGCTAAACAACTTTGGCCCCGGGGGT-CCCAAGTATCTCAATTCCAGTATACAGTCGAGCTTCCCTGAGACGAATTC--CCCCTAA

droAna3 scaffold_13340:21839782-
21839921 +

TGGGG--GCA-AG---CTGCAGCCGAGTGTAACTGATTGATTTAACTTTTAACTG---TGCAGCCTGCTGGTGGCC---------------------------T---------GACTGCCTGACTGACTAGCTTGACTGCC----------------------------TTGGCCCCAGGGGT-TCCAC-TATCTCTA------------G----------------CGGATCCCCCTCTTAA

droBip1 scf7180000396583:366473-
366621 -

C--------CGAG---CTGCAGCCGAGTGTAACTGATTGATTTAACTTTTAACTG---TGCAGCCTGCTG------------------------------------------------GTGGCCTGACTAGCTTGACTGCCT-----------GACTAAATCAACCACTT-GGCCCCAGGGGT-TCCAC-TATCTC--------TCTACAGTGGGGTCTAACTAGGGGAGATT----------

dp5 2:4184978-4185074 - -------------------CAACCGAGTGTAACTGATTGATTTAACTTTTAACCGGGTTTCTGCCTGCT--CTGC-------TGGTTG---------------------ACTCTACTGCTTGCTTGACT-GCTTGCCTGCC--------T------CTGCT----------------------------------------------------------------------------------
droPer2 scaffold_7:170041-170161 + GGT--------GG---TGGCAACCGAGTGTAACTGATTGATTTAACTTTTAACCGGGTTTCTGCCTGCT--CTGC-------TGGTTG---------------------ACTCTACTGCTTGCTTGACT-GCTTGCCTGCC--------T-CTGCCTGCTTCAACTGCTTTG-----------------------------------------------------------------------
droWil2 scf2_1100000004515:2679978-

2680030 -
CT----------------------------------------------------G---CACCAGTTGCAAGTTGC-------CAGTTGCCGGT-------TGCC-------------AGTTGCTTGTCCTGCCTG------------------------------------------------------------------------------------------------------------

droVir3 scaffold_9850:1692-1721 - T-----------------------------------------------------------------GTTGGTTGT-------TGGTTGTTGGT-------TGTT-------------GGTTG-------------------------------------------------------------------------------------------------------------------------
droMoj3 scaffold_6540:19419955-

19420030 +
G---------------------CCAATGGCAACTTGTTGATTTACTTCTGAGCAG---TGTTGCCAGTTCAGCCT-------GCAGTGTTGGT-------AATA-------------AGTTCCTTGA--------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_14853:4359173-
4359226 +

TGG-----------------------------------------------------------------TGGATGGTGGGTGGTGGTTGCTGGT-------TGCT-------------GGTTGC------------------------------AATCAAATTAACAACT--------------------------------------------------------------------------
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1
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:18423246-18423429
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CCGACACTGGCCCTAAGCCAATCCCGCCTGCGAACGGAATTCGAGGTGCTCATGTACTTGGGAAAGGGTGCCTTTGGTGACGTGCTAAAGGTGCGCAACATTTTAGACAACCGAGAGTACGCCATCAAGCGCATACCATTGCCCGCGAGGAGTCGCCAGCTGTACAAAAAGATGACGCGCGAGGTGGAGCTTCTTTCGCGGCTG
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...............................................................................................................CGAGAGTACGCCATCAAGCGC........................................................................ 21 0 1 17.00 17 0 3 0 0 0 0 0 0 0 0 0 2 0 0 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 0 0 0 1 0 0 1 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 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

.......................................................................CTTTGGTGACGTGCTAAAGG................................................................................................................. 20 0 1 8.00 8 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 1 0 0 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 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

..............................................................................................................CCGAGAGTACGCCATCAAGCGC........................................................................ 22 0 1 7.00 7 1 2 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................CTTTGGTGACGTGCTAAAGGTG............................................................................................................... 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 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................TGCGAACGGAATTCGAGGTGCTCATG...................................................................................................................................................... 26 0 1 6.00 6 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................CAAAAAGATGACGCGCGAGGTGGAG............... 25 0 1 6.00 6 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

.......................................................................CTTTGGTGACGTGCTAAAGGT................................................................................................................ 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 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 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

.....................................AATTCGAGGTGCTCATGTACTTGGG.............................................................................................................................................. 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 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

........................................................................TTTGGTGACGTGCTAAAGGT................................................................................................................ 20 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................TACTTGGGAAAGGGTGCCTTTGGT.............................................................................................................................. 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................TTTGGTGACGTGCTAAAGGTG............................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................CGTGCTAAAGGTGCGCAACAT....................................................................................................... 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................ATTGCCCGCGAGGAGTCGCCAGCTGTAC....................................... 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................CTTTGGTGACGTGCTAAAGGA................................................................................................................ 21 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................TTTGGTGACGTGCTAAAGGTGC.............................................................................................................. 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 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

......................................................................................................................................................................................GGTGGAGCTTCTTTCGCGGCT. 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................GAGGTGCTCATGTACTTGGGAAAGG......................................................................................................................................... 25 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................TGACGCGCGAGGTGGAGCTTCTTT........ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................ATGACGCGCGAGGTGGAG............... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................AGGTGCTCATGTACTTGGGA............................................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................TTTGGTGACGTGCTAAAGGTGAA............................................................................................................. 23 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

............................................................................................GCGCAACATTTTAGACAAC............................................................................................. 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

...........................................AGGTGCTCATGTACTTGGGAA............................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................ACAAAAAGATGACGCGCGAGGT................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................GAGGAGTCGCCAGCTGTACAAA.................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................AAAGATGACGCGCGAGGTG.................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............CTAAGCCAATCCCGCCT............................................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................TTAGACAACCGAGAGTACGCCATCAAGC.......................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................AATCCCGCCTGCGAACGG....................................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................CGGAATTCGAGGTGCTCA........................................................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................TCGAGGTGCTCATGTACTTGG............................................................................................................................................... 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 0

..............................................TGCTCATGTACTTGGGAAAGGGTGCCTA.................................................................................................................................. 28 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................CTTTGGTGACGTGCTAAAG.................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................................CGAGGTGGAGCTTCTTTCGCG.... 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

......................................................................................................................................................................AAAAGATGACGCGCGAGGTGGAG............... 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

.........................................................TTGGGAAAGGGTGCCTTTGGTGACG.......................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................CTGCGAACGGAATTCGAGGTGCT.......................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................AGGTGCTCATGTACTTGGGAAAGGGTG...................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................GATGACGCGCGAGGTGGAGC.............. 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

........................................................................................................................................................................AAGATGACGCGCGAGGTGGAGC.............. 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 0 0 0 0 0 0 0 0

....................................................................TGCCTTTGGTGACGTGCTAC.................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................ACAAAAAGATGACGCGCGAGGTGGAGC.............. 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

.....................................................................................................................................................................AAAAAGATGACGCGCGAGGTGGAGC.............. 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

.....................................................GTACTTGGGAAAGGGTGCCTTTGG............................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................GAACGGAATTCGAGGTGCTC......................................................................................................................................................... 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

.........................................................................................................GACAACCGAGAGTACGCCATC.............................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................CTCATGTACTTGGGAAAGGGTGCC.................................................................................................................................... 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

...............................................................................................................................................CGCGAGGAGTCGCCAGCTGTACAA..................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................CATTTTAGACAACCGAGAGTACGCC................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................TGTACAAAAAGATGACGCG......................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................TGCTCATGTACTTGGGAAAGGGTGCCT................................................................................................................................... 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

....................................................................................................................................ATACCATTGCCCGCGAGGAGTC.................................................. 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

..................................................................................................CATTTTAGACAACCGAGAGTACGCCAT............................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................TGTACAAAAAGATGACGCGCGAGGTGGA................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................GAGGAGTCGCCAGCTGTA........................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................GGAATTCGAGGTGCTCATGTACTTGG............................................................................................................................................... 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 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................GACGCGCGAGGTGGAGCTTCTTTC....... 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 0 0 0 0 0 0 0 0

.......................................................ACTTGGGAAAGGGTGCCTCA................................................................................................................................. 20 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

GGCTGTGACCGGGATTCGGTTAGGGCGGACGCTTGCCTTAAGCTCCACGAGTACATGAACCCTTTCCCACGGAAACCACTGCACGATTTCCACGCGTTGTAAAATCTGTTGGCTCTCATGCGGTAGTTCGCGTATGGTAACGGGCGCTCCTCAGCGGTCGACATGTTTTTCTACTGCGCGCTCCACCTCGAAGAAAGCGCCGAC

*********************************************************..((((((.((((((.(((((((.((((((...(((.................)))...)))))).))))))).)))).)).)).))))..********************************************************
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Total
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SRR001348

ago2_oxidized

SRR001349
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homozygous
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Total small
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total small
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one day
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flies
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SRX247213
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from S2-
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HA-AGO2

AGO2

GSM609229

embryo 2-
6hr

V0642
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IP,
reseq

AGO1
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Ago1-
associated
small RNAs
from
Oregon R

AGO1
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female
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aged
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ago2[414]
ovary
total RNA

GSM609217

MLDmD20c5

GSM609227

CMEW1
Cl.8+
cell

GSM467729

Dmel_wt_sRNAseq

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR060645

yw67c23(2)_testes_total

SRR341117

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

GSM609235

CMEL1

GSM399100

Kc167
cell

V036

ML-
DmD20c5
cell

V074

S3

V144

OSC

GSM609225

ML-DmBG3-
C2

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR032093

ago1
knockdown

GSM609240

IR+ 2-
18hr

GSM343832

S2R+ cell

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM371638

S2-NP

V125

ML-
DmD9

SRR010959

Ago3 IP in
heterozygotes

AGO3

V079

Oxidation,
female
head

V146

S1
cell

V008

S2-
DRSC

V145

S2-
DRSC

GSM280087

S2cell
(AGO2IP)

AGO2

V031

GM2
cell

SRR010953

Aub
heterozygotes,
oxidized

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V133

Sg4

V015

DreRFHV148h
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mbn2

SRR031698

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

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

V138

Male
cold
body

GSM385748

OSS_s6

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

GSM609234

CS Â male
total RNA
Â 

SRR001347

ago2_untreated

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

GSM609226

CMEW1
Cl.8+
cell

V078

Desiccation,
female head

GSM609237

ago2[414]
ovary
total RNA

..........................................................................................................TGTTGGCTCTCATGCGGTAGT............................................................................. 21 0 1 1.00 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

..................................................................................................................................................................ATGTTTTTCTACTGCGCGCTC..................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................TCCACGAGTACATGAACCCTT............................................................................................................................................ 21 0 1 1.00 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

..........................................................................................................................................................CGGTCGACATGTTTTTCT................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 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:27223546-27223749 + sblock160004 CCGACACTGGCCCTAAGCCAATCCCGCCTGCGAACGGAATTCGAGGTGCTCATGTACTTGGGAAAGGGTGCCTTTGGTGACGTGCTAAAGGTGCGCAACATTTTAGACAACCGAGAGTACGCCATCAAGCGCATACCATTGCCCGCGAGGAGTCGCCAGCTGTACAAAAAGATGACGCGCGAGGTGGAGCTTCTTTCGCGGCTG
droSim2 3r:26515251-26515454 + CCAACCCTGGCCCTAAGCCAATCTCGCCTGCGAACGGAATTCGAGGTGCTCATGTACTTGGGAAAGGGTGCCTTTGGTGACGTGCTGAAGGTGCGCAACATTTTAGACAACCGAGAGTACGCCATCAAGCGCATACCATTGCCCGCGAGGAGTCGCCAGCTGTACAAAAAGATGACGCGCGAGGTGGAGCTACTTTCGCGGCTG
droSec2 scaffold_4:6028700-6028903 + CCAACCCTGGCCATAAGCCAATCTCGCCTGCGAACGGAATTCGAGGTGCTCATGTACTTGGGAAAGGGTGCCTTTGGTGACGTGCTGAAGGTGCGCAACATTTTAGACAACCGAGAGTACGCCATCAAGCGCATACCATTGCCCGCGAGGAGTCGCCAGCTGTACAAAAAGATGACGCGCGAGGTGGAGCTTCTTTCGCGGCTG
droYak3 3R:28154905-28155108 + CCGACACTGGCCTTAAGCCAATCCCGCCTGCGAACAGAGTTCGAGGTGCTCATGTACTTGGGAAAGGGTGCCTTTGGCGACGTCCTAAAGGTGCGCAACATTTTAGACAACCGAGAGTACGCCATCAAGCGCATTCCATTGCCCGCGAGGAGTCGCCAGTTGTACAAAAAGATGACGCGCGAGGTGGAGCTACTTTCGCGGCTG
droEre2 scaffold_4820:758193-758396

-
CCGACACTGGCCTTAAGCCAATCCCGCCTGCGAACAGAATTCGAGGTGCTCATGTACTTGGGAAAGGGTGCCTATGGTGACGTGCTAAAAGTGCGCAACATTTTGGACAACCGAGAGTACGCCATCAAGCGCATACCGTTGCCCGCGAGGAGTCGCCAGTTGTACAAAAAGATGACGCGCGAGGTGGAGCTGCTTTCGCGGCTG

droEug1 scf7180000409243:23269-23472
+

CCTACACTGGCCCTAAGTCAATCCCGCCTTCGAACCGAGTTTGAGGTGCTCATGTACTTGGGAAAAGGCGCGTTTGGGGACGTGTTGAAGGTACGCAACATTCTAGACAACCGAGAGTACGCCATCAAGCGTATACCACTTCCCGCGAGAAGTCGACAGCTGTACAAAAAGATGACGCGCGAGGTAGAGCTCCTTTCACGGTTG

droBia1 scf7180000302113:90796-90999
-

CCCACACTGGCTTTAAGTCAATCCCGCTTGCGAACCGAGTTCGAGGTCCTTATGTACTTGGGAAAGGGCGCCTTTGGGGACGTGCTGAAGGTGCGCAATATTCTGGACAACCGAGAGTACGCCATCAAGCGGATACCACTGCCCGCGAGGAGTCGCCAGCTCTACAAGAAGATGACGCGCGAGGTGGAGCTTCTTTCGCGGCTG

droTak1 scf7180000415286:363200-
363403 +

CCCACACTGGCCCTCAGTCAATCCCGCCTGCGCACCGAGTTCGAGGTGCTCATGTATTTGGGCAAGGGCGCCTTCGGGGATGTGCTGAAGGTGCGCAACATTCTGGACAACCGGGAGTACGCCATCAAGCGGATTCCACTGCCCGCGCGGAGTCGTCAGCTCTACAAGAAGATGACGCGCGAGGTGGAGCTGCTGTCGCGGCTG

droEle1 scf7180000491194:1243020-
1243223 +

CCTACACTGGCTTTGAGTCAATCCCGCCTGCGAACCGAGTTTGAAGTACTCATGTACTTGGGCAAAGGGGCCTTCGGAGACGTTTTAAAGGTGCGCAACATTCTGGACAACCGGGAGTACGCCATTAAGCGGATACCACTGCCCGCGAGGAGTCGCCAGTTGTACAAGAAGATGACGCGCGAGGTGGAGCTGCTTTCGCGGCTG

droRho1 scf7180000777206:96180-96383
-

CCCACACTGGCTTTGAGTCAATCCCGCTTGAGAACCGAGTTCGAAGTGCTCATGTATTTGGGAAAGGGCGCCTTCGGGGACGTGCTGAAGGTGCGCAACATTCTGGACAACCGGGAGTACGCCATCAAGCGGATACCACTACCTGCGCGAAGTCGTCAGCTGTACAAGAAGATGACGCGGGAGGTGGAGTTGCTTTCACGGCTG

droFic1 scf7180000453782:90344-90547
-

CCCACACTGGCCTTGAGCCAATCCCGCCTGCGAACAGAGTTCGAGGTGCTCATGTATTTGGGAAAGGGTGCGTTTGGGGACGTGCTGAAGGTGCGCAACATTCTGGACAACCGGGAGTACGCCATCAAACGGATTCCACTGCCCGCGAGGAGTCGCCAGTTGTACAAAAAGATGACGCGCGAGGTGGAATTGCTTTCGCGGCTG

droKik1 scf7180000302268:103410-
103613 -

CCCACTTTGGCTTTAAGCCAATCCCGCCTACGAACCGAGTTCGAGGTGCTTATGTATTTAGGAAAAGGAGCTTTTGGGGATGTCCTAAAAGTACGCAATATCCTGGACAACCGGGAGTATGCCATCAAGCGGATACCGCTACCCGCTCGCAGCCGGCAGCTATACAAGAAGATGACCCGCGAAGTGGAGCTGCTTTCGCGTCTA

droAna3 scaffold_13340:5106890-
5107093 +

CCCACCCTGGCGTTGAGTCAGTCCCGCCTGCGAACGGAGTTTGAGGTCCTAATGTATCTGGGCAAGGGCGCCTATGGCGATGTGCTGAAAGTCCGCAACATTCTCGACAACCGGGAGTATGCAATCAAACGAATACCTCTGCCTGCTCGAAGTCGCCAGCTGTACAAGAAGATGACGAGGGAAGTAGAGCTTCTCTCGAGGCTG

droBip1 scf7180000396359:88562-88765
-

CCCACCCTGGCCTTGAGTCAGTCTCGGCTGCGAACGGAGTTTGAGGTCATCATGTATCTTGGCAAGGGTGCCTATGGGGATGTGTTGAAAGTTCGCAACAATCTCGACAACCGGGAGTATGCGATCAAACGAATACCTCTGCCTGCTCGAAGTCGCCAGCTATACAAGAAGATGACGAGGGAAGTAGAGCTCCTCTCCAGGCTA

dp5 2:4422065-4422268 + CCCACACTGGCTCTGAGCCAGTCCCGCCTGCGAACCGAGTTCGAGGTGCTCATGTATCTGGGCAAGGGCGCCTTCGGGGACGTCCTGAAGGTGCGCAACATCCTGGACAACAGGGAGTATGCCATCAAGCGCATACCCCTGCCCGCCCGCAGTCGCCAGCTGTACAAGAAGATGACCCGCGAAGTGGAGCTGCTGTCGCGCCTG
droPer2 scaffold_19:124537-124740 + CCCACACTGGCTCTGAGCCAGTCCCGCCTGCGAACCGAGTTCGAGGTGCTCATGTATCTGGGCAAGGGCGCCTTCGGGGACGTCCTGAAGGTGCGCAACATCCTGGACAACAGGGAGTATGCCATCAAGCGCATACCCCTGCCCGCCCGCAGTCGCCAGCTGTACAAGAAGATGACACGCGAAGTGGAGCTGCTGTCGCGCCTG
droWil2 scf2_1100000004921:3264597-

3264800 +
CCCACCCTGGCCCTAAGCCAATCTCGTCTTCGTACCGAATTCGAAGTGCTTATGTATCTGGGCAAGGGTGCCTTTGGGGATGTCCTCAAGGTGCGCAATATTCTGGACAATCGTGAGTATGCCATCAAGCGCATTCCCTTGCCGGCGCGCAGTCGTCAATTGTACAAGAAAATGACCAGGGAAGTGGAATTGCTCTCCCGGCTT

droVir3 scaffold_13047:12625437-
12625640 +

CCCACTCTGGCACTGAGCCAATCTCGTCTGCGCACCGAGTTCGAGGTTCTCATGTATTTGGGCAAAGGCGCATTTGGCGATGTGTTAAAAGTGCGCAACATACTGGATAACCGGGAATATGCAATCAAACGTATACCACTCCCGGCGCGCAGTCGCCAGCTATATAAGAAGATGACCCGTGAGGTGGAGCTGCTGTCGCGTCTA

droMoj3 scaffold_6540:29210539-
29210742 -

CCCACTTTAGCGCTGAGCCAGTCTCGATTGCGCACCGAGTTCGAGGTGCTCATGTATTTGGGCAAAGGCGCCTTTGGGGATGTGCTAAAGGTTCGCAATATACTGGACAATCGGGAGTATGCCATCAAACGTATACCACTGCCCGCCCGCAGTCGCCAGCTGTACAAGAAGATGACTCGCGAGGTGGAGCTACTATCGCGCCTA

droGri2 scaffold_14821:4366-4569 - CCCACACTGGCGCTAAGTCAATCCCGGCTGCGCACCGAATTCGAGGTGCTTATGTATCTGGGCAAGGGCGCCTTTGGCGATGTGCTCAAGGTGCGCAACATTCTCGATAATCGCGAGTATGCCATCAAGCGTATTCCGCTGCCGGGTCGTAGTCGCCAGCTGTACAAGAAGATGACGCGCGAGGTGGAGCTGCTTTCCCGCCTG
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CCCCCTCCCGAATCCGATAAGGCGCTCCAAAAAGGTTTGTGTAACCATTATCTCACACTCGCAAAATATGTAGGTACAGTGGATAATCTCTAAGGCGAATATTGTCTGTATCTTCTTAGGTGTCTGGGAGCGAGCCACAAGTGCTGAGTATAAGCCGACCACGGATGGGAGCACCGTGCTCCGCTT
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..........................................................................................................................................AAGTGCTGAGTATAAGCCGACC.......................... 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................AATATTGTCTGTATCTTCTT..................................................................... 20 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................TATGTAGGTACAGTGGAT...................................................................................................... 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 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

.................................................................ATATGTAGGTACAGTGGAT...................................................................................................... 19 0 1 2.00 2 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................ATAAGCCGACCACGGATGGGAGCACCG.......... 27 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......CCCGAATCCGATAAGGCGCTC............................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................AATATTGTCTGTATCTTCTTAGT.................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................TGTCTGTATCTTCTTAGGTG................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................AGCCGACCACGGATGGGAGCACCGTGCT...... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................GGTGTCTGGGAGCGAGCC.................................................. 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

.....................................................................................................................................................ATAAGCCGACCACGGATGGGA................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................GAGTATAAGCCGACCACGGATGGGAG............... 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 0 0 0 0

..................................................................TATGTAGGTACAGTGGATAATT.................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......CCCGAATCCGATAAGGCGCTCCAAA........................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................TGTCTGGGAGCGAGCCACAAGTGCT......................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........CGAATCCGATAAGGCGCTCCAAAAAG........................................................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................GAGCGAGCCACAAGTGCTGAG...................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................TATAAGCCGACCACGGATGGGAGC.............. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................CGACCACGGATGGGAGCACC........... 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

...........................................................................................................................................................CGACCACGGATGGGAGCACCG.......... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................ACAAGTGCTGAGTATAAGCCGACC.......................... 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

...................................................................ATGTAGGTACAGTGGATAATC.................................................................................................. 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

..CCCTCCCGAATCCGATAA...................................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................ATAAGGCGCTCCAAAAAGGT...................................................................................................................................................... 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

........................................................................................................................................................AGCCGACCACGGATGGGA................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....TCCCGAATCCGATAAGGCGCTCCAAA........................................................................................................................................................... 26 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

.....................................................................................................TTGTCTGTATCTTCTTAG................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................GGTGTCTGGGAGCGAGCCAC................................................ 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

.................................................................................................AATATTGTCTGTATCTTCTTAGA.................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................TGCTGAGTATAAGCCGACCACGGAT.................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................AATATGTAGGTACAGTGGATAA.................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................TGTAGGTACAGTGGATAAT................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................AAGCCGACCACGGATGGGA................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.CCCCTCCCGAATCCGATAAGGCGC................................................................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................AGCCGACCACGGATGGGAGCAC............ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................GCCGACCACGGATGGGAGCACCG.......... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................AAGGCGCTCCAAAAAGGTTTG................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................GTAGGTACAGTGGATAATCTCTAA............................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................ATGTAGGTACAGTGGATAATCATC............................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................ATAAGCCGACCACGGATGGGAGC.............. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................AATATTGTCTGTATCTTCTTA.................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................TATCTTCTTAGGTGTCTGGGA......................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................GAGCCACAAGTGCTGAGTAT................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................AGTATAAGCCGACCACGGATG................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................AGCCGACCACGGATC................... 15 1 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

GGGGGAGGGCTTAGGCTATTCCGCGAGGTTTTTCCAAACACATTGGTAATAGAGTGTGAGCGTTTTATACATCCATGTCACCTATTAGAGATTCCGCTTATAACAGACATAGAAGAATCCACAGACCCTCGCTCGGTGTTCACGACTCATATTCGGCTGGTGCCTACCCTCGTGGCACGAGGCGAA

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

#
Mismatch

Hit
Count

Total
Norm Total

V074

S3

GSM609217

MLDmD20c5

V079

Oxidation,
female
head

GSM609222

ML-DmBG1-
C1

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRX247213

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

AGO2

V036

ML-
DmD20c5
cell

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR341116

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

GSM609227

CMEW1
Cl.8+
cell

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V078

Desiccation,
female head

V073

mbn2

SRR031692

Total
small
RNAs from
Oregon R

GSM628272

ago2[414]
ovary
total RNA

V148

mbn2

V086

female
body,
aged

V085

CME
W2
wing
disc

V012

Dcr2 male
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...GGAGGGCTTAGGCTATTCCGC.................................................................................................................................................................. 21 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

.........................................................................................................................................................CGGCTGGTGCCTACCCTCGTG............ 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

..............................................................................................................................................CGACTCATATTCGGCTGGTGC....................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............AGGCTATTCCGCGAGGTTTTT......................................................................................................................................................... 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 0 0 0 0 0 0

.......GGCTTAGGCTATTCCGCGAGGT............................................................................................................................................................. 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

.................................................................................................................................CGCTCGGTGTTCACGACTCAT.................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.TTGGAGGGCTTAGGCTATT...................................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................CCGCTTATAACAGACATAGAA........................................................................ 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

..............................................................................................................................................................GGTGCCTACCCTCGTGGC.......... 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 0 0

....................................................................................................................................................CTATTCGGCTGGTGC....................... 15 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 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:2765132-2765317 - sblock2216 CCCCCTCCCGAATCCGATAAGGCGCTCCAAAAAGGTTTGTGTAACCA---TTATCTCACAC--------------TCGCAAAATATGTAGGTA-------CA-------------------------------------------------------------------------------------------------------------------------GTGGATAATCTCTAAGGCGAATAT------------TGTCTGTA----TCTTCTTAGGTGTCTGGGAGCGAGCCACA---AGTGCTGA---GTATAAGCCGACCACGGAT---GGGAGCACCGTGCTCCGCTT
droSim2 2l:2652575-2652760 - CCCCCTCCAGAATCCGATAAGGCGCTCCAAAAAGGTTTGTGTAACCA---TTACCTCACAC--------------TCGCCAAATATGAAGGTA-------CA-------------------------------------------------------------------------------------------------------------------------GTGGAAAATCTCTAAGGCGAATAT------------TGTCTGTA----TCTTCCTAGGTGTCTGGGAGCGAGCCACA---AGTGCGGA---GTATAAGCCGACCACGGAT---GGGAGCACCGTGCTCCGCTT
droSec2 scaffold_5:931103-931288 - CCCCCTCCCGAATCCGAAAAGGCGCTCCAAAAAGGTTTGTGTAACCA---TTTTCTCACAC--------------TCGCCAAATATGAAGGTA-------CA-------------------------------------------------------------------------------------------------------------------------GTGGAAAATCTATAAGGCGAATAT------------TGTCTGTA----TCTTCGTAGGTGTCTGGGAACGAGACACA---AGTGCGGA---ATATAAGCCGACCACGGAT---GGGAGCACCGTGCTCCGCTT
droYak3 2L:2760714-2760898 - CCCCCTCCCGAATCAGATAAGGCGCTCCAAAAAGGTTTGTATAATCA---TTATCTTACAT--------------TCAAATAATATGTAGGTA-------CA-------------------------------------------------------------------------------------------------------------------------GTGGAAACTCTCTAAGCTGAACAT------------TTTCTATA----T-CTTCCAGGTGTCTGGGAGCGACCCACT---ACTGCGGA---GTATAAGCCGACCACTGAT---GGGAGCACCGTGCTCCGCTT
droEre2 scaffold_4929:2817958-

2818166 -
CCCCCTCCCGAATCAGATAAGGCACTTCAAAAAGGTA----AAACCA---TAATCTCACAT--------------TTGCATAATATGTAGGTACATGGAA------------------------------------------------------AAACG--------------------------------------ATCATCA---------GTAGGTCACAGTGGAAACTCTCTAAGACGAATGT------------GGTCTATA----TCTTCCTAGGTGTCTGGGAGCGACCCGCT---AGTGCTGA---ATACAAGCCGACCACAGAT---GGCAGCACCGTGCTCCACTT

droEug1 scf7180000409554:3345989-
3346281 +

CCACCGCCGGAATCAGATAAGGCGCTACAAAAGGGTTTGTATAATCA---TAATTTCCCATGACTATATTTCAATGCCCCTATTGTGGGGCTT-------CAGTACACATCTTCAAGAATCATTTAATATTCACATTGGGATGCAGA--TTATCATATA--------------------------------------ATCATCACCTTAGTGTGTAAAGGACAATGAAAGCTTCCAAAA-AAA--ATTTTTTATTTAAGTTTTTCCA----TCTTTTTAGGTGTCTGGGAGCGGCCAACAATGAGTTCCGA---GTACAAGCCGCCCACCGAT---GGTAGCACCGTGCTTCGTTT

droBia1 scf7180000302188:1767935-
1768127 -

CCCGCACCCGAATCCGATAAGGCGCTCCAAAAGGGTTTGTATAAG----GTCTAAGGACAT--------------TG---------------------GCCG-----------------------------------------T-----TATTAACCATAT------AAAAC--------------------------------------------------TATAAAAATTACATAACTTAAATAT------------ACTTATTT----CCTGTTTAGGTTTCTGGGAGCGACCCACAACCAGTGCCGA---GTACAAGCCGCCCACCGAT---GGGAGCACGGTGCTCCGTTT

droTak1 scf7180000415705:514024-
514131 -

TAT---------------------------------------------------------------------------------------GTA-------TA-------------------------------------------------------------------------------------------------------------------------GCAAATAATATATA----------------------TTTTTGTA----C-CTTTTAGGTTTCTGGGAGCGACCAACGTCTAGCGCCGA---GTACAAGCCGCCCACCGAT---GGGAGCACAGTGCTCCGATT

droEle1 scf7180000491273:412313-
412389 +

T---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTGTAGGTGTCTGGGAGCGACCCACGTCTAATGCCGA---CTTCAAGCCGCCCACCGAT---GGGAGCACAGTGCTCCGCTT

droRho1 scf7180000766156:59171-
59264 +

TATT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATTTGTTTCAAAACTTGTAGATGTCTGGGCGCGACCCACAACAAATGCCGA---GTACAAGCCGCCCACCGAT---GGGAGCACCGTGCTGCGTTT

droFic1 scf7180000453924:716564-
716762 -

CCCCCGCCAGAATCTGATAAGGCGCTCCAAAGGGGTATGTACATATG---G----AT---------------------------------------------------------------------------------------GAGTA----------TACTTTTTAAAATTAAAAAATATATAAATTGGTTTATGAATATCA--------------TCTCAA----------------TAAATAC------------TTTTTGA-----ACTTTTTAGGTGTCTGGGAGCGACCCACAACGAATTCCGA---GTATAAGCCGCCCACCGAT---GGGAGCACCGTGCTCCGCTT

droKik1 scf7180000302271:228072-
228157 -

TAT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------G----TATTTATAGGAGTCTGGGAGCGACCCTCATCGAGTACCGAAACCTTTAAACCACTCACCGAT---GGCAGCACCGTCCTCCGCTT

droAna3 scaffold_12984:244346-
244458 -

TAC--------------------------------------------------------------------------------------------------A----------------------------------------GTGGGAA----------CG--------------------------------------------------------------------AGTCTTAAAAATGAAAA--------------------A----TATTTTCAGGCATCTGGGAGCGACCAGCACAGACGGCCACTTCTTATCAGGCACCTAAAGAT---GGGAGCACCGTGCTCAGGTT

droBip1 scf7180000396574:369610-
369692 -

ATACT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTCAGGTATCTGGGAGCGACCAGCACAGACGGCCGCTTCTTATCAGGGGCCTAAAGAT---GGGAGCACTGTGCTGCGTTT

dp5 4_group4:2108152-2108315 - CCGTCGCAAGTAACAGATAGGACACTTCAAAAAGGTTTGAC----GCTAATTGGTGCACAC--------------TA---------------------AGCA----------------------------------------GTGGGTC----------CG-GT--------------------------------------------------------------------CTG----ACAAATGA------------AGT---------TTTCCGCAGGTTTCTGGGAGCGCCCCACATCGTCCACCAC---GTATGAGCCACCCAGCGAA---GGA---ACTGTGCTGCGGTT
droPer2 scaffold_10:1114813-1114976

-
CCGTCGCAAGTAACAGATAGGACACTTCAAAAAGGTTTGAC----GCTAATTGGTGCACAC--------------TA---------------------AGCA----------------------------------------GTGGGTC----------CG-GT--------------------------------------------------------------------CTG----ACAAATGA------------AGT---------TTTCCGCAGGTTTCTGGGAGCGCCCCACATCGTCCACCAC---GTATGAGCCACCCAGCGAA---GGA---ACTGTGCTGCGGTT

droWil2 scf2_1100000004585:1542147-
1542247 -

CCACAACAAACTGCGGATAAGGCCATTCAGAAGGG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTTCTGGGAACGACCAGCC------ACAAA---ATATCAACCACCTCCAGATGATGGTTCCACTGTGCTCCGATT

droVir3 scaffold_12963:11387610-
11387777 -

CCGGATCAGACTGCAGACCGGACGGCTCAGAAAGGTGCGTATGCTAG---ATACCA-------------------------------------------GAA----------------------------------------GCAGATC----------AA-GT-----T-----------------------------------------------------TGCTCAC----------TTTACAT------------TTTATGT-----CCGCAACAGCTTTCTGGGAGAGTTTTAATCCAGTTAAAAG---ATTTCGACCCACTGCCGAT---GGCAGCATGGAGCTGCGCTT

droMoj3 scaffold_6500:20137546-
20137722 -

CCTTCACAGGGTGTTGACCCGACGGGTCAGAAAGGTGAGCTAATTGG---A----ATCCAA--------------AG---------------------TGCA----------------------------------------GT-----TTTTTATATTAT-AT-----A-----------------------------------------------------TACATACATATAT----------A------------TATATGTA----T-ATTTAAGCGTTCTGGGAGAGCTACAATTCAGCTAAAAA---GTTTCGTCCCACTGCTGAC---GGCAGCTCGGAATTACGCTT

droGri2 scaffold_15126:5047897-
5047938 -

TAG-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GTTTACGCCTACTGCCGAT---GAGAGCACTGAGCTGCGCTT
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AGCGGGAGCGTCGGGCGAGAAGGGGCTTCCCAGGGCCGAGAAAAACATCTTGTGGGTGCTGCTTGGAAAAGGGGGGGGTCGGTGGGTGGCTTGTTCTGATTTACACCTCCCTCCTCCCCATTTGTCATGCTGCAGTTTTTAAAACCCAGATACATTTTCCAATCCAATAATGAATTGCTGGCATAT
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..................................................................AAAAGGGGGGGGTCGGTGGGTGG................................................................................................. 23 0 1 19.00 19 5 0 0 0 0 0 1 3 1 0 0 0 0 0 0 0 2 0 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................ACCTCCCTCCTCCCCATTTGTC............................................................ 22 0 1 11.00 11 0 0 0 0 0 0 5 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 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

..................................................................AAAAGGGGGGGGTCGGTGGG.................................................................................................... 20 0 1 7.00 7 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 1 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

..................................................................AAAAGGGGGGGGTCGGTGG..................................................................................................... 19 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 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

..................................................................AAAAGGGGGGGGTCGGTGGGTG.................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................CGAGAAAAACATCTTGTGGGT................................................................................................................................. 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................AAAAGGGGGGGGTCGGTGGGT................................................................................................... 21 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................TACATTTTCCAATCCAATAA................ 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 0 0 0 0 0

...................................................GTGGGTGCTGCTTGGAAAAGG.................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................AAAAGGGGGGGGTCGGTGGGTGGT................................................................................................ 24 1 1 2.00 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................AAAAGGGGGGGGTCGGTGGGA................................................................................................... 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

....................................CGAGAAAAACATCTTGTGGG.................................................................................................................................. 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

..............................CAGGGCCGAGAAAAACATCTTGTG.................................................................................................................................... 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

.....................................................GGGTGCTGCTTGGAAAAGGGG................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................AGGGGGGGGTCGGTGGGTGG................................................................................................. 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

.............................................................CTTGGAAAAGGGGGGGGTG.......................................................................................................... 19 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

................................................................................................................CCTCCCCATTTGTCATGCTGC..................................................... 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

........................................................................GGGGGGTCGGTGGGTGGCTT.............................................................................................. 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

..........................................................CTGCTTGGAAAAGGGGGGGGT........................................................................................................... 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

..........TCGGGCGAGAAGGGGCTTCCCA.......................................................................................................................................................... 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

.......................................................GTGCTGCTTGGAAAAGGG................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................AAAAGGGGGGGGTCGGTGGT.................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................AATCCAATAATGAATTGCT....... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................AATCCAATAATGAATTGCTGG..... 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

.........................................................................GGGGGTCGGTGGGTGGCTTG............................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................GCTGCTTGGAAAAGGGGGGGG............................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............GCGAGAAGGGGCTTCCCAGGG....................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................GGGGGGGGTCGGTGGGTGGCTTGT............................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................AGAAGGGGCTTCCCAGGGCCG.................................................................................................................................................... 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

...................................CCGAGAAAAACATCTTGTGGG.................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................AAACATCTTGTGGGTGCTGCTTGG........................................................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................CTTGTGGGTGCTGCTTGG........................................................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................CTTCCCAGGGCCGAGAAAAAC............................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................GAGAAGGGGCTTCCCAGGGCC..................................................................................................................................................... 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

..........................................................CTGCTTGGAAAAGGGGGGG............................................................................................................. 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

...............................................TCTTGTGGGTGCTGCTTGG........................................................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................CCATTTGTCATGCTGCAGTTT................................................ 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

...........................................................................GGGTCGGTGGGTGGCTTGTTCTG........................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................GGGGGGGGTCGGTGGGTGG................................................................................................. 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

........................................................TGCTGCTTGGAAAAGGGGGGG............................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................GGGGGGTCGGTGGGTGGC................................................................................................ 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

....................................................................AAGGGGGGGGTCGGTGGGT................................................................................................... 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

........................................................TGCTGCTTGGAAAAGGGGG............................................................................................................... 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

Anti-sense strand reads

TCGCCCTCGCAGCCCGCTCTTCCCCGAAGGGTCCCGGCTCTTTTTGTAGAACACCCACGACGAACCTTTTCCCCCCCCAGCCACCCACCGAACAAGACTAAATGTGGAGGGAGGAGGGGTAAACAGTACGACGTCAAAAATTTTGGGTCTATGTAAAAGGTTAGGTTATTACTTAACGACCGTATA

*********************************************..((.(((.((.(((.(((.(((((((..((.(((((...............)))))))..))))))).))).))).)).))).))....***************************************************
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.........................................................................................................GGAGGGAGGAGGGGTAAACAG............................................................ 21 0 1 2.00 2 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
......................................................................................................................................................ATGTAAAAGGTTAGGTTATTA............... 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
.................................................................................................................................................GGTCTATGTAAAAGGTTAGGTT................... 22 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
.........................................................................................................GGAGGGAGGAGGGGTAAACAGT........................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................................................GGTTATTACTTAACGACCGTA.. 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
..........................................................................................................GAGGGAGGAGGGGTAAACAGT........................................................... 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
..............................................................................................AGACTAAATGTGGAGGGAGGAG...................................................................... 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
..................................................................................................................AGGGGTAAACAGTACGACGT.................................................... 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
.................................................................................................................GAGGGGTAAACAGTACGACGT.................................................... 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
...........................................................................................................TGGGAGGAGGGGTAAACAGTAC......................................................... 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
...........................AGGGTCCCGGCTCTTTTTG............................................................................................................................................ 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
.............CCGCTCTTCCCCGAAGGGTCC........................................................................................................................................................ 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
................................................................................................................................CGACGTCAAAAATTTTGGGTCTATG................................. 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
.....................................................................................................ATGTGGAGGGAGGAGGGGTAA................................................................ 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
..........................AAGGGTCCCGGCTCTTTTTGT........................................................................................................................................... 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
...........................................................................................................GTGGAGGAGGGGTAAACA............................................................. 18 2 11 0.09 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:2633050-2633235 + sblock96228 AGCG------GGAGCG---TCGGGCGAGAAGG----GGCTTCCCAGGGCCGAGAAAAACA-----------------TCTTGTGGGTG-------------------------CTGC---TTGGAAAAGGG---G-------------------------------GGGGTCGGTGGGTGGCTT-G------TTCTGATTTACACCTCCCT-CCTCCCCATTTGTCATGCTGCAGTTTTTAAA----ACCCAGATACAT-TTTCCAATCCAATAATG-----AATTGCT------GGCA------TAT------------
droSim2 3l:2520379-2520554 + AGCG------GGAGCG---GCGGGCG--AAGG----GGCTTCCCAGGGCCGAGAAAAACA-----------------TCTTGTGGGTG-------------------------CTGC---TTGGAAAAGG------------------------------------GGGGTCGGTGGGTGGCTT-G------TTCTGATTT------CC-CC-----CC-TTTGTCATGCTGCAGTTTTTAAA----ACCCAGATACAT-TTTCCAATCCAATAATG-----AATTGCAGGCACCGGAA------TTC------------
droSec2 scaffold_2:2656578-2656758

+
AGCG------GGAGCG---GCGGGCG--AAGGGGCGGGCTTCCCAGGGCCGAGAAAAACA-----------------TCTTGTGGGTG-------------------------CTGT---TTGGAAAAGG------------------------------------GGGGTCGGTGGGTGGCTT-G------TTCTGATTT-----CCC-CC-----CC-TTTGTCATGCTGCAGTTTTTAAA----ACCCAGATACAT-TTTCCAATCCAATAATG-----AATTGCAGGCACCGGAA------TTC------------

droYak3 3L:9303281-9303468 - A-----------AGCG---GCGGG---------------CTCCCAGGGCCGAGAAAAACA-----------------TCTTGTGGGTG-------------------------CTGC---TTGGAAAAGGG---A-GGAGCAAAGCGGGGT----------GATGGGGGGCCGGTGGGTGGCCT-G------TTCTGATTT-----CCC-CC-CCCCCC-TTTGCCATGCTGCAGTTTTTAAA----ACCCAGATACAT-TTTCCAATCCAATAATG-----AAATGCA-GCACCGGCA------TTC------------
droEre2 scaffold_4784:2652100-

2652281 +
GGGC-----------------GGG---------------CTCCCAGGGCCGAGAAAAACA-----------------TCTTGTGGGTG-------------------------CTGC---TTGGAAAAGGG---GTGGAGCAAAGCGGGAC----------GAT-GGGGGGCGGTGGGTGGCCT-G------TTCTGATTT-----GCC-CC-----TC-TTTGTCATGCTGCAGTTTTTAAA----ACCCAGATACAT-TTTCCAATCCAATAACG-----AACTGCAGGCACCGGCA------TTC------------

droEug1 scf7180000409466:359817-
359995 +

GG----------------------------------GATTTACCAGGGCCGAGAAAAACA-----------------TCTTGTGGGTG-------------------------ATAC---TTAGAAAGAGG---GGGAAT---------------CGA-------AGGGGTCATTGGGTGGCCT-G------TTCTGATTT-----TCC-AA-----CC-TTCGTCATGCTGCATTT-TTCAA----ACCCAGATACAT-TGATAGATTCCATAATG-----ATTTTGAATTA-------GCAAATTGCTGATGTAATGT

droBia1 scf7180000302428:9411545-
9411717 +

AGGAGCGGTGGA----GCGG---G------------CACTTACCAGGGCCGAGAAAAGCA-----------------TCTTGTGGGTG-------------------------CTGC---TTGGAAAAAGG---GTGG-----------------CGA-------GGGGGTCAGTGGGTGGTCT-G------TTCTGATTT-----TCC-AA-----CC-TTCGTCATGTTGCAATTTCTTAA----ACCCAGATACAT-TTTCCGGTCCAAC-----------TTGAA---------AACCAGATAG------------

droTak1 scf7180000415857:430222-
430415 +

GG-AGCGGCGGAGGCGGCGG------G---------GATTTACCAGGGCCGAGAAAAACA-----------------TCTTGTGGGTG-------------------------CTGC---TTGGAAAAAGG---GGGGCT-GAAGAGGGGTTA----------GGGGGGTTCAGTGGGTGGTCT-G------TTCTGATTT-----TCC-AA-----CC-TTCGTCATGCTGCAATTTTTTAA----ACCCAGATACAT-TTTTCGATCTGTTAAAT-----CGTTGGAAAAA-------CCAAA---------------

droEle1 scf7180000491249:2747425-
2747605 -

AGGA--------------GG------G---------GATTGGCCAGGGCCGAGAAAAACA-----------------TCTTGTGGGTG-------------------------CTGC---TTGGAAAAGAG---G-GG------------TTAGGCGAAGGGAAAGGGGTTCAGTGGGTGGCCT-G------TACTGATTT-----TCC-AT-----TC-TTCGTCATGGTGCAATTTTT-AA----ACCCAGATACAT-TTTCAGATCCAATAATG-----AATTGGAATCA-------CTAAATTC------------

droRho1 scf7180000758401:29964-
30133 -

CGGA------GGA--GGAGG------G---------GATTGGCCAGGGCCGAGAAAAACA-----------------TCTTGTGGGTG-------------------------CTGC---TTGGAGGATG----TTGG------------TTA----A-------GGGGGAGAGGGGGTGGCCT-G------TTCTGATTT-----TCC-CA-----TC-TTCGTCATGCTGCAATTTTT-AA----ACCCAGATACAT-TTTCCGATCCAATAATG-----AGTTGGA---------A------TTC-AT---------

droFic1 scf7180000454105:960061-
960225 +

GGCG------GTT--GGAGG------GGAAAG----------AGAGGACCGAGAAAAACA-----------------TCTTGTGGGTG-------------------------CTGC---TTGGAAAGTG----ATGG-------------T---AACCGGGATAGGGGGT-TGTAGGTGGTCT-G------TTCTGATTT-----TCC-CC-----TC-TGCGT-AAGCTGCAATTCTTCAA----ACCCAGATACAT-T-TCCGATCCAATAATC-----AGTT----------------------------------

droKik1 scf7180000302441:1073024-
1073222 -

AGGA------GGAGCG---G-GGGC---AATG----AATTGGCCAGGGCCGAGAAAAACA-----------------TCTTGTGAACGAAAGAAGAAGAAGCGGGAGGCGAGGGTGC---AAGGAAGGTG----T-----------------------AAG----------TGGGCGGTGCTAT-C------TTCCGATTT-----TCC-CATTTGCCC-TTTGCCATTGTGCAATTTCTGA---AAATCCAGATACAT-TTTCCGATCGAAT-----------TTAGAGGTTTCGAAG------CAT------------

droAna3 scaffold_13337:9448504-
9448657 -

GGCG------GA-----------------------------ACCAGGGCTGAGAAAAACA-----------------TCTTGTAGGTG-------------------------CTCC---CCAGGAAGGCG---GCGG----------------------------CGGGTTAGTGGGTGG-----------AACAGATTT------CC-TC-----TC-TTCGTCATGCTGCAATTTC-AAA----ACCCAGATATAT-TTTCCGGCGACCTACAAGATACAGTTGGA---------AAC----TAC------------

droBip1 scf7180000396544:259440-
259612 -

G-TG------GGGAAG---GCGGGCG--AGGAGGC-G--GAACCAGGGCTGAGAAAAAAA-----------------TCTTGTAGGTG-------------------------CTGCTCCCTAGCCAGGC-------------------------------------GGGGCTGTGGGTGG-----------AACAGATTT------CC-TC-----TC-TTCGTCATGCTGCAATTTC-AAA----ACCCAGATATAT-TTTCCGGCCAGATACAA-----GATACAAAA--------------TAC-AAGTGGAA---

dp5 XR_group3a:1305058-1305216
-

G-----------------------------------------TCAGGGCTGAGAAAAACGCTCGCACAAGAGATATATATTG---GGG-------------------------CTCT---GCAGAGCA--GGGGGCGG-------------G---CATAGG----------TTTTAGGTGGCATAGTTCGGATTCTGAGTC-----GCCAT-CATCATC-ATTGGCATATTGTAATTTA---AACCGATTTCTGTGCAATTTTCTAATC---------------------------------------------------

droPer2 scaffold_23:1336625-1336783
-

G-----------------------------------------TCAGGGCTGAGAAAAACGCTCGCACAAGAGATATATATTG---GGG-------------------------CTCT---GCAGAGCA--GGGGGCGG-------------G---CATAGG----------TTTTAGGTGGCATAGTTCGGATTCTGAGTC-----GCCAT-CATCATC-ATTGGCATATTGTAATTTA---AACCGATTTCTGTGCAATTTTCTAATC---------------------------------------------------

droWil2 scf2_1100000004729:2261077-
2261077 +

--------------------------------------------A-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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ATTTGTGCGCGATCTTGATTGCATATTAAATTTTTTGCTGCGCCGCCGCCGCCGCTTGCTGCTGCTTCTTCATCGGCTGCAATGAGAAAATTACACGCATTGCTGCTGTTGCAGTTGCAGTTGCAGTGGCAATACCAACAGCAACAGCAACAGCAACATCAGGCAGCACGGCAGCAACCAACA

************************************************..((((((.((.(((((..((.((.((((.((((((.............)))))).)))).)).))..))))).)))))))).....************************************************
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...............................................................GCTTCTTCATCGGCTGCAATGA.................................................................................................. 22 0 1 34.00 34 6 5 2 4 0 4 0 0 2 0 1 0 2 0 1 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 1 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

...............................................................GCTTCTTCATCGGCTGCAATG................................................................................................... 21 0 1 8.00 8 0 1 0 0 1 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 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

..................................................................................................ATTGCTGCTGTTGCAGTTGCA................................................................ 21 0 1 5.00 5 0 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................TTGCTGCTGTTGCAGTTGCAG............................................................... 21 0 3 4.67 14 1 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 1 1 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 1 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 0 0 0

..................................................................................................ATTGCTGCTGTTGCAGTTGCAG............................................................... 22 0 1 4.00 4 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 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

..................................................................................................ATTGCTGCTGTTGCAGTTGC................................................................. 20 0 1 3.00 3 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................CTTCTTCATCGGCTGCAATGA.................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................ATTGCTGCTGTTGCAGTTG.................................................................. 19 0 1 2.00 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................CTTCTTCATCGGCTGCAATGAG................................................................................................. 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

...................................................................................................TTGCTGCTGTTGCAGTTGCAGT.............................................................. 22 0 3 2.00 6 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 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

...............................................................GCTTCTTCATCGGCTGCAATT................................................................................................... 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 0

..................................................................TCTTCATCGGCTGCAATGAGAAAAT............................................................................................ 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

...............................................................GCTTCTTCATCGGCTGCAA..................................................................................................... 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

.................................................................................................................................................................GGCAGCACGGCAGCAACCA... 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

...............................................................GCTTCTTCATCGGCTGCAATGAA................................................................................................. 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

..............................................................TGCTTCTTCATCGGCTGCAAT.................................................................................................... 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

...............................................................................................................CAGTTGCAGTTGCAGTGGCA.................................................... 20 0 2 0.50 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

..................................................................................................ATTGCTGCTGTTGCAGTTGCAT............................................................... 22 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................TTGCTGCTGTTGCAGTTGCA................................................................ 20 0 4 0.50 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

..................................................................................................ATTGCTGCTGTTGCAGTTGA................................................................. 20 1 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

...................................................................................................TTGCTGCTGTTGCAGTTGCAGA.............................................................. 22 1 4 0.25 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

...................................................................................................TTGCTGCTGTTGCAGTTGCAGC.............................................................. 22 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................ACCAACAGCAACAGCAACA............................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................CAGCAACAGCAACAGCAAC.......................... 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

.......................................................................................................................................CAACAGCAACAGCAACAGCAA........................... 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 0 0 0 0 1 0 0 0 0 0

.......................................................................................................................................CAACAGCAACAGCAACAGCAACA......................... 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 1 0 0 0 0 0 0 0 0 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

TAAACACGCGCTAGAACTAACGTATAATTTAAAAAACGACGCGGCGGCGGCGGCGAACGACGACGAAGAAGTAGCCGACGTTACTCTTTTAATGTGCGTAACGACGACAACGTCAACGTCAACGTCACCGTTATGGTTGTCGTTGTCGTTGTCGTTGTAGTCCGTCGTGCCGTCGTTGGTTGT

************************************************..((((((.((.(((((..((.((.((((.((((((.............)))))).)))).)).))..))))).)))))))).....************************************************
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..............................................................................................................................................TTGTCGTTGTCGTTGTAGTCC.................... 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

........................................................................................................................................................CGTTGTAGTCCGTCGTGCCGT.......... 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

................................................................................................................................................GTCGTTGTCGTTGTAGTCCGTCGT............... 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

....................................................................................................................................ATGGTTGTCGTTGTCGTTG................................ 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

.........................................CGGCGGCGGCGGCGAACGA........................................................................................................................... 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

............................................................CGACGAAGAAGTAGCCGACGT...................................................................................................... 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

.....................................................................................................................................CGGTTGTCGTTGTCGTTGTCGTTG.......................... 24 1 10 0.70 7 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 0 0

..............................................GCGGCGGCGAACGACGACGA..................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................GGTTGTCGTTGTCGTTGTCGTT........................... 22 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................CGTTGTCGTTGTCGTTGTAGTC..................... 22 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................ACGACAACGTCAACGTCAACGT.......................................................... 22 0 4 0.25 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

.............................................................................................................................................GTTGTCGTTGTCGTTGTAGTC..................... 21 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................TGTCGTTGTCGTTGTAGTC..................... 19 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................TGGTTGTCGTTGTCGTTG................................ 18 0 14 0.14 2 0 0 0 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

.....................................................................................................................................TGGTTGTCGTTGTCGTTGT............................... 19 0 10 0.10 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

......................................................................................................................................GGTTGTCGTTGTCGTTGT............................... 18 0 19 0.05 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

.......................................................................................................................................GTTGTCGTTGTCGTTGTCGTT........................... 21 0 20 0.05 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

.........................................................................................................................................TGTCGTTGTCGTTGTCGTTGT......................... 21 0 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

..........................................................................................................................................GTCGTTGTCGTTGTCGTTGT......................... 20 0 20 0.05 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

.......................................................................................................................................GTTGTCGTTGTCGTTGTCGT............................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

.........................................................................................................................................TGTCGTTGTCGTTGTCGTTG.......................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chrX:3049093-3049275 - sblock223863 ATTTGTGCGCGATCTTGATTGCATATTAA--ATTTTTT-------GCTGCGCCGCC--GCCG--------------------------------------CCG----------CT-----------TGCTGCTGCTTCTTCATCGGC---------------------------------------------------------------------------TGCAATGAGAAAATTACACGCATTGCTGCTGT--TG----------------------------------------------------CAGTTGCAG---TTGCAGTGGCAATACC------------AACAGCAACAGCAACAG-------------------------CAACATCA-----GGCAGCA-CGGC---AGCAAC---CAACA
droSim2 x:2821787-2821924 - dsi_31065 ATTTGTGCGCGATCTTGATTGCATATTAA--ATTTTTTT------GC-----C-----GCC------------------------------------------------------------------GCTGCTGCTTCTTCATCGGC---------------------------------------------------------------------------TGCAATGAGAAAATTACACGCATTGCTGCTGT--TG----------------------------------------------------CAGTTGCAG---TTGCAGTGGCAACACC------------AACAGCAAC-------------------------------------------------------------AGCAACA-------
droSec2 scaffold_10:2778990-2779148

-
dse_294 ATTTGTGCGCGATCTTGATTGCATATTAA--ATTTTTTT------GC-----C-----GCC------------------------------------------------------------------GCTGCTGCTTCTTCATCGGC---------------------------------------------------------------------------TGCAATGAGAAAATTACACGCATTGCTGCTGT--TG----------------------------------------------------CAGTTGCAG---TTGCAGTGGCAACACC------------AACAGCAACAGCA-------------------------------ACATCA-----GGCAGCA-CGGC---AGCAACA-------

droYak3 X:5319176-5319337 + ATTTGTGCGCGATCTTGATTGCATATTAA--ATTTTTT-------GC-----C-----GCCG---------------------------------------------------CTGCTGC------TGCTGCTGCTTCTTCATCGGC---------------------------------------------------------------------------TGCAATGAGAAAATTACACGCATTGCTGCTGC--TG----------------------------------------------------CTGCTGCTGCAGTTGCAGTGGC------AAC------------------AGCA-------------------------------AAATGA-GGCAGGCAGCA-CGGC---AGCAACA-------
droEre2 scaffold_4690:475272-475437

-
ATTTGTGCGCGATCTTGATTGCATATTAA--ATTTTTTTT-----GC-----C-----------------------------------------------------------------------------GCTGCTTCTTCATCGGC---------------------------------------------------------------------------TGCAATGAGAAAATTACACGCATTGCTGCTGC--CGCT-GC----------T-----------G------------CTGTTGCTGTTGCAGTTGCAG---TTGCAGTGGCAGTGGCAAC------------------AGCA-------------------------------ACATGA-----GGCAGCA-CGGC---AGCAACA-------

droEug1 scf7180000408825:206984-
207120 +

ATTTGTGCGCGATCTTGATTGCATATTAA--ATTTTTT-------GC-------------------------------------------------------------------------------TGATGCTGCTTCTTCATCGGCTG-------------------------------------------C-----------------------------TGCAATGAGAAAATTACACGCATTGCTGATGC--A----------------------------GTGGCAAC------------------------------------------AGCAGC------------------AGCA-------------------------------ACATCA-----AGCAGCA-CGGC---AGCAACA-------

droBia1 scf7180000302126:2187639-
2187810 +

ATTTGTGCGCGATCTTGATTGCATATTAA--ATTTTTT-------GC-----C-----TCCG---------------------------------------------------CTGATGC------TGATGCTGCTTCTTCATCGGCTGCTGG---------------------------------------A-----------------------------TGCAATGAGAAAATTACACGCATTGCTGATGC--A----------------------------GTGGCAAC------------------------------------------AGC------------AACAGCAGCAGCAGC-----------ATG-------CAGCAGCAACATCA-----AGCAGCA-CGGC---AGCAACA-------

droTak1 scf7180000415769:1547907-
1548068 -

ATTTGTGCGCGATCTTGATTGCATATTAA--ATTTTTTT------GC-----C--------------------------------------------------------------------------GCTGCTGCTTCTTCATCGGC---------------------------------------------------------------------------TGCAATGAGAAAATTACACGCATTGCTGATGC--AG----------------------------------------------------CAGCAGCAG---CAGCATCAGCAGCATC------------AGCAGCATCAGCAGCAG-------------------------CAACATCA-----AGCAGCA-CGGC---AGCAACA-------

droEle1 scf7180000491001:189067-
189236 -

ATTTGTGCGCGATCTTGATTGCATATTAA--ATTTTTT-------GC-----C-----GCTG----------------------------------CTGCGCTGTTGCTGCTGTTGCTGCTGTTGCTGCTGCCGCTTCTTCATCGGC-G-------------------------------------------C-----------------------------TGCAATGAGAAAATTACACGCATTGCTGATGC--A----------------------------GTGGCAAC------------------------------------------AG------------------------CA-------------------------------ACATCA-----AGCAGCA-CGGC---AGCAACA--TACCG

droRho1 scf7180000779337:227633-
227802 -

ATTTGTGCGCGATCTTGATTGCATATTAA--ATTTTTT-------GC-----C-----------------------------------------------------------------------------GCTGCTTCTTCATCGGC---------------------------------------------------------------------------TGCAATGAGAAAATTACACGCATTGCTGATGC--A----------------------------GTGGCAACAGCAGCAGCAACAGCAACAGCAGCAG---CAGCAAC------AGC------------AGCAACAGCAGCA-------------------------------ACATCA-----AGCAGCA-CGGC---AGCAACA-------

droFic1 scf7180000454072:215602-
215778 +

ATTTGTGCGCGATCTTGATTGCATATTAA--ATTTTTT-------GC-----C-----ACT---------------------------------------------------------GC------CGCCGTCGCTTCTTCATCGGCTG-------------------------------------------C-----------------------------TGCAATGAGAAAATTACACGCATAGCCGATGCAATG----------------------CAGTAGTGGCAAC------------------------------------------AGCAACAGCAACTGCAACTGCAACTGCAGCAG----------------CAGCAGCAGC------------AGCAGCA-CGGC---AGCAACA-------

droKik1 scf7180000302344:1745135-
1745306 +

ATTTGTGCGCGATCTTGATTGCATATTAA--ATTTTGTT-------T-----T-----TTTT--------------------------------TTTTTGTCTGTTGCTGCTGCTGCTGT---------------TG-------------------------------------------------------ATGCTGCTAC--------------------TGCAATGAGAAAATTACACGCATTGCTGATGC--TG----------------------------------------------------ATGCTGATG---CTGCAGCAGCATC-------------------------GCAGTAG-------------------------CAACATA--------CCGAA-CG-----AGTAGCATCCAGCA

droAna3 scaffold_12929:1885454-
1885589 +

TGAA------------------------------------------C-----CGCC--GCCGCCCAGCCTTCAGCATCCCGGCCAGCATCCGCAGCAATCGCCGCAACAGCAGCAGCAGT---------------CG-------------------------------------------------------C-------------------------------------------------------------------------------------------------------------------------------------AGC------AGCAACAGCACC---AGCAGCACCAGCAGCAG-------------------------CAGC---------AGCAGCAACAGC---AGCAGCAATCGCCG

droBip1 scf7180000395958:83306-
83452 -

ATTT-TTCACGTTCATGGTCACAA---------TTTTT-------GCAGCAACAACATG-CA--------------------------------------ACAGT---------------------TGCTGCTGCTGCTGCTGCGGC---------------------------------------------------------------------------TGC--------------------TACTGCCGT--CA----------------GTGTGTCAGTAGTAG------------------------------------------CAACACC------------AATAGCAACAGCAACAG-------------------------CAACA---------GTAGCA---ATTGCAACTGC------AA

dp5 XL_group1e:2554147-2554351
-

ATTTGTGCGCGATCTTGATTGCATATTAA--ATTTTTCT-------T-----C-----TCCC---------------------------------------------------CCCTCCC------TAGTACTCCCTCTCCATCGCC------------------ATCGCGAGCTCGCATCTCCATCGGTTGGTGCTTCTACTTGGTCTTCCAGGGGTCTCTGGCAATGAGAAAATTACACGCATTGCTGGGGC--G---CGC----------T-----------GT-GCAAC------------------------------------------AGCAACAACAACAACAACTGCA------------------------------------------------------A-CTGC---AACAAC--------

droPer2 scaffold_18:1452037-1452253
-

ATTTGTGCGCGATCTTGATTGCATATTAA--ATTTTTCT-------T-----C-----TCCC---------------------------------------------------TCCTCCC------TAGTACTCCCTCTCCATCTCCCTCTCCATCGCCATCTCCATCGCGAGCTCGCATCTCCATCGGTTGGTGCTTCTACTTGGTCTTCCAGGGGTCTCTGGCAATGAGAAAATTACACGCATTGCTGGGGC--G---CGC----------T-----------GT-GCAAC------------------------------------------AGCAACAAC------AACTGCA------------------------------------------------------A-CTGC---AGCAAC--------

droWil2 scf2_1100000004902:4278498-
4278641 -

GTC-GCATGCGGCTGTTTCCATGTATCAGCAGTTCTTTTT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGAGCAGGAGGCACGCATGGCCAAAGA--GGCG-GC----------T-----------GA-GCAAC------------------------------AGCAGCAGCAACAAC------------AACAACAACAGCAACAG-------------------------CAGCAACAAGCCCAGCAGCA---ACAACAACAACA-------

droVir3 scaffold_12726:450804-
450970 -

ATTTGTGCGCGATCTTGATTGCATATTAA--ATTTTCATCGAAGC-------CAA----------------------------------------------------------------------------------AGTCAAAGCC---------------------------------------------------------------------------AGCAATGAGAAAATTACACGCATTGCCGCAGC--AT----------------------------CAA------------------------------------------CAACTCC------------AACAACAACAACAACAACAAAGGTGAA--AAAGA----------AGATGA-AGA-AGAAGCAGCGGC---AGCAGCAGCTAGCA

droMoj3 scaffold_6308:2130560-
2130699 -

ATTTGTGCGCGATCTTGATTGCATATTAA--ATTTTCATCGAAGC-------CAAA--GTCA--------------------------------------AAG----------C---------------------C---------A----------------------------------------------A-----------------------------AGCAATGAGAAAATTACACGCATTGCAGCAGC--AG-------------------------------CAAC------------------------------------------AGC------------AGCAACAGCAGCAGC-----------ATCCGAGA----------AGATGA--------------AGC---AGCAGC---TA--A

droGri2 scaffold_15203:2650232-
2650395 -

ATTTGTGCGCGATCTTGATTGCATATTAA--ATTTTCATCGAAGC-------CAAA--GTCA--------------------------------------AAG----------CC-----------AGCTACGGC----------A----------------------------------------------A-----------------------------AGCAATGAGAAAATTACACGCATTTCAGCAAT--AGCA-GCCAGCAACAGCAGCATCCCAACAACAA------------------------------------------CGACGAA------------GATA--------A-------------------------------AGATGA-----AGAAGA---AGC---AGTAGC--------
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AATACGAGACATGACTTTAGTAATAATAAATAAATTTTATAGATTTTAGTTGTTTATTACAAACCGCCCATAGGCCGGGACAAGTGCAATGTTTATTCGAAATGCAAAACGTTGACACCTTCCCGTCCTACGGGAAATTCATATTTATATTCGGCTGAAAATCAGATCACGAATATTGAGTTTCAGCAAGTACAT

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

#
Mismatch

Hit
Count

Total
Norm Total

V008

S2-
DRSC

V073

mbn2

GSM385748

OSS_s6

GSM385821

OSS_s7

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V145

S2-
DRSC

V148

mbn2

V086

female
body,
aged

GSM609222

ML-DmBG1-
C1

V091

fGS/OSS
total
Â 

GSM609249

ML-DmD21
cell

SRR031702

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

GSM385822

OSS_s8

GSM385744

OSS_s2

V032

S1
cell

GSM286605

2-6h #1
(8)

SRR317113

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

V144

OSC

SRX247213

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

AGO2

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V146

S1
cell

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM609227

CMEW1
Cl.8+
cell

V085

CME
W2
wing
disc

V015

DreRFHV148h

SRR031692

Total
small
RNAs from
Oregon R

V078

Desiccation,
female head

V142

Oxidation_female_body

GSM609239

IR- 2-
18hr

GSM379064

Vasa
Mutant

S6

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

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR014277

Ovary_rep1_NA_P

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

SRR317115

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

GSM343833

S2R+ cell

GSM609226

CMEW1
Cl.8+
cell

V036

ML-
DmD20c5
cell

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V093

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

V129

ML-
DmBG1-
c1

V131

ML-
DmD16-
c3

V132

ML-
DmD32

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V031

GM2
cell

GSM371638

S2-NP

GSM609223

male, one
day

V077

cold,
female
head

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609240

IR+ 2-
18hr

GSM609248

ML-DmD9
cell

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609242

s2+48 #2

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR010953

Aub
heterozygotes,
oxidized

GSM609219

GM2 cell

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V136

Male
aged
body

V138

Male
cold
body

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM609224

female,
one day

SRR029633

total
small RNAs
from hen1
homozygous
flies

V079

Oxidation,
female
head

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR001349

heterozygous_dcr-
2_untreated

V126

CME
L1

V135

CME
W2
(wing
disc
line)

SRR031700

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

SRR031704

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

GSM609251

aged
female
head

V080

Starvation,
female head

GSM609238

embryo
14-24hr

GSM628272

ago2[414]
ovary
total RNA

SRR097865

Drosophila
S2-NP
cells

GSM609234

CS Â male
total RNA
Â 

GSM361908

s2-48
Biological
Replicate
#2

SRR060652

hs-
Penelope_testes_total

SRR031698

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

V022

ML-
DmD32
cell

GSM609230

CS,ovary,AGO1IP

AGO1

...........................................................................................................AACGTTGACACCTTCCCGTCCT.................................................................. 22 0 1 12.00 12 0 0 0 0 1 0 0 0 0 1 0 0 0 0 1 0 1 0 0 1 1 0 0 0 0 0 0 0 0 1 0 0 1 1 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

.........................................................................GCCGGGACAAGTGCAATGTTTA.................................................................................................... 22 0 1 7.00 7 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................GCCGGGACAAGTGCAATGTTT..................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................AACGTTGACACCTTCCCGTCC................................................................... 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

...........................................................................................................AACGTTGACACCTTCCCGTC.................................................................... 20 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................AGTTGTTTATTACAAACCGC................................................................................................................................ 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

.....................................................................ATAGGCCGGGACAAGTGCAATGT....................................................................................................... 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

.......................................................................AGGCCGGGACAAGTGCAATGTTT..................................................................................................... 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

..............................................................................................ATTCGAAATGCAAAACGTTGA................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................AGGCCGGGACAAGTGCAATGTTTA.................................................................................................... 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

......................................................................TAGGCCGGGACAAGTGCAATGTTT..................................................................................................... 24 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

.........................................................................GCCGGGACAAGTGCAATGT....................................................................................................... 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

.........................................................................GCCGGGACAAGTGCAATG........................................................................................................ 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

......................................................................TAGGCCGGGACAAGTGCAATGT....................................................................................................... 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

.......................................................................AGGCCGGGACAAGTGCAATGG....................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

TTATGCTCTGTACTGAAATCATTATTATTTATTTAAAATATCTAAAATCAACAAATAATGTTTGGCGGGTATCCGGCCCTGTTCACGTTACAAATAAGCTTTACGTTTTGCAACTGTGGAAGGGCAGGATGCCCTTTAAGTATAAATATAAGCCGACTTTTAGTCTAGTGCTTATAACTCAAAGTCGTTCATGTA

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

#
Mismatch

Hit
Count

Total
Norm Total

V144

OSC

V131

ML-
DmD16-
c3

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

SRR317112

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

V091

fGS/OSS
total
Â 

SRR317113

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

GSM609229

embryo 2-
6hr

V127

G2

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

SRR317111

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

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

GSE24545

CS ovary
total
RNA

V125

ML-
DmD9

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

GSM628272

ago2[414]
ovary
total RNA

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V096

loqsKO/f00791
ovary

GSM385748

OSS_s6

V146

S1
cell

GSM385744

OSS_s2

GSM385822

OSS_s8

V085

CME
W2
wing
disc

GSM609249

ML-DmD21
cell

GSM286613

0-1hr #1
(A)

GSM385821

OSS_s7

V132

ML-
DmD32

V032

S1
cell

SRR298536

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

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR298712

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

GSM286605

2-6h #1
(8)

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM286604

0-1h #3
(7)

GSM286607

6-10h #1
(10)

GSM609237

ago2[414]
ovary
total RNA

SRR298537

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

V134

ML-
DmD8

V034

ML-
DmD16c3
cell

GSM286611

6-10h #2
(11)

GSM609230

CS,ovary,AGO1IP

AGO1

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

GSM1528798

follicle
cells

GSM609220

ML-DmD21
cell

GSM609250

ML-DmD32
cell

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V141

Heat_female_body

GSM360262

0-2d
pupae

GSM609227

CMEW1
Cl.8+
cell

V129

ML-
DmBG1-
c1

V130

ML-
DmBG3-
c2

GSM609226

CMEW1
Cl.8+
cell

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

GSM399110

KC-48 #2

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR014275

Ovary_rep1_LK_P

V142

Oxidation_female_body

V135

CME
W2
(wing
disc
line)

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

S6

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

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM286606

2-6h #2
(9)

V140

Dessication_female_body

GSM399105

disk #2

GSM360260

0-1d
Pupae (w)

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

V139

Cold_female_body

SRR014280

Ovary_rep1_w1118_P

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

V137

Male
aged
head

SRR060653

hs-Penelope_
ovaries_total

GSM399106

female
body #2

GSM322219

2-4day
pupae #1

GSM609243

KC+48 #1

SRR014277

Ovary_rep1_NA_P

SRR065801

zuc_het(H-
Y)_ovaries

GSM275691

imaginal
disc

GSM609225

ML-DmBG3-
C2

GSM379065

Zuc
Heterozygote

GSM379063

Vasa
Heterozygote

GSM379066

Zuc
Mutant

GSM322543

male head
#1

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

GSM379057

Krimp
Mutant

SRR060644

A2_ovaries_total

GSM379054

Flam
Heterozygote

GSM467729

Dmel_wt_sRNAseq

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR014282

Ovary_rep1_wK_P

V080

Starvation,
female head

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM379058

Piwi
Heterozygote

GSM379060

SpnE
Heterozygote

GSM609238

embryo
14-24hr

V022

ML-
DmD32
cell

SRR065800

zuc_H-
Y_ovaries

GSM609248

ML-DmD9
cell

GSM379050

Armi
Heterozygote

GSM379051

Armi
Mutant

GSM379062

Squ
Mutant

GSM379056

Krimp
Heterozygote

GSM379052

Aub
Heterozygote

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR010959

Ago3 IP in
heterozygotes

AGO3

GSM379064

Vasa
Mutant

V078

Desiccation,
female head

GSM609222

ML-DmBG1-
C1

SRR060652

hs-
Penelope_testes_total

SRR010953

Aub
heterozygotes,
oxidized

V077

cold,
female
head

SRR014273

Ovary_rep1_Har_P

SRR060646

yw67c23(2)_ovaries_total

GSM379061

Squ
Heterozygote

GSM272653

KC -48 #1
V133

Sg4

GSM280085

WT testes
(18-24nt)

GSM467731

Dmel_loq_sRNAseq

V147

1182-
4H
cell

V079

Oxidation,
female
head

SRR010956

Piwi IP in
Ago3
heterozygotes

SRR298711

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

GSM609239

IR- 2-
18hr

GSM379067

SpnE
Mutant

GSM280083

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

GSM609240

IR+ 2-
18hr

GSM322533

female
head #1

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR060645

yw67c23(2)_testes_total

GSM467730

Dmel_r2d2_sRNAseq

GSM322245

3rd
instar #1

GSM286603

female
body

SRR031702

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

GSM180330

very
early
embryo
(0-1)

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM280082

WT
ovaries
(18-29nt)

V015

DreRFHV148h

V006

r2d2 female:
possibly
heterozygous

GSM379053

Aub
Mutant

GSM180331

early
embryo
(2-6)

SRX247212

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

AGO1

SRR010955

Aub IP in
Ago3
heterozygotes

GSM609234

CS Â male
total RNA
Â 

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

GSM379055

Flam
Mutant

SRR351332

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

GSM379059

Piwi
Mutant

V086

female
body,
aged

SRR031698

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

SRX247213

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

AGO2

V093

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

V030

ML-
DmD8
cell

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

V138

Male
cold
body

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM609224

female,
one day

V136

Male
aged
body

GSM180332

mid
embryo
(6-10)

GSM364902

12-24hr
embryo

SRR060643

A2_testes_total

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM313161

dcr-2
heterozygous,
oxidized

GSM609244

KC+48 #2
V128

S3

GSM240749

female
head

GSM180335

imaginal
discs

SRR065802

Piwi-
IP_zuc_mut_ovaries

SRR031692

Total
small
RNAs from
Oregon R

GSM322208

3rd
instar #2

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

GSM399107

male body
#2

GSM609218

Sg4

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR060651

A2_ovaries_Ago3

AGO3

GSM322338

2-4day
pupae#2

SRR060650

A1_testes_total

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

GSM312995

WT,
oxidized

SRR031704

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

GSM609247

heat
female
head

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609223

male, one
day

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

GSM609242

s2+48 #2

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM609251

aged
female
head

V074

S3

GSM609221

1182-4H
cell

SRR065807

Piwi-
IP_squ_het_ovaries

GSM272651

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

SRR031700

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

SRR351333

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

SRR065806

Piwi-
IP_squ_mut_ovaries

GSM180333

late
embryo
(12-24)

SRR010960

wt,
oxidized

GSM313163

dcr-2
heterozygous,
untreated

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V126

CME
L1

GSM313160

dcr-2
homozygous,
oxidized

GSM180336

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

GSM180329

adult
bodies
(female
bodies,
male
bodies)

GSM286601

male head

SRR001338

IR_non-
beta-
eliminated

GSM360256

1st
instar #1

SRR010952

Ago3 trans-
heterozygotes,
oxidized

GSM180328

adult
heads
(female
heads,
male
heads)

GSM343832

S2R+ cell

V023

Dcr2
female
head

SRR010951

Ago3
heterozygotes,
oxidized

GSM180334

larvae:
1st
instar
and 3rd
instars

GSM343833

S2R+ cell

SRR060648

A2_ovaries_FLAG-
Aub

GSM286602

male body

V003

dsDcr-1
(katsutomo
RNA)

SRR032092

mock
oxidized

SRR341118

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

V012

Dcr2 male
(Katsutomo,
whole fly?)

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

SRR341115

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

GSM360257

1st
instar #2

SRR001339

WT_females_non-
beta-eliminated

SRR001349

heterozygous_dcr-
2_untreated

SRR060649

A2_ovaries_FLAG-
Piwi

GSM361908

s2-48
Biological
Replicate
#2

V145

S2-
DRSC

GSM313165

ago2
homozygous,
oxidized
(technical
replicate
#2)

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR029032

r2d2
knockdown

SRR065155

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

SRR029029

dcr-1
knockdown

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

GSM154621

piRNAs
associated
with Ago3
from
Drosophila
melanogaster
ovaries

GSM280086

WT
ovaries
(AGO2IP)

AGO2

GSM313164

ago2
homozygous,
oxidized
(technical
replicate
#1)

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM609235

CMEL1

V148

mbn2

GSM272652

S2 -48
Biological
Replicate
#1

SRR001347

ago2_untreated

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR032094

ago2
knockdown

V008

S2-
DRSC

GSM399101

kc167
cell

GSM609241

s2+48 #1

SRR029033

lacZ
knockdown

GSM399100

Kc167
cell

GSM239050

fly heads,
beta-
eliminated

V036

ML-
DmD20c5
cell

GSM239041

fly heads,
non beta-
eliminated

SRR001664

homozygous_dcr-
2_untreated

GSM313162

dcr-2
homozygous,
untreated

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

GSM154618

23-29
nucleotide
RNAs from
Drosophila
melanogaster
ovaries

SRR001337

WT_females_beta-
eliminated

SRR029030

dcr-2
knockdown

V031

GM2
cell

SRR001348

ago2_oxidized

SRR029031

loqs-ORF
knockdown

GSM609219

GM2 cell

GSM280087

S2cell
(AGO2IP)

AGO2

V073

mbn2

SRR097865

Drosophila
S2-NP
cells

GSM371638

S2-NP

V037

Felix
sample
+mirtrons

GSM154622

piRNAs
associated
with
Aubergine
from
Drosophila
melanogaster
ovaries

SRR001341

WT_males_non-
beta-
eliminated

SRR001343

dcr-2_non-
beta-
eliminated

SRR001345

ago2_non-
beta-
eliminated

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

SRR097866

Drosophila
S2-NP
cells

SRR341116

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

V038

Felix
sample
S2
only

SRR029028

untreated
(mock)

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR341117

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

GSM246084

D.
melanogaster
adult male
heads 454

SRR001340

IR_beta-
eliminated

SRR001344

dcr-
2_beta-
eliminated

.....................................................................TATCCGGCCCTGTTCACGTTAC........................................................................................................ 22 0 1 685768.00 685768 3543 1222 71477 63870 59847 2421 51759 1911 1666 42629 37303 35773 17172 36700 1082 1580 12243 1919 1066 11638 3118 22883 2043 21241 19486 540 4773 12210 16122 691 3285 1704 2458 308 7041 1586 7629 6401 455 2268 301 2669 5899 3018 3083 81 1131 2463 779 2812 385 4740 1145 160 198 415 860 759 2428 920 489 226 48 10 3132 706 2536 702 2329 3185 718 607 192 161 656 825 4 410 2180 1878 1924 350 381 2123 107 799 808 971 549 6 318 642 783 819 1754 561 532 1 47 641 759 73 301 515 309 556 817 625 401 725 61 1439 552 2 69 19 7 3 211 244 478 735 40 1142 1140 123 0 919 89 214 380 551 217 115 759 47 793 398 651 28 558 211 196 235 249 236 445 54 490 5 541 136 0 246 14 13 38 4 90 14 9 41 27 7 297 312 98 2 10 149 14 63 232 0 26 237 5 97 102 80 16 148 48 0 4 4 21 2 15 6 4 106 21 2 10 22 0 88 7 0 10 76 6 17 66 1 7 61 51 4 13 38 15 16 7 12 2 38 4 1 11 3 0 31 13 8 29 6 11 4 1 22 0 1 7 10 4 6 4 4 19 0 0 11 0 1 11 8 4 2 0 3 8 0 8 1 4 0 5 4 3 8 6 0 0 1 0 0 1 0 0 0 0 3 0 0 0 0 0 1 1 0 0 0 1 0 1
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......................................................................ATCCGGCCCTGTTCACGTTAC........................................................................................................ 21 0 1 87158.00 87158 1097 413 2951 4028 2215 860 2367 735 488 1836 2723 2842 8084 2084 415 763 5339 723 391 4637 1550 1124 1852 1072 939 285 2065 1588 850 218 2346 377 2725 57 742 748 945 552 183 596 116 1140 525 1372 1468 0 939 700 291 1105 121 283 591 63 79 475 305 169 331 364 153 118 21 8 292 351 220 314 258 187 781 129 53 68 166 232 2 51 241 120 198 107 67 150 116 267 183 177 101 32 71 213 282 149 77 150 160 0 24 141 153 32 188 64 237 124 177 130 131 173 41 54 178 1 50 5 35 4 75 83 94 86 13 179 48 59 1 32 39 66 73 130 73 36 52 14 30 35 70 41 79 81 44 40 94 58 75 38 35 2 48 31 0 72 5 28 9 0 80 38 1 11 10 3 21 17 18 1 26 21 4 19 18 0 8 11 22 12 27 24 0 5 9 0 2 18 4 2 8 0 0 9 3 0 2 9 0 8 13 0 3 6 11 3 14 0 13 4 7 4 3 4 7 2 9 7 6 5 4 0 2 0 0 3 4 0 2 1 4 0 0 2 4 0 0 1 0 0 0 0 1 0 0 3 1 3 0 0 1 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 1 1 0 2 2 0 0 0 1 0 1 1 1 0 0 0 0 0 0 0 0 0 0
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..........................................................................................................TTTGCAACTGTGGAAGGGCAGGA.................................................................. 23 0 1 11604.00 11604 2332 486 17 34 50 1239 38 243 548 32 21 5 88 63 469 197 124 419 285 61 256 72 490 52 59 258 106 32 42 187 172 87 84 164 57 88 8 24 82 68 58 35 28 21 17 26 33 30 63 16 64 7 53 189 56 43 13 48 19 46 57 41 41 33 5 28 2 27 11 1 18 26 32 16 27 17 130 18 8 8 2 20 29 3 35 11 5 11 24 0 33 7 6 8 5 10 30 24 0 14 9 7 5 29 11 11 7 16 9 3 13 0 11 16 44 56 0 23 16 15 8 18 23 0 2 13 27 0 5 7 2 1 5 41 1 24 1 1 3 25 2 6 3 2 2 6 2 4 0 11 0 4 1 4 4 5 7 21 2 3 19 7 0 7 1 1 13 6 4 6 5 1 1 12 5 1 2 7 1 5 5 1 1 3 5 2 7 2 3 1 1 0 4 2 1 1 0 1 3 0 6 1 0 4 0 0 3 0 0 2 0 0 0 3 0 1 0 0 1 0 1 0 0 0 0 2 0 3 0 0 2 0 0 0 0 0 0 0 0 0 0 0 1 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

.....................................................................TATCCGGCCCTGTTCACGTTA......................................................................................................... 21 0 1 9575.00 9575 84 18 619 566 563 39 345 41 21 349 482 330 411 381 22 27 426 36 25 365 98 634 22 588 487 10 78 53 489 5 79 33 215 6 35 46 42 42 6 46 7 51 25 69 55 0 23 42 18 64 8 29 32 1 4 7 30 17 19 28 13 1 2 1 19 12 20 9 7 23 48 12 8 2 20 10 0 19 7 6 11 11 1 5 1 15 29 29 7 1 5 21 9 33 3 15 12 0 2 24 24 0 2 9 7 11 21 22 11 18 3 39 10 0 1 1 0 0 9 1 10 13 1 11 8 1 0 11 2 0 22 15 1 0 10 0 10 1 3 0 1 5 11 2 4 12 3 4 7 0 6 5 0 10 0 1 0 0 1 0 1 2 0 0 0 0 0 0 0 2 0 1 2 0 1 2 0 1 2 1 0 2 1 0 0 0 1 0 1 0 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................AATTGCAACTGTGGAAGGGCAGGA.................................................................. 24 2 1 7376.00 7376 4 5 13 45 29 14 11 530 1 22 28 13 235 66 1170 3 324 1350 595 85 328 2 2 1 2 7 4 187 1 4 1 13 65 1 194 103 67 34 143 7 2 1 35 54 41 0 1 0 220 16 40 1 1 4 1 0 92 28 17 110 56 72 0 10 19 25 28 39 0 0 12 21 25 38 9 7 0 27 19 0 14 34 62 0 0 6 3 8 0 0 6 1 5 14 0 46 17 0 5 19 26 17 0 59 0 15 5 15 18 23 24 0 3 0 0 0 0 0 26 20 2 1 0 0 0 0 0 1 4 8 7 5 6 1 0 1 0 0 2 0 4 4 2 4 0 0 9 0 2 0 0 3 1 3 14 0 0 0 0 0 0 0 2 0 2 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 4 0 0 2 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 1 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

....................................................................TTATCCGGCCCTGTTCACGTTAC........................................................................................................ 23 1 1 6858.00 6858 98 17 548 602 521 46 537 7 30 476 428 458 109 353 6 15 110 17 14 57 87 308 56 270 279 16 74 69 204 16 112 8 18 1 47 18 32 46 7 14 6 62 19 13 28 0 23 35 14 14 2 14 27 2 1 11 0 6 35 14 4 1 1 0 8 10 17 5 13 12 2 8 1 2 3 9 0 16 5 6 7 4 2 14 0 10 14 10 0 0 3 10 1 8 0 4 2 0 1 4 3 0 4 7 4 3 5 6 4 4 0 17 1 0 3 0 0 0 1 1 5 7 0 10 0 0 0 8 1 2 3 0 1 1 6 0 0 2 1 1 2 5 1 3 1 1 4 3 11 0 4 3 0 2 0 1 3 0 2 0 0 0 1 0 1 0 2 0 0 0 0 0 2 0 0 1 0 2 3 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 3 0 0 0 1 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 3 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

...................................................................AATATCCGGCCCTGTTCACGTTAC........................................................................................................ 24 2 1 6450.00 6450 0 1 261 513 242 1 108 62 0 159 489 187 664 148 35 1 608 83 29 125 99 6 0 11 8 0 5 495 5 0 1 5 47 0 248 48 230 72 6 2 0 8 45 150 115 0 2 3 50 27 1 0 0 0 0 1 49 5 37 52 25 8 0 0 60 20 139 15 0 0 8 4 0 3 7 1 0 10 44 1 95 17 22 0 0 8 6 10 3 1 0 8 19 7 0 20 5 0 10 5 17 3 0 25 0 13 4 9 19 31 6 9 4 0 0 0 0 0 12 9 2 0 0 0 0 0 0 19 0 3 5 19 2 6 6 0 0 0 12 0 22 4 4 0 2 3 14 0 3 0 1 0 3 2 0 0 0 0 0 0 0 0 0 0 1 8 2 0 0 0 0 0 0 0 1 0 0 0 0 3 0 0 1 0 0 0 0 0 0 0 0 2 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 1 0 0 0 0 0 0 0 1 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 0

..................................................................AAATATCCGGCCCTGTTCACGTTAC........................................................................................................ 25 3 1 6091.00 6091 0 0 222 519 265 0 85 24 0 158 1003 199 586 202 67 1 455 222 34 41 150 3 0 1 2 0 2 240 0 0 0 1 37 0 130 35 148 8 15 0 0 0 2 115 87 0 3 1 68 10 4 0 0 0 0 0 59 4 13 57 44 27 0 0 25 8 70 42 0 0 9 10 2 11 6 4 0 0 18 0 40 19 42 1 0 4 11 4 13 0 2 7 29 15 0 17 2 0 4 9 21 2 0 36 0 15 11 12 18 53 4 15 0 0 0 0 0 0 19 8 1 0 0 0 0 0 0 13 1 1 0 10 0 1 1 1 0 0 5 0 7 19 0 3 1 2 7 0 3 0 3 0 0 2 7 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 1 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 2 0 0 0 0 1 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 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 0 0

........................................................................................................AAATTGCAACTGTGGAAGGGCAGGA.................................................................. 25 3 1 5883.00 5883 2 1 6 25 13 3 7 171 3 14 18 2 170 21 1108 0 241 1528 566 21 328 0 0 0 0 0 2 58 0 1 1 16 47 0 36 70 21 10 170 0 1 0 6 35 17 0 1 0 97 4 42 0 0 1 0 0 62 3 5 44 65 128 0 3 3 19 9 79 0 2 12 13 14 65 8 11 0 0 2 0 19 20 71 0 0 2 3 1 4 0 1 4 3 4 0 25 15 0 7 10 25 9 0 39 0 18 3 6 21 11 12 0 2 0 0 0 0 0 17 29 1 0 0 0 0 0 0 0 1 3 3 4 0 2 0 1 0 0 0 0 1 7 0 0 0 3 1 0 0 0 0 1 0 0 34 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 2 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................CCGGCCCTGTTCACGTTAC........................................................................................................ 19 0 1 5052.00 5052 60 5 57 150 162 24 94 5 8 52 186 368 56 63 5 11 37 5 1 31 19 80 265 105 68 15 31 5 63 4 279 4 17 3 6 0 25 15 1 8 1 51 4 13 13 0 18 49 14 10 1 9 34 3 1 11 9 2 5 10 6 1 0 0 3 0 1 0 5 5 7 0 2 1 5 2 0 0 1 1 3 4 6 1 4 2 2 1 0 1153 2 7 6 3 35 4 3 0 1 3 0 0 6 5 6 3 2 3 3 4 1 19 2 0 4 0 896 0 1 0 3 3 0 3 11 0 0 0 5 1 6 9 3 0 0 1 19 1 0 0 0 5 4 1 2 2 0 0 0 0 0 2 1 9 1 0 0 0 1 0 1 0 0 2 0 2 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 1 0 0 0 0 0 1 0 0 0 0 29 0 0 0 0 0 0 0 0 0 15 0 0 0 15 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................CATCCGGCCCTGTTCACGTTAC........................................................................................................ 22 1 1 3587.00 3587 6 10 207 302 290 19 227 11 5 203 193 192 197 201 5 8 123 14 7 142 121 101 16 80 74 4 13 52 58 0 9 10 22 0 37 5 38 23 5 14 2 11 19 28 35 0 7 10 2 33 3 18 4 1 0 0 6 2 10 0 3 0 0 0 9 4 7 8 7 15 12 8 3 0 0 5 0 2 12 4 5 3 6 7 0 4 20 3 9 0 2 4 4 1 0 2 5 0 0 2 1 0 1 0 0 4 4 0 0 3 2 15 2 0 2 0 0 0 1 1 3 3 0 1 0 0 0 13 0 1 6 4 2 0 9 0 0 28 3 0 6 5 2 2 1 3 1 1 9 0 6 2 1 0 0 0 0 0 1 0 0 0 0 0 3 1 0 0 0 0 0 1 8 0 0 0 0 1 1 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 2 1 0 0 0 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................CGGCCCTGTTCACGTTAC........................................................................................................ 18 0 1 3057.00 3057 9 3 0 1 81 5 39 2 3 4 2 0 57 2 4 2 48 3 3 36 4 87 40 66 60 12 22 3 55 6 138 5 14 4 0 3 0 0 0 17 2 21 0 8 8 0 11 20 7 9 0 0 26 0 0 2 10 5 0 3 2 0 0 0 0 0 0 0 1 0 7 1 2 2 1 4 0 0 0 0 1 3 1 0 0 2 3 5 0 1126 2 3 5 2 43 1 3 0 0 2 4 0 6 2 4 3 2 2 0 5 3 12 3 0 2 0 664 0 3 1 3 1 0 3 12 0 0 2 2 1 3 8 1 0 0 1 22 0 0 0 0 0 7 0 0 3 0 0 0 0 0 2 0 1 1 1 0 0 1 0 0 0 0 0 0 0 1 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 0 0 0 0 0 0 0 0 31 0 0 0 0 0 0 0 0 0 25 0 0 0 7 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................CAACTGTGGAAGGGCAGGA.................................................................. 19 0 1 2507.00 2507 280 50 2 4 2 275 4 84 39 2 3 3 18 3 88 18 29 84 47 13 52 109 44 71 72 48 27 12 59 14 29 69 15 47 3 30 3 4 19 29 14 11 13 5 0 12 9 7 28 1 13 3 25 18 13 14 11 11 1 17 17 7 3 13 1 8 0 5 3 2 2 12 14 7 6 2 9 14 3 6 1 10 5 1 8 2 2 3 5 8 6 2 4 0 0 31 10 4 6 4 4 4 2 2 3 1 1 0 4 0 12 0 1 3 4 6 10 2 7 5 0 1 1 5 0 0 4 0 13 3 2 4 3 5 1 9 0 2 3 1 0 3 3 2 1 0 0 1 0 5 0 1 0 0 6 0 3 9 2 4 1 3 3 2 0 2 5 12 0 0 0 2 0 0 0 0 0 3 0 3 0 0 1 5 6 0 0 0 3 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 1 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 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

.....................................................................AATCCGGCCCTGTTCACGTTAC........................................................................................................ 22 1 1 2424.00 2424 2 1 109 244 61 6 86 13 3 58 192 136 162 76 9 3 122 12 4 63 23 26 7 20 28 1 7 139 24 1 6 1 30 1 63 8 67 17 4 6 0 2 18 29 34 0 1 2 12 11 3 7 4 1 0 0 8 4 27 15 8 1 1 0 20 2 33 8 1 1 14 6 1 4 0 6 0 0 17 1 47 0 5 2 0 1 8 3 6 0 2 2 13 6 0 3 2 0 0 1 3 0 0 0 2 3 2 4 10 9 1 0 3 0 0 0 0 0 1 1 0 3 0 1 0 0 0 4 1 2 2 5 1 2 2 0 0 14 5 0 21 3 0 2 1 2 16 1 3 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 13 4 1 0 0 0 0 4 9 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 2 0 0 0 0 0 2 4 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................ATCCGGCCCTGTTCACGTTA......................................................................................................... 20 0 1 1948.00 1948 18 6 33 30 10 19 13 20 8 17 35 25 189 21 10 12 174 17 14 152 53 41 35 39 20 4 56 9 26 3 65 9 196 1 2 25 6 0 3 14 3 29 0 28 48 0 26 18 3 28 1 0 6 3 4 21 8 5 1 10 3 0 2 0 0 8 5 4 0 0 45 1 2 0 4 5 0 0 0 0 0 2 1 0 2 5 11 6 0 0 6 6 6 13 0 12 2 0 2 1 7 0 2 0 10 6 4 9 4 3 1 0 2 0 0 0 0 0 6 3 4 2 0 4 1 0 0 1 0 0 3 4 0 1 0 0 0 0 0 3 0 2 1 4 5 4 0 2 0 0 1 2 0 3 0 3 0 0 1 2 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 2 1 0 0 0 0 0 1 0 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................TCCGGCCCTGTTCACGTTA......................................................................................................... 19 0 1 1843.00 1843 13 7 13 25 8 7 12 7 4 5 23 36 160 7 4 20 127 11 3 57 24 22 48 14 17 2 27 2 14 1 93 8 150 1 0 8 0 0 1 10 1 28 1 37 16 488 8 26 5 14 0 0 23 2 2 7 0 2 0 9 1 0 0 0 0 4 1 2 0 1 41 3 0 0 5 2 0 0 1 0 0 6 1 0 5 4 6 4 0 2 0 3 3 8 0 6 1 0 0 1 3 1 2 0 5 1 3 1 4 6 2 0 0 0 3 0 0 0 1 4 2 1 0 0 1 0 0 0 2 0 2 4 0 0 0 1 0 0 0 0 0 3 2 2 0 1 0 4 0 0 0 0 0 2 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 2 0 0 0 0 0 0 0 0 0 0 0 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................CTGCAACTGTGGAAGGGCAGGA.................................................................. 22 1 1 1298.00 1298 94 75 0 1 1 206 0 71 67 1 0 0 17 0 18 52 27 21 23 16 10 4 20 1 3 48 18 3 0 28 13 11 15 35 7 8 0 4 33 4 13 7 5 4 1 2 13 3 3 1 10 0 8 5 4 11 9 4 5 4 2 2 2 5 1 8 1 4 2 1 1 13 1 4 8 2 8 1 0 1 1 2 3 0 13 1 4 0 0 0 4 10 1 1 0 0 0 4 0 0 2 1 3 1 3 0 0 1 6 0 2 0 3 3 9 2 0 2 0 1 3 0 5 0 0 0 3 0 2 1 3 0 0 1 0 0 0 21 0 10 0 1 0 0 0 0 1 1 0 0 0 2 0 1 2 0 1 2 0 1 0 0 2 0 0 0 1 2 0 0 1 2 3 1 0 0 0 0 0 0 0 0 0 2 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................AAATCCGGCCCTGTTCACGTTAC........................................................................................................ 23 2 1 1298.00 1298 0 0 41 131 39 0 23 8 1 32 159 60 190 34 9 0 133 12 4 21 26 1 0 1 1 0 1 45 4 0 0 0 30 0 23 5 11 3 5 1 0 1 7 35 29 0 0 0 8 3 2 0 0 0 0 0 11 2 4 12 4 3 0 0 5 4 6 5 0 0 9 2 1 1 0 0 0 0 5 0 7 1 8 0 0 1 0 0 8 0 1 1 7 1 0 0 0 0 0 2 1 0 0 0 0 1 0 2 7 7 0 1 1 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 1 0 4 0 0 0 0 2 0 4 2 1 1 1 0 2 0 2 0 1 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................AACTGTGGAAGGGCAGGA.................................................................. 18 0 1 838.00 838 55 6 1 0 1 88 0 34 3 1 0 1 7 1 27 2 1 24 1 4 23 40 8 21 23 32 18 5 22 0 16 19 3 8 16 4 16 9 0 12 2 9 14 0 1 5 4 3 2 1 0 5 18 2 1 5 0 5 15 5 5 0 0 1 3 2 0 3 5 3 0 0 2 1 0 0 1 0 2 1 2 4 1 1 3 1 5 1 16 2 1 0 1 1 2 3 2 7 0 1 0 2 0 0 1 0 3 2 1 0 1 0 0 0 3 2 1 2 3 2 2 3 0 11 0 0 1 0 4 0 0 3 0 3 0 3 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 0 1 1 0 0 5 1 1 0 2 2 1 0 0 1 1 0 2 0 0 0 6 0 0 0 0 0 12 0 0 6 1 0 0 0 0 0 1 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 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

......................................................................TTCCGGCCCTGTTCACGTTAC........................................................................................................ 21 1 1 822.00 822 34 2 13 56 23 8 16 2 9 8 66 169 11 14 3 13 8 2 1 2 3 15 81 9 10 4 8 3 10 4 74 0 6 0 6 0 9 3 0 2 1 4 3 3 1 0 7 13 2 5 0 6 6 2 0 4 0 0 5 5 0 0 0 0 1 1 0 0 0 0 1 1 0 0 0 2 0 0 1 0 4 1 0 1 1 0 2 0 1 0 0 0 3 0 0 0 1 0 1 0 0 0 1 0 2 1 0 0 0 2 0 0 0 0 1 0 0 0 3 2 0 0 0 0 0 1 0 0 0 0 0 1 0 0 1 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 1 1 0 0 0 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................TTGCAACTGTGGAAGGGCAGG................................................................... 21 0 1 653.00 653 26 39 1 6 13 34 7 23 16 3 1 1 4 3 14 9 8 13 21 3 10 0 3 0 0 13 5 15 0 5 1 10 5 8 27 12 15 29 4 10 0 5 3 5 1 30 2 0 0 0 0 6 5 3 1 5 0 0 12 0 0 0 0 0 3 1 1 2 9 2 0 2 3 2 4 1 0 3 4 10 2 1 0 4 1 1 0 2 18 0 2 0 0 0 0 0 2 0 0 0 0 1 0 1 0 2 1 0 0 0 1 0 1 0 1 0 1 1 0 0 0 8 0 0 0 0 0 0 0 0 0 0 0 10 0 0 0 0 1 5 1 0 1 0 0 0 3 0 0 0 0 1 0 1 0 3 1 0 0 4 0 1 0 1 0 1 0 0 0 0 0 1 1 0 3 1 2 0 0 0 0 1 0 1 0 2 0 0 2 0 1 4 1 0 0 0 0 0 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................CGCAACTGTGGAAGGGCAGGA.................................................................. 21 1 1 635.00 635 48 12 0 0 0 159 0 22 16 0 0 0 6 0 14 28 12 9 13 10 4 1 11 1 2 3 2 1 1 3 4 2 8 2 0 5 0 1 18 1 2 0 0 0 1 0 7 1 5 0 2 0 5 1 0 0 6 8 0 2 6 2 1 2 0 2 0 1 0 0 0 16 2 2 9 4 4 5 0 0 0 5 2 0 7 4 4 2 0 0 1 5 1 0 0 12 5 5 0 1 2 0 0 0 1 0 1 0 8 0 1 0 3 1 4 0 0 4 1 2 1 1 1 0 0 0 5 0 0 1 3 0 0 1 0 1 0 1 0 2 0 1 0 1 0 0 0 2 0 3 0 2 0 0 1 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 1 1 0 0 0 0 0 0 1 1 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

.....................................................................TATCCGGCCCTGTTCACGTTACA....................................................................................................... 23 0 1 626.00 626 1 0 50 53 69 1 59 0 0 41 20 35 5 30 0 0 1 0 1 2 5 19 1 17 16 1 2 32 4 0 6 0 2 0 12 0 3 32 0 1 0 1 12 0 0 0 1 0 0 1 0 11 0 0 1 0 0 0 8 1 0 0 0 0 4 0 0 0 5 12 0 0 0 0 0 0 0 0 4 2 2 0 0 7 0 1 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 2 0 0 0 0 0 0 0 0 0 4 0 3 0 0 0 0 0 0 0 0 0 1 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 3 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 2 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................GTATCCGGCCCTGTTCACGTTAC........................................................................................................ 23 0 1 539.00 539 1 1 15 47 18 2 24 1 0 15 29 54 5 18 2 0 13 4 0 6 2 2 3 1 5 0 0 4 2 0 3 0 6 0 0 3 3 5 1 0 1 1 0 2 2 0 2 1 2 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 2 1 0 0 0 1 0 0 1 0 0 0 0 0 0 1 0 0 2 0 0 1 0 0 0 0 1 0 2 100 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 0 5 0 0 0 0 0 0 1 1 0 0 0 0 54 0 0 0 0 0 1 1 0 0 1 0 47 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................ATGCAACTGTGGAAGGGCAGGA.................................................................. 22 1 1 482.00 482 17 12 0 0 0 38 0 23 8 0 0 0 10 1 30 4 5 23 23 4 11 3 3 1 0 5 6 2 0 3 1 2 2 25 5 13 0 0 13 4 0 2 0 1 1 0 1 1 6 1 1 0 2 3 1 3 3 6 0 4 3 1 12 0 0 4 0 0 0 0 1 3 4 2 2 0 4 2 0 2 0 3 1 1 3 6 2 1 1 0 2 3 0 0 0 6 0 2 1 1 0 1 0 1 1 0 1 0 1 0 2 0 3 0 0 1 0 0 0 1 0 3 1 0 0 0 0 0 1 1 3 2 0 0 0 0 0 19 0 3 1 0 0 0 0 2 3 2 0 0 0 0 0 0 0 1 0 1 0 0 1 0 0 1 0 0 0 1 0 0 0 5 1 0 0 0 4 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 2 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................CTATATCCGGCCCTGTTCACGTTAC........................................................................................................ 25 3 1 465.00 465 0 0 0 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 389 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 73 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................AATGCAACTGTGGAAGGGCAGGA.................................................................. 23 2 1 452.00 452 1 1 1 2 2 2 1 31 0 2 0 0 16 4 69 1 18 88 35 4 18 0 1 0 1 1 0 4 0 0 0 2 0 1 5 9 1 0 5 5 0 1 2 1 2 0 0 0 12 0 3 0 0 0 0 1 11 1 0 4 5 1 0 0 0 2 1 3 0 0 0 4 3 2 2 0 2 3 0 0 1 4 3 0 0 0 1 0 0 0 1 0 1 0 0 7 0 0 0 0 3 1 0 2 0 1 0 2 2 0 5 0 0 0 0 0 0 0 4 4 0 0 0 0 0 0 0 1 1 1 0 1 0 0 0 0 0 1 0 0 2 0 1 0 0 0 0 0 0 0 0 0 1 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................CTTGCAACTGTGGAAGGGCAGGA.................................................................. 23 1 1 438.00 438 40 11 0 0 1 40 1 21 22 0 0 0 2 0 11 12 8 11 5 6 7 4 16 2 3 8 11 3 1 4 5 14 3 11 1 6 0 4 15 7 6 0 1 4 0 0 2 1 5 0 1 0 6 3 1 0 3 3 0 3 0 4 0 13 0 2 1 2 0 0 1 2 1 3 4 0 2 6 2 1 0 0 0 0 1 0 1 0 0 0 0 1 0 1 0 2 1 1 0 0 0 0 0 1 1 1 0 1 1 1 3 0 0 3 0 3 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 2 0 1 0 1 0 0 0 0 0 0 0 0 0 1 0 0 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................CTATCCGGCCCTGTTCACGTTAC........................................................................................................ 23 1 1 417.00 417 1 0 17 32 18 3 13 2 0 17 25 14 23 17 1 1 13 0 4 17 1 17 1 10 8 0 1 8 8 1 2 2 3 0 7 1 6 7 1 3 0 6 2 6 2 0 2 0 4 1 0 1 2 0 0 0 0 1 4 0 1 2 0 0 2 4 1 1 1 3 0 1 0 1 0 5 0 0 2 1 3 0 2 1 0 0 10 1 0 1 0 6 0 0 0 0 0 0 1 0 1 0 0 0 1 0 2 1 2 0 0 0 1 0 0 0 2 0 0 1 2 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 2 2 0 1 0 1 0 0 1 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 1 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................CTCCGGCCCTGTTCACGTTAC........................................................................................................ 21 1 1 416.00 416 1 1 2 3 0 15 0 6 1 1 1 1 39 3 1 3 21 0 0 14 1 3 11 6 3 4 11 3 1 0 11 1 10 0 1 0 3 0 5 0 0 4 10 4 7 0 27 6 2 6 0 0 0 0 0 0 3 1 0 1 1 0 0 0 1 21 0 2 6 0 2 3 0 0 1 2 0 0 1 0 2 0 0 0 0 8 31 1 0 1 1 24 0 0 0 2 2 0 0 0 2 0 4 0 1 1 0 2 4 1 1 0 6 0 0 0 1 0 1 0 1 0 0 0 0 0 0 1 0 1 3 0 0 2 0 0 0 0 0 0 1 0 1 0 0 1 0 0 0 1 1 0 0 0 0 0 1 0 0 4 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................GGCAACTGTGGAAGGGCAGGA.................................................................. 21 1 1 387.00 387 11 7 0 0 0 118 0 5 1 0 1 0 0 0 0 4 1 3 18 1 0 1 0 1 1 4 8 0 0 2 4 4 0 1 1 1 0 0 8 1 1 3 0 3 1 0 7 0 6 1 1 0 6 1 1 4 1 3 0 0 2 0 0 1 0 0 0 0 2 0 1 3 0 1 1 1 1 0 0 0 0 1 0 0 12 3 12 0 1 0 2 7 0 0 0 3 1 0 1 2 0 0 1 0 1 0 0 0 0 0 6 0 7 8 4 1 0 8 0 0 3 1 0 0 0 0 8 0 0 0 2 0 0 0 0 1 0 0 0 15 0 0 0 0 0 1 0 0 0 1 0 2 0 0 2 0 1 2 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 1 1 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

.........................................................................................................AAATGCAACTGTGGAAGGGCAGGA.................................................................. 24 3 1 383.00 383 0 1 1 2 1 1 0 16 0 2 2 0 20 2 61 0 11 105 24 1 33 0 1 0 0 0 0 3 0 0 0 0 6 0 5 6 0 0 6 0 0 0 0 0 0 0 0 0 10 2 0 0 0 1 0 0 0 0 0 7 5 13 0 0 0 1 0 3 0 0 1 1 0 2 0 0 0 0 1 0 0 1 3 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 2 1 1 0 2 0 1 0 0 2 1 0 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................ATATCCGGCCCTGTTCACGTTA......................................................................................................... 22 1 1 383.00 383 1 0 30 32 16 0 8 7 1 13 20 13 25 14 2 1 54 5 3 15 6 2 1 3 6 0 2 6 5 0 4 1 9 0 0 8 1 4 0 1 0 2 1 2 4 0 1 1 2 1 0 2 0 0 0 0 0 0 0 1 1 0 0 1 0 2 1 2 0 0 2 0 1 0 1 0 0 0 1 0 1 1 0 0 0 1 4 1 4 0 0 0 0 0 0 2 0 0 0 3 2 0 0 0 1 1 1 1 0 4 0 2 0 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................AAAATCCGGCCCTGTTCACGTTAC........................................................................................................ 24 3 1 337.00 337 0 0 12 32 5 0 5 0 0 11 77 9 43 9 1 0 26 9 1 0 12 0 0 0 0 0 0 10 0 0 0 0 7 0 3 1 12 0 1 0 0 0 0 5 14 0 0 0 1 0 1 0 0 0 0 0 0 0 1 1 2 0 0 0 2 0 0 1 0 0 2 0 0 3 0 0 0 0 0 0 2 0 2 0 0 0 0 0 0 0 0 0 2 1 0 0 1 0 0 1 0 0 0 2 0 0 0 0 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................AGCAACTGTGGAAGGGCAGGA.................................................................. 21 1 1 319.00 319 5 2 0 1 0 44 0 13 1 0 1 0 8 0 22 11 14 24 14 0 7 0 1 3 1 3 2 5 0 1 0 2 4 2 3 3 0 0 4 0 0 1 0 2 0 0 0 3 2 0 3 0 0 0 1 0 0 5 0 2 5 2 0 0 0 1 1 2 1 0 1 5 2 2 0 1 6 1 0 0 0 0 2 0 4 2 1 0 1 0 0 2 1 0 0 0 1 1 0 0 2 0 1 0 0 0 0 0 1 2 0 0 9 1 1 0 1 4 3 2 2 0 0 0 0 0 2 1 1 0 0 0 0 1 0 0 0 1 0 0 0 0 1 0 0 1 0 0 0 1 0 0 1 0 1 0 0 1 0 2 1 2 0 0 0 0 0 2 0 0 0 1 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 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

....................................................................ACATCCGGCCCTGTTCACGTTAC........................................................................................................ 23 2 1 315.00 315 0 0 16 45 15 1 8 2 0 8 26 18 16 17 1 0 16 3 2 8 21 1 2 2 0 0 0 15 1 0 0 0 1 0 6 2 4 3 3 0 0 0 1 1 1 0 0 0 4 3 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 2 4 3 0 0 0 1 0 1 4 0 0 3 0 0 0 1 1 0 0 0 4 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 1 0 0 0 0 0 0 0 0 1 0 0 1 1 0 1 1 0 0 0 0 0 2 2 0 0 0 2 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

...........................................................................................................GTGCAACTGTGGAAGGGCAGGA.................................................................. 22 1 1 308.00 308 5 6 0 0 0 54 0 12 1 0 0 0 2 0 4 0 5 2 5 0 1 0 0 2 1 3 2 1 1 0 2 1 0 17 8 4 0 4 6 1 0 1 3 3 4 0 1 3 3 1 0 1 1 0 1 2 4 2 1 2 3 2 1 2 0 3 0 0 1 1 3 3 1 0 1 2 0 0 0 0 1 0 1 1 7 1 10 0 1 0 3 7 0 0 0 1 0 1 0 0 0 2 0 0 0 0 0 0 0 0 1 1 1 4 3 1 0 4 0 0 2 0 1 0 0 1 3 0 0 0 3 0 0 1 0 2 0 25 1 3 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 1 1 0 0 0 0 0 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................TGCCCTTTAAGTATAAATA............................................... 19 0 1 296.00 296 5 2 0 1 5 0 2 34 0 3 0 2 0 1 2 0 0 4 3 0 14 0 2 0 0 88 0 0 0 0 6 0 0 0 1 9 0 0 1 0 0 3 0 0 0 0 0 0 2 0 0 0 51 0 0 13 0 5 0 3 0 0 1 0 0 5 7 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 1 1 0 0 0 0 0 0 0 3 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 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................AAACTGTGGAAGGGCAGGA.................................................................. 19 1 1 284.00 284 11 3 0 0 1 16 1 10 1 0 0 0 5 2 27 1 6 21 7 3 12 1 0 4 4 3 2 4 3 1 2 17 5 3 5 6 4 3 3 2 1 1 4 0 1 0 0 0 3 0 1 0 1 0 0 2 0 3 4 0 4 0 0 1 3 1 0 4 0 0 0 2 1 1 0 2 0 0 0 1 0 3 2 0 1 1 3 0 5 0 0 0 0 1 0 0 2 1 1 0 0 1 0 0 0 1 0 1 1 0 0 0 0 0 0 1 0 1 0 1 0 0 1 1 0 0 0 0 0 0 0 1 0 2 0 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 3 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

.....................................................................GATCCGGCCCTGTTCACGTTAC........................................................................................................ 22 1 1 268.00 268 2 0 3 24 8 5 9 4 0 7 8 5 5 1 0 1 5 0 0 2 1 19 2 10 21 1 2 5 5 0 2 1 0 0 13 0 0 1 0 1 0 0 1 9 4 0 0 1 0 2 0 4 1 0 0 0 1 0 0 3 0 0 0 0 2 2 1 0 0 1 1 0 0 0 0 1 0 0 1 1 1 1 0 2 0 0 2 0 0 0 0 1 1 0 0 1 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 1 0 2 0 0 21 0 0 4 0 0 1 0 0 2 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 3 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 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

...................................................................TATATCCGGCCCTGTTCACGTTAC........................................................................................................ 24 2 1 247.00 247 0 0 23 33 17 1 15 2 0 10 18 22 7 6 1 0 4 2 0 3 3 3 1 5 2 0 1 10 1 0 0 0 1 0 2 4 1 12 0 0 0 0 2 1 4 0 0 0 4 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 5 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 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 2 0 1 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................ACCGGCCCTGTTCACGTTAC........................................................................................................ 20 1 1 236.00 236 2 0 2 8 1 1 3 0 0 3 17 22 45 1 0 1 23 2 0 3 6 0 3 1 3 1 0 2 0 0 0 0 14 0 0 0 1 0 1 1 0 0 0 5 11 0 0 1 2 1 0 0 2 0 0 0 0 1 1 4 3 0 0 0 0 0 0 2 0 0 11 0 0 0 2 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 0 1 2 2 0 0 0 0 0 1 2 0 0 0 0 1 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 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................TTTATCCGGCCCTGTTCACGTTAC........................................................................................................ 24 2 1 216.00 216 4 0 19 20 14 1 16 0 1 10 16 25 1 7 0 0 1 0 0 3 0 13 4 9 10 0 2 3 10 0 2 0 0 0 1 0 2 0 0 1 0 1 1 0 1 0 0 0 2 0 0 0 1 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 1 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 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................TTGCAACTGTGGAAGGGCAG.................................................................... 20 0 1 206.00 206 10 6 0 0 0 5 0 7 4 0 0 0 16 0 7 2 19 1 4 4 3 0 0 0 0 3 1 0 0 4 0 0 2 4 4 4 0 5 1 0 0 0 0 1 1 41 0 0 1 1 0 0 0 2 1 0 0 2 0 4 1 0 0 9 0 1 0 0 2 0 0 0 2 0 1 0 0 1 1 1 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 1 2 0 0 0 0 0 0 0 1 0 2 0 0 0 1 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

.............................................................................................................ACAACTGTGGAAGGGCAGGA.................................................................. 20 1 1 198.00 198 7 2 0 0 0 8 0 6 1 0 0 0 3 0 14 0 6 25 7 3 6 0 4 0 0 1 0 4 0 0 1 2 0 0 0 5 5 0 5 0 1 0 0 0 0 0 0 0 16 0 1 0 0 1 0 0 11 0 0 3 3 2 0 0 0 1 0 0 0 0 0 1 1 0 2 0 0 0 0 0 0 3 0 0 3 0 0 0 0 0 1 1 0 0 0 4 0 0 10 0 1 1 0 0 0 2 0 0 1 0 3 0 0 0 0 0 0 0 1 0 0 0 0 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................TATCCGGCCCTGTTCACGTT.......................................................................................................... 20 0 1 179.00 179 0 0 5 3 3 2 5 1 0 7 9 1 1 3 0 0 36 1 0 6 1 9 0 12 5 0 0 5 8 0 0 0 2 0 7 0 0 4 1 1 0 1 2 2 0 2 0 0 0 0 0 0 1 0 0 1 0 0 2 0 0 0 0 0 4 0 2 0 2 2 0 0 0 0 0 0 0 0 3 3 0 0 0 3 0 1 1 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 1 0 0 0 0 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................AAAACTGTGGAAGGGCAGGA.................................................................. 20 2 1 174.00 174 3 0 0 0 0 3 0 10 1 0 0 0 2 0 27 0 4 20 6 1 7 0 0 1 2 1 0 8 0 0 1 7 1 0 4 3 1 0 3 1 0 1 5 0 0 0 0 0 8 0 0 0 0 0 0 0 0 3 0 1 2 1 0 2 1 1 0 1 0 0 0 1 1 0 0 0 0 0 1 0 0 0 3 0 0 1 0 1 0 0 2 0 0 0 0 0 1 0 14 1 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TTTTGCAACTGTGGAAGGGCAGGA.................................................................. 24 0 1 171.00 171 27 3 1 0 1 28 1 4 2 0 0 0 0 1 3 1 0 3 2 0 4 2 2 4 2 5 0 1 1 1 4 0 0 2 6 0 0 0 0 0 1 1 1 0 0 14 1 1 0 0 1 0 0 6 0 2 0 0 0 2 3 1 1 0 0 0 0 0 0 0 0 0 0 0 4 0 1 0 1 0 0 1 0 0 1 1 0 0 0 0 0 0 0 0 1 0 3 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 1 1 0 0 1 0 0 0 0 1 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................TTGCAACTGTGGAAGGGCA..................................................................... 19 0 1 159.00 159 10 3 0 0 0 8 0 7 2 0 0 0 5 0 3 0 11 1 2 3 2 0 0 0 0 2 0 0 0 0 1 6 15 22 0 0 0 0 2 3 0 1 2 4 2 0 1 0 2 0 0 0 3 0 0 2 0 4 0 1 3 1 0 0 0 0 0 1 0 0 1 1 2 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 1 0 2 2 0 0 0 0 0 0 0 1 0 0 1 2 0 0 0 0 1 0 1 0 0 0 0 0 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................TGCAACTGTGGAAGGGCAGG................................................................... 20 0 1 140.00 140 11 21 0 0 1 13 1 3 6 1 0 0 0 0 5 3 1 5 6 0 1 0 2 0 0 1 1 0 0 0 0 3 1 0 0 2 0 0 1 1 0 2 4 0 0 0 1 0 0 0 0 0 2 1 1 1 0 0 0 0 2 3 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 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 1 0 0 1 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 1 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 1 0 0 1 0 0 0 0 0 1 0 0 0 0 0 3 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................TCGGCCCTGTTCACGTTAC........................................................................................................ 19 1 1 135.00 135 7 0 0 5 0 1 0 0 0 0 0 3 0 0 0 0 1 0 0 1 0 2 60 0 2 1 1 0 1 0 34 0 0 0 0 0 0 0 0 1 0 1 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 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 4 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................CCCGGCCCTGTTCACGTTAC........................................................................................................ 20 1 1 131.00 131 1 0 2 5 1 5 4 0 0 0 6 5 11 1 0 3 12 0 0 2 0 2 12 1 1 0 3 0 1 0 9 0 4 0 0 0 1 0 1 0 2 0 1 4 1 0 1 0 0 3 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 1 0 0 0 0 0 1 4 1 0 3 0 2 0 0 0 1 0 0 0 0 0 0 1 0 1 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 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................GTTGCAACTGTGGAAGGGCAGGA.................................................................. 23 1 1 131.00 131 3 4 1 0 0 8 0 4 0 1 0 0 8 0 11 0 3 13 7 3 4 0 3 1 1 0 0 2 0 3 0 3 3 1 0 2 0 0 2 0 0 1 0 2 1 0 0 0 7 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 4 0 0 0 0 0 0 0 0 1 4 0 0 0 0 1 1 4 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 1 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................GTCCGGCCCTGTTCACGTTAC........................................................................................................ 21 1 1 122.00 122 2 0 0 2 1 1 1 0 0 0 1 4 14 1 2 1 10 0 0 5 2 0 1 2 1 0 11 2 0 0 6 0 2 0 4 1 0 0 1 0 1 2 0 4 1 0 3 1 0 0 1 1 0 0 0 0 1 0 1 0 0 0 0 0 1 2 0 0 0 0 3 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 1 0 0 1 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 4 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 3 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................TATCCGGCCCTGTTCACG............................................................................................................ 18 0 1 122.00 122 0 0 0 1 3 0 0 0 0 1 0 0 2 0 1 0 3 0 0 5 1 22 0 15 13 0 1 1 21 0 1 0 0 2 0 0 0 0 0 1 0 1 0 1 0 1 0 2 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 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 1 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 2 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

....................................................................TTATCCGGCCCTGTTCACGTTA......................................................................................................... 22 1 1 120.00 120 2 0 4 6 5 0 5 0 1 6 5 7 3 5 0 0 4 1 0 4 1 11 4 13 9 0 0 0 8 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 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 0 0 0 0 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 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

...................................................................GGTATCCGGCCCTGTTCACGTTAC........................................................................................................ 24 0 1 114.00 114 0 0 0 2 1 0 4 0 0 1 2 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 46 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 30 0 0 0 0 0 0 0 0 0 0 0 21 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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:21472178-21472372 - dme-

mir-
92a-
as

AATAC-G--AGACATGACTTT---------------------------------------AGTAATA----AT----AAATAAAT-----TTTAT-AG----A-----------------TTTT------------------AGTTGT-TTATTACAAACCGCCCATAGGCCGGGACAAGTGCAATGTTT-ATTCGAAATGCAAAACGTTGACACCTTCCCGTCCTACGGGAAATTCATATTTATA--------------------------T----------------------TCGGCTGAAAAT-----------------------------------------------------------------------------------------------CAGATCACGAATATTGAGTTTCAGCAAGTACAT

droSim2 3r:20983570-20983764 - AATGC-G--AGACATGGCTTT---------------------------------------AGTAATA----AT----AAATAAAT-----TTTAT-TG----A-----------------TTTT------------------AGTTGT-TTATTACAAACCGCCCATAGGCCGGGACAAGTGCAATGTTT-ATTCGAAATGCAAAACGTTGACACCTTCCCGTCCTACGGGAAATTCATATTTTTA--------------------------T----------------------TCGGCTGAAAAC-----------------------------------------------------------------------------------------------AAGATCACGAATATTGAGTTTCAGCAAGTACAG
droSec2 scaffold_13:258961-259155 - AATGC-G--AGACATGGCTTT---------------------------------------AGTAATA----AT----AAATAAAT-----TTGAT-TG----A-----------------TTTT------------------AGTTGT-TTATTACAAACCGCCCATAGGCCGGGACAAGTGCAATGTTT-ATTCGAAATGCAAAACGTTGACACCTTCCCGTCCTACGGGAAATTCATATTTTTA--------------------------T----------------------TCGGCTGAAAAC-----------------------------------------------------------------------------------------------AAGATCACGAATATTGAGTTTCAGCAAGTACAG
droYak3 3R:25001317-25001519 + TATTC-A--AGGCATGGCTTT---------------------------------------AGTAATACGATAAATATATATAAAT-----AAAAT-GC----A-----------------TTTT------------------AGTTGT-TTATTACAAACCGCCCATAGGCCGGGACAAGTGCAATGTTT-ATTCAAAATGCAAAACGTTGACACCTTCCCGTCCTACGGGAAATTCATATTCATA--------------------------T----------------------TCGAACGAAAAC-----------------------------------------------------------------------------------------------AAGATCACGAATATTGAGTTTCAGCAAGTACAG
droEre2 scaffold_4820:6569960-6570157

+
TATTC-A--AGGTATGGCTTT---------------------------------------AGTAATA----ATATATACATATAT-----AAAAT-TC----A-----------------TTTC------------------AGTTGT-TTATTACAAACCGCCCATAGGCCGGGACAAGTGCAATGTTT-ATTCGAAATGCAAAACGTTGACACCTTCCCGTCCTACGGGAAATTCATATTCATA--------------------------T----------------------TCGGCCGAAAAC-----------------------------------------------------------------------------------------------AAGATCACGAATATTGAGTTTCAGCAAGTACA-

droEug1 scf7180000409682:1157920-
1158120 +

A-------------TAGTTTT---------------------------------------AG--ATA----AT----AAATTCCC-----TATAT-AGATATA-----------------TTT------------------ACGGCGA-TTATTACAAATCGCCCATAGGCCGGGACAAGTGCAATGTTT-ATTAAAAATGCAAAACGTTGACACCTTCCCGTCCTACGGGAAATTCATATTCATA--------------------------T----------------------TCGGCTGAAAACTCC-----------------------------------------------------------------------------TC---CAACTCATC-AAGATCAAGAATATAATGTTTCAGCAAGTACAG

droBia1 scf7180000302136:2322783-
2323005 -

AGTTC-C--AGGCACGGCTTTACTTCTTAT--------------AA-----------AC----TAAA-----------------A-----TGTA---------TTA------------A-TT---ATTAAAAGTAGTTC--ATGTTGT-TTATTACAAACCGCCCATAGGCCGGGACAAGTGCAATGTTT-ATTCGAAATGCAAAACGTTGACACCTTCCCGTCCTACGGGAAATTCATATTCGTA--------------------------T----------------------TCGGCAGAAAACGCC-----------------------------------------------------------------------------TC---CGCCAT-TGCGGATTCAGGAATATAAAGTTTCAGCAAGTACAG

droTak1 scf7180000415257:358671-
358881 -

AATTC-A--AGGCATGGTTTT---------------------------------------ACTCATT----TA----AAATTTTT-------------------------------------------AAAAGTAATTT--ACGATGC-TTATTACAAACCGCCCATAGGCCGGGACAAGTGCAATGTTT-ATTCGAAATGCAAAACGTTGACACCTTCCCGTCCTACGGGAAATTCATATTCATA--------------------------T----------------------TCGGCAGAATGCGCC-----------------------------------------------------------------------------TCATCCTCCAG-TG-CAGATCGGGAATATAAAGTTTCAGCAAGTACAG

droEle1 scf7180000491280:3186384-
3186582 -

AAGTCAA--ACAAATTGTTTT---------------------------------------ACTAATA----AT----TATT--------------------------------------------ATTATCTGTTATCC--ACGTTGT-TT-TTACAAACCGCCCATAGGCCGGGACAAGTGCAATGTTT-ATTCATAATGCAAAACGTTGACACCTTCCCGTCCTACGGGAAATTCACA----TA--------------------------T----------------------TCCCCAGAAAACTCC-----------------------------------------------------------------------------TT---C---AT-AC-AAGATCTTGAATATAAAGTTTCAGCAAGTACA-

droRho1 scf7180000779501:449280-
449479 +

ATGTC-A--ACAAATTGTTTA---------------------------------------ATAAATA----AT----AA----AA-----TTGGC---------------------------------AAATGTAATCT--ACGTTGT-TTATTACAAACCGCCCATAGGCCGGGACAAGTGCAATGTTT-ATTCAAAATGCAAAACGTTGACACCTTCCCGTCCTACGGGAAATTCATAT------------------------------------------------------TCACCAGAAAACTCA-----------------------------------------------------------------------------TC---A---AC-TC-AAGATCAGGAATATAGAGTTTCAGCAAGTACAG

droFic1 scf7180000454055:1387365-
1387583 -

AAA-C-A--AGTTATAAGTTT---------AAATTAAAAATGAA-------G--TTTT--A----------------AAGTAA-----------------------------------A-TT---TTTAAATGAAATTC--ACGTTGC-TTGTTACAAACCGCCCATAGGCCGGGACAAGTGCAATGTTT-GTTTTTAATGTAAAACGTTGACACCTTCCCGTCCTACGGGAAATTCGCATTCATA--------------------------T----------------------TCGCCAGAAAACTCC-----------------------------------------------------------------------------AC---C---AA-AG-AAGATCAGGAATATAAAGTTTCAGCAAGTACAG

droKik1 scf7180000302639:1563721-
1563924 +

AGTAC-G--ATACAAAAT--A------------------------------GATTTTTAA---AATC----AT----TAG--CCCTATATAATACTGG----A-----------------TTT------------------ATGTTGA-TTATTACAAATCGCACATAGGCCGGGACAAGTGCAATGTTTAGTTTAAAATGCAAAACGTTGACACCTTCCCGTCCTATGGGAAATTCATATT-GTA-------TTA----------------TTT-G-----------------CTATG------TC-----------------------------------------------------------------------------------------------AGCAATGCATGTATAAAGTTTCAGCAAGTACCC

droAna3 scaffold_13340:3727727-
3727933 -

AATAC-A--AGTTA--GTTAT-----------------------GGAATATAATTTATCC----AAA-----------------T-----TTTA---------AAT------------A-TT---TCTAAAAATATGTA--TCGATGT-GTTTGACAAACCGCCCATAGGCCGGGACAAGTGCAATGTTT-AATTT-AATTCAAAACCTTGACACCTTCCCGTCCTACGGGAAATTTGTATT-ATA--------------------------T----------------------TCGATGGAAAATGCT-----------------------------------------------------------------------------------------------ACGAGGAATATAGAGTTTCAGCAAGTACAT

droBip1 scf7180000396395:613222-
613415 +

AATA-----A-----------------------------------------------TCC----AAA-----------------T-----TCTA---------AGACTAAGGAAAAAGA-TTTT--------------A--ACGTTGT-TTGTTACAGACCGCCCATAGGCCGGGACAAGTGCAATGTTT-ATTT-AAATTCAAAACCTTGACACCTTCCCGTCCTACGGGAAATTCGTATT-ATA--------------------------T----------------------TCGCTGGAAAATGGT-----------------------------------------------------------------------------TC---G---AG-TT-TATATCGGGAATATAGAGTTTCAACAAGTACAT

dp5 2:23635214-23635450 + AAGAC-A--------------------------------------------GTTTTTTCC---ATTT----AT----TAATCTAT-----ATGAC-TA----A-----------------TTTTTGTTGCTAGTTGTACGATCGATGT-GTATGACAAGCCGCCCATAGGCCGGGACAAGTGCAATGTTT-GTTCAAAATTTAAAACGTTGACACCTTCCCGTCCTACGGGCAATCTCTATG-GTA-------TTCCGAGTAGTACTGTAGTCTT-G-----------------TCCTACAGGATATGC---------------ATATAAAGAG--------------------------------------------------------------------CA---GAGGAATATAAAGTTTCAGC-AGTACAT
droPer2 scaffold_3:6410254-6410490 + AAGAC-A--------------------------------------------GTTTTTTCC---ATTT----AT----TAATTTAT-----ATGAA-TA----A-----------------TTTTTGTTGCTAGTTGTACGATCGATGT-GTATGACAAGCCGCCCATAGGCCGGGACAAGTGCAATGTTT-GTTCAAAATGTAAAACGTTGACACCTTCCCGTCCTACGGGCAATCTCTATG-GTA-------TTCCGAGTAGTACTGTAGTCTT-G-----------------TCCTACAGGATATGC---------------ATATAAAGAG--------------------------------------------------------------------CA---GAGGAATATAAAGTTTCAGC-AGTACAT
droWil2 scf2_1100000004943:14578391-

14578579 +
TTT-C-A--C-----------------------------------------------------AATA-----------------T-----TGTA---------GAG------------A-TT---TTTGATAGGA-------TGTC---GTTTTACAAACCGCTCATAGGCCGGGACAAGTGCAATGTTTGATTCATAAGGCAAAACGTTGACACCTTCCCGTCCTACGAGAAATTTGAATGCAGATAATGTTTCA----------------CCCGGCTACAGGTACAGCCAAA------------------------------------------------------------------------------------------------------------------ACGTGTATTGTG--TATGTAGGTACCC

droVir3 scaffold_12855:6880731-
6880932 -

CTTAA-G--AGAGATGTC--T---------------------------------------AG---TT----AT----ACATATAT-----TTTTC-AT--------------------ATTTTC----AATCG----------TTTGTTGTGGCACAAACCGCTCATAGGCCGGGACAAGTGCAATGTTTGATTCATAAAGCAAAACGTTGACACCTTCCCGTCCTGCAAGCAGTTTGTGAT-AA------------------------------------------AGCCATATT---------GTCGA-----------------------------------------------------------------------------TC---C---TC-TT-TTTTTTTTGTGTATAGAATTTCA-CAAGTGCCC

droMoj3 scaffold_6540:25734542-
25734706 +

ACTCT-ATTGGACCTGATTGT---------------------------------------T----------------------------------------------------------------------------------------GTAAGATAAACCGCTCATAGGCCGGGACAAGTGCAATGTTTGAATCAAAAGGTAAAACGTTGACACCTTCCCGTCCTGCAAGCAATTTATGATT-----------------------------------------------------TGG-----------GTA--------------------------------------------------------TTGCAGTTCTGATATACTTTTTTCTTTAA-TATACG-------------------AGC--ATACAT

droGri2 scaffold_14906:3023158-
3023398 -

TAAT-----ATACATATT--T----------------------------------------------------------------------------------AGTTTTAGGCTGTAGATTTTA----AACC----------AGTTGTAGATGCACAAACCGCTCATAGGCCGGGACAAGTGCAATGTTTGATTCAAAATGCAAAACGTTGACACCTTCCCGTCCTGCAAGCAATTTATGGT---A------------------------------------------------------------CAC-GTTTAAGAATATATATATTAAAAAAAATATATATATATATATATATATATACATTTTTTTTGCGA------------AT-------------CTGT-TTTTCGTATAGAGTTTCA-CAAGTACCA
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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
1
1
1
1
0
1
0
0
0
1
0
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409682:1157920-1158120
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454055:1387365-1387583
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:3023158-3023398
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intron [CG1136-in]; CDS [CG1136-cds]; CDS [CG1136-cds]; transposable_element_insertion_site [Mi{ET1}CG1136[MB01597]]
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CAGCGGACAGTTCCGCAAGGAGAAACGGCTGCAGGATGGCACAGTCATCGGTGAGTGATCAACGATGTCTATAGTGGGAAAGTACATTGAACTAATTGATTACTGACAGGAACTGAGGCCTGGATCGATGCGGCGGGCTATCTACGACAGAAGGACTAC

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

#
Mismatch

Hit
Count

Total
Norm Total

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR031702

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

SRR298537

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

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609234

CS Â male
total RNA
Â 

V074

S3

GSM609222

ML-DmBG1-
C1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

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)

GSM609238

embryo
14-24hr

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V079

Oxidation,
female
head

GSM609225

ML-DmBG3-
C2

V086

female
body,
aged

SRR031692

Total
small
RNAs from
Oregon R

GSM609224

female,
one day

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609237

ago2[414]
ovary
total RNA

V008

S2-
DRSC

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM609223

male, one
day

GSM467729

Dmel_wt_sRNAseq

GSM399107

male body
#2

SRR317113

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

SRX247213

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

AGO2

SRR317117

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

V138

Male
cold
body

V136

Male
aged
body

SRR060644

A2_ovaries_total

V091

fGS/OSS
total
Â 

V078

Desiccation,
female head

GSM379053

Aub
Mutant

GSM379063

Vasa
Heterozygote

GSM379065

Zuc
Heterozygote

GSM286613

0-1hr #1
(A)

GSM322219

2-4day
pupae #1

GSM322543

male head
#1

GSM609242

s2+48 #2

SRR001349

heterozygous_dcr-
2_untreated

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

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

SRR317112

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

SRR032092

mock
oxidized

V077

cold,
female
head

V015

DreRFHV148h
V073

mbn2

GSM272652

S2 -48
Biological
Replicate
#1

SRR001345

ago2_non-
beta-
eliminated

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

SRR298711

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

V006

r2d2 female:
possibly
heterozygous

GSM628272

ago2[414]
ovary
total RNA

GSE24545

CS ovary
total
RNA

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

V032

S1
cell

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V142

Oxidation_female_body

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609219

GM2 cell

V023

Dcr2
female
head

GSM286605

2-6h #1
(8)

V093

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

GSM360260

0-1d
Pupae (w)

SRR029028

untreated
(mock)

SRR001339

WT_females_non-
beta-eliminated

GSM360262

0-2d
pupae

GSM609230

CS,ovary,AGO1IP

AGO1

SRR031700

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

SRR001348

ago2_oxidized

SRR014275

Ovary_rep1_LK_P

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

GSM609229

embryo 2-
6hr

GSM385744

OSS_s2

GSM399101

kc167
cell

V038

Felix
sample
S2
only

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

V037

Felix
sample
+mirtrons

SRR031704

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

GSM379052

Aub
Heterozygote

SRR031698

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

V146

S1
cell

GSM399105

disk #2

GSM360256

1st
instar #1

.......................................................................................TGAACTAATTGATTACTGACAG.................................................. 22 0 1 8.00 8 0 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 1 0 0 0 0 0 0 0 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 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TGAACTAATTGATTACTGACAGT................................................. 23 1 1 6.00 6 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TGAACTAATTGATTACTGACAGA................................................. 23 1 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 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

.......................................................................................TGAACTAATTGATTACTGACA................................................... 21 0 1 4.00 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................GAACTAATTGATTACTGACAGT................................................. 22 1 1 3.00 3 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

.............................................................ACGATGTCTATAGTGGGA................................................................................ 18 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

..................................................GTGAGTGATCAACGATGTCTAT....................................................................................... 22 0 1 2.00 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

......................................................................................TTGAACTAATTGATTACTGACAG.................................................. 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 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

.........GTTCCGCAAGGAGAAACGGCTGCAGGAT.......................................................................................................................... 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

........................................................................AGTGGGAAAGTACATTGAACTAAT............................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................AACTGAGGCCTGGATCGATGC............................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TGAACTAATTGATTACTGACACA................................................. 23 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

..................................................GTGAGTGATCAACGATGTCTA........................................................................................ 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

......................................................................................TTGAACTAATTGATTACTGACAGC................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

GTCGCCTGTCAAGGCGTTCCTCTTTGCCGACGTCCTACCGTGTCAGTAGCCACTCACTAGTTGCTACAGATATCACCCTTTCATGTAACTTGATTAACTAATGACTGTCCTTGACTCCGGACCTAGCTACGCCGCCCGATAGATGCTGTCTTCCTGATG

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

#
Mismatch

Hit
Count

Total
Norm Total

GSM609225

ML-DmBG3-
C2

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM467729

Dmel_wt_sRNAseq
V074

S3

V031

GM2
cell

GSM609222

ML-DmBG1-
C1

GSM609217

MLDmD20c5

SRR031692

Total
small
RNAs from
Oregon R

SRR031700

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

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

V006

r2d2 female:
possibly
heterozygous

V073

mbn2

SRR317115

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

SRR031702

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

GSM399101

kc167
cell

GSM609226

CMEW1
Cl.8+
cell

SRR351333

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

V036

ML-
DmD20c5
cell

GSM371638

S2-NP

GSM609219

GM2 cell

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR001339

WT_females_non-
beta-eliminated

SRR065155

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

GSM609238

embryo
14-24hr

GSM609239

IR- 2-
18hr

GSM609229

embryo 2-
6hr

SRR010953

Aub
heterozygotes,
oxidized

SRR031698

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

SRR001664

homozygous_dcr-
2_untreated

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR023402

total RNA
extracted
from NLS-
P19 cells

GSM379056

Krimp
Heterozygote

SRR010952

Ago3 trans-
heterozygotes,
oxidized

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V008

S2-
DRSC

V078

Desiccation,
female head

V146

S1
cell

SRR001347

ago2_untreated

SRR001349

heterozygous_dcr-
2_untreated

SRR023407

RNA bound
by NLS-
P19
protein

AGO2
...........................CGACGTCCTACCGTGTCAGTAGCCAC.......................................................................................................... 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
..................................................................................................TAATGACTGTCCTTGACTC.......................................... 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3L:4057366-4057524 + CG1136_in2 CAGCGGACAGTTCCGCAAGGAGAAACGGCTGCAGGATGGCACAGTCATCGGTGAGTGAT--CAACG--------------------------------------------------------------------------------------------------------------------------ATG--TCTATAGTGGGAAAGTACATTGAACTAATTGATT-ACT-------------GACAGGAACTGAGGCCTGGATCGATGCGGCGGGCTATCTACGACAGAAGGACTAC
droSim2 3l:4017998-4018168 + dsi_21908 CAGCGGACAGTTCCGCAAGGAGAAGCGGCTGCAGGATGGCACAGTCATCGGTGAGTGAT--CAACG--------------------------------------------------------------------------------------------------------------------------ATG--TCTATAGTGGGAAAGTACATTGAACTAATTGATT-ACTGAG-TTTGATTTCGACAGGAACTGAGGCCTGGATCGATGCGGCGGGTTATCTGCGACAGAAGGACTAC
droSec2 scaffold_2:4049854-4050024

+
CAGCGGACAGTTCCGCAAGGAGAAGCGGCTGCAGGATGGCACAGTAATCGGTGAGTGAT--CAACG--------------------------------------------------------------------------------------------------------------------------ATG--TCTATAGTGAGAAAGTACATTGAACTAAATGATT-ACTGAG-TTTGCTTTCGACAGGAACTGAGGCCTGGATCGATGCGGCGGGTTATCTGCGACAGAAGGACTAC

droYak3 3L:4626013-4626181 + CAGCGGACAGTTTCGCAAGGAGAAGCGGCTGCAGGATGGCACAGTCATTGGTGATTGAT--CAACG--------------------------------------------------------------------------------------------------------------------------CTC--TCTATGGCGTAAAAGTTTATTGAACTTATTTA---ACTGAA-TTTGCTTTCGACAGGAACTGAGGCGTGGATCGATGCGGCGGGCTATCTGCGACAGAAGGACTAC
droEre2 scaffold_4784:6765206-

6765367 +
CAGCGGTCAGTTTCGCAAGGAGAAGCGGCTGCAGGACGGCACAGTCATCGGTGAGTGAA--AAACG--------------------------------------------------------------------------------------------------------------------------ATG--TCCATTGCGGGAAAGTTCATTGAACTAATT-----ACTGAG------TTTTCACAGGAACTGAGGCTTGGATCGATGCGGCGGGCTATCTGCGACAGAAGGATTAC

droEug1 scf7180000409466:1820645-
1820813 +

CAGCGGACAGTTCCGCAAGGAGAAGCGGCTGCAGGATGGCACAGTCATAGGTGAGTGAT--ACACT--------------------------------------------------------------------------------------------------------------------------GCA--TCTGCAGTGAGATAGGTCATTGAACCTTTTAACT-GATATA-TTG--ACTTGGCAGGCACTGAGGCCTGGATCGATGCAGCGGGCTATCTGCGTCAAAAGGACTAC

droBia1 scf7180000302428:747124-
747292 +

CAGCGGACAGTTCCGCAAGGAGAAGCGGCTGCAGGATGGCACCGTCATAGGTGAGTGAT--CGACGAGT----------------------------------------------------------------------------------------------------------------------GATT--TCCCTGGTGTCGGAGGTCGTTGAACCTGTCGAATTACTA--------TCTTTTCAGGCACTGAAGCCTGGATCGATGCGGCTGGCTATCTGCGCCAGAAGGACTAC

droTak1 scf7180000415778:165865-
166034 -

CAGCGGTCAGTTCCGCAAGGAGAAGCGGCTGCAGGATGGCACCGTCATAGGTGAGTGAT--CAACG--------------------------------------------------------------------------------------------------------------------------ATG--TCCATGGCGAGAGAGTTCACTGAACCACTTAATT-GCTATA-TTT-TTTTTACCAGGCACTGAGGCCTGGATCGATGCGGCGGGCTATCTGAGGCAGAAGGACTAC

droEle1 scf7180000491249:4899141-
4899310 +

CAGCGGTCAGTTCCGCAAGGAGAAGCGGCTGCAGGATGGCACCGTCATCGGTGAGTGAT--TAAAT--------------------------------------------------------------------------------------------------------------------------GCA--TTTACGGATAGAGAGTTCATTGAACCTCTTAATT-GCTATA-TTT-ATTTCTACAGGCACTGAGGCCTGGATCGATGCAGCGGGCTATCTGCGCCAGAAGGACTAC

droRho1 scf7180000780079:452727-
452896 +

CAGCGGTCAGTTCCGCAAGGAGAAGCGGCTGCAGGATGGCACTGTCATCGGTGAGTGAT--CGAAG--------------------------------------------------------------------------------------------------------------------------GCA--TATAAGCTGAGGGAGTTCATTAGACCTTTTGTGT-ACTCCA-TTT-ATTTCCAAAGGCACTGAGGCCTGGATCGATGCGGCGGGCTATCTGCGCCAGAAGGACTAC

droFic1 scf7180000454113:1269866-
1270034 +

CAGCGGTCAGTTCCGAAAGGAGAAACGGCTGCAGGATGGCACCGTCATAGGTGAGTGAT--GAGGG-------------------------------------------------------------------------------------------------------------------------GACA--ACCATAACAGGAGAGTTCATTGAACCAATA-AAT-ACTTTG-CTT--ACTCTCCAGGAACTGAGGCCTGGATCGATGCAGCGGGCTATCTGAGGCAGAAGGACTAC

droKik1 scf7180000302388:294784-
294945 -

CAGCGGTCAGTTCCGCAAGGAGAAGCGGCTTCAGGACGGCACCGTCATAGGTGAGTGCT--C-------------------------------------------------------------------------------------------------------------------------------------TCAGGTGCGGGAGTTTACTGAACTCTTTGATT-TTTA-ATTAATTTTTTAACAGGCACTGAAGCCTGGATCGATGCTGCCGGATATTTGCGGCAAAAGGATTAT

droAna3 scaffold_13337:7100111-
7100278 +

CAGTGGTCAGTTTCGAAAGGAGAAGCGTTTGCAGGATGGCACTGTTATAGGTAAGTTTC--CCTTT-------------------------------------------------------------------------------------------------------------------------TAC------AATTCTATACAATTAATTGAAAAAATC-TAT-ATTTTCTTTATTTCTTTTCAGGCACTGAAGCTTGGATTGATGCGGCAGGATATCTGCGCCAAAAGGACTAC

droBip1 scf7180000396418:106169-
106339 +

CAGCGGTCAGTTTCGAAAGGAAAAGCGTCTACAGGATGGCACTGTTATAGGTACGAATTTTTGACT--------------------------------------------------------------------------------------------------------------------------TTG--CAAATTTT-TAAAAATTAACTGAAACAATC-ATT-ATTTTA-TTTTTTCTTCACAGGCACTGAGGCCTGGATTGATGCGGCAGGATATCTACGCCAAAAGGATTAC

dp5 XR_group6:6414473-6414645 - CAACGGACAGTTCCGGAAGGAGAAGCGTCTCCAGGATGGCACTGTCATAGGTGAGTGGA--CTGCA--------------------------------------------------------------------------------------------------------------------------GCAATACCATAAAGTGATG-GTCATTCACCTTTTTGCTT-GCTTTCATCGCCCCCTGACAGGCACTGAGGCATGGATCGATGCGGCAGGGTATCTGCGGCAGAAGGACTAC
droPer2 scaffold_82:183353-183525 + CAACGGACAGTTCCGGAAGGAGAAGCGTCTCCAGGATGGCACTGTCATAGGTGAGTGGA--CTGCA--------------------------------------------------------------------------------------------------------------------------GCAGTACCATAAAGTG-GTGGTCATTCACCTTTTTGCTT-GCTTTCATCGCCCCCTGACAGGCACTGAGGCATGGATCGATGCGGCAGGGTATCTGCGGCAGAAGGACTAC
droWil2 scf2_1100000004822:2876474-

2876530 -
CAATGGACAGTTTCGTAAAGAGAAACGTTTGCAGGATGGCACAGTAATTGGTAAGTG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_13049:15373603-
15373658 -

CAATGGACAATTCCGCAAGGAGAAACGTCTGCAGGACGGCACAGTCATTGGTAAGT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6680:21488043-
21488309 +

CAACGGGCAGTTCCGCAAGGAGAAACGGCTGCAGGACGGCACAGTCATCGGTAAGTCCA--CAATGAGAAACCGTTATTAACGACTAGCTGTTGCTTAGCTAAATCAATATTTGCTCAACAAAAATCCATTTAGATGAAGCACTTGAACTGTTTTTGGTTTAGTCACTAAAAATCACAGTGTAGACA-GCA--------ATTTGAGAATTCACAAATCT---------------------ATTTTTCAGGCACAGAAGCCTGGATCGACGCTGCCGGTTTTTTGCGGCAGAAGGACTAC

droGri2 scaffold_14397:2333-2415 + GGAA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AG-CTATTCACCTATTT-------------ATGTCATTTACAGGCACCGAGGCATGGATCGATGCAGCTGGCTTTTTGCGTCAAAAGGACTAC
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rescue_fragment [ken[+t9]]; intron [ken-in]; transposable_element_insertion_site [P{GawB}ken[NP6255]]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GGCTTAGTGACCTTCATCGCGTGCTTTTGTCTGCGTAATACCGTCCGTGTATTGGTGCGCTCGTATGCATGTCATGGAATTTGAAGACACATATCTGCGTACATATGTACGTACATTGGCGCACGCACTCGACCAACTTAACTGCTTTCCAATAAGAGT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR001664

homozygous_dcr-
2_untreated

SRR001349

heterozygous_dcr-
2_untreated

SRR001347

ago2_untreated

SRR029028

untreated
(mock)

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V036

ML-
DmD20c5
cell
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ML-
DmD32
cell

V132

ML-
DmD32

V134

ML-
DmD8

V146

S1
cell

SRR031692

Total
small
RNAs from
Oregon R

V032

S1
cell

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

GSM609229

embryo 2-
6hr

V125

ML-
DmD9

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR001348

ago2_oxidized

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR010953

Aub
heterozygotes,
oxidized

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM609238

embryo
14-24hr

GSM609250

ML-DmD32
cell

V008

S2-
DRSC

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

V096

loqsKO/f00791
ovary

V0632

wt
ovary
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IP,
reseq

AGO1

GSM609222

ML-DmBG1-
C1
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female
body,
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GSM609225

ML-DmBG3-
C2
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loqs-KO,
40A; loqs-
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rescue/TM3
Â male
total RNA

V034

ML-
DmD16c3
cell

GSM609248

ML-DmD9
cell

GSM609227

CMEW1
Cl.8+
cell
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dcr-
2[G31R]
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total
RNA Â 

GSM379062

Squ
Mutant

GSM272653

KC -48 #1

GSM322338

2-4day
pupae#2

GSM360257

1st
instar #2

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

SRR298712

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

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

GSM609251
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female
head

GSM343833

S2R+ cell

GSM609221
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cell

V078

Desiccation,
female head

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 
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G2
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S3
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ML-
DmBG3-
c2
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Dessication_female_body
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S2-
DRSC
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4H
cell

GSM609224

female,
one day

V073
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DreRFHV148h

V006

r2d2 female:
possibly
heterozygous

GSM609235

CMEL1
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Oxidation,
female
head
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female
head

SRX247213

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

AGO2

GSM609223

male, one
day

GSM361908

s2-48
Biological
Replicate
#2

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR351332

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

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM286604

0-1h #3
(7)

SRR001337

WT_females_beta-
eliminated

SRR031698

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

GSM399101

kc167
cell

GSM286611

6-10h #2
(11)

GSM609217

MLDmD20c5
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Starvation,
female head

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

GSM280084

loqs-/-
ovaries
(18-29nt)

SRR001341

WT_males_non-
beta-
eliminated

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR023402

total RNA
extracted
from NLS-
P19 cells

SRR351333

age: 2-
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= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM609240
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18hr

SRR031696
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small RNAs
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AGO1

SRR010954

Aub trans-
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oxidized
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dsDcr-1
(katsutomo
RNA)

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM379060

SpnE
Heterozygote

.................................................TATTGGTGCGCTCGTATGCAT......................................................................................... 21 0 1 13.00 13 0 0 0 0 0 0 2 1 0 1 2 0 0 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 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

..................................................ATTGGTGCGCTCGTATGCATGTC...................................................................................... 23 0 1 10.00 10 0 0 0 3 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 1 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

.......................................................................................CACATATCTGCGTACATATGT................................................... 21 0 1 9.00 9 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 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 0 0 0 0 0

..................................................ATTGGTGCGCTCGTATGCATGT....................................................................................... 22 0 1 4.00 4 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TATTGGTGCGCTCGTATGCATGTC...................................................................................... 24 0 1 4.00 4 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ATTGGTGCGCTCGTATGCATG........................................................................................ 21 0 1 4.00 4 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TATTGGTGCGCTCGTATGC........................................................................................... 19 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TATTGGTGCGCTCGTATGCATGT....................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TGTACGTACATTGGCGCACGCACT.............................. 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

..................................................ATTGGTGCGCTCGTATGCATGTT...................................................................................... 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

..................................................ATTGGTGCGCTCGTATGCATT........................................................................................ 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

...............................................................................TTTGAAGACACATATCTGCGT........................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................TGCGTAATACCGTCCGTGTATT.......................................................................................................... 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

.................................................TATTGGTGCGCTCGTATGCA.......................................................................................... 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

.................................................TATTGGTGCGCTCGTATGCATG........................................................................................ 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

......................................................................GTCATGGAATTTGAAGACACA.................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

CCGAATCACTGGAAGTAGCGCACGAAAACAGACGCATTATGGCAGGCACATAACCACGCGAGCATACGTACAGTACCTTAAACTTCTGTGTATAGACGCATGTATACATGCATGTAACCGCGTGCGTGAGCTGGTTGAATTGACGAAAGGTTATTCTCA

************************************......(((((((((((..((((((..(((((..((((............)))))))))..))))))..)))))))......))))..***********************************
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...........................................................................................................................GCGTGAGCTGGTTGAATTGAC............... 21 0 1 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

.....................................................................................................................................ATTGAATTGACGAAAGGTT....... 19 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

.........................................................................................................................GTGCGTGAGCTGGTTGAATTG................. 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

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:19758795-19758954 + dme_256 AGGCTTAGTGACCTTCAT-----CGCGTGCTTTT-G------TCTGCGTAATACC--GTCCGTGTATT--GGTGCGCTC--------GTATGCATGTCATGGAATTTGAAGACACATA--------TCTGCG---TACATATGTA--CG-TACA----------------------------TTGGCGCACGCAC--TCGACCAACTTAACTGCTTTCCAATAAGAGT
droSim2 2r:20266862-20267021 + AGGCTTAGTGACCTTCAT-----CGCGTGCTTTT-G------TCTGCGTAATACC--GTCCGTGTATT--GGTGTGCTC--------GTATGCATGTCATGGAATTTGAAGACACATA--------TCTGCG---TACATATGTA--CG-TACA----------------------------TTGGCGCACGCAC--TCGACCAACTTAACTGCTTTCCAATAAGAGT
droSec2 scaffold_9:3050086-3050245 + AGGCTTAGTGACCTTCAT-----CGCGTGCTTTT-G------TCTGCGTAATACC--ATCCGTGTATT--GGTGTGCTC--------GTATGCATGTCATGGAATTTGAAGACACATA--------TCTGCG---TACTTATGTA--CG-TACA----------------------------TTGGCGCACGCAC--TCGACCAACTTAACTGCTTTCCAATAAGAGT
droYak3 2R:19744197-19744356 + AGGCTTAGTGACCTTCAT-----CGCGTGCTTTT-G------TCTGCGTAATACC--GCCCGTGTATT--GGTGCGATC--------GTATGCATGTCATGGAATTTGAAGACACATA--------TCTACG---TTCGAACATA--CG-TACA----------------------------TTGGCGCACGCAC--TCGACCAACTTAACTGCTTTCCAATAAGAGT
droEre2 scaffold_4845:21139221-

21139380 +
AGGCTTAGTGACCTTCAT-----CGCGTGCTTTT-G------TCTGCGTTATACT--GCCCGTGTATT--GGTGCGATC--------GTATGCATGTCATGGAATTTGAAGACACATA--------TCCACG---TACATACATA--CG-TACA----------------------------TTGGCGCACGCAC--TCGACCAACTTAACTGCTTTCCAATAAGAGT

droEug1 scf7180000409464:139098-
139249 +

AGGCTTAGTGACCTTCAT-----CGCGTGCTTTT-G------TCTGCGTTATATACTCCCCGCGTGTTTGTGTGTGATC--------GTATGCATGTCATAAAATTTGAAGACATACA--------TTAGCG---CACGCACACAC---------------------------------------------GCATCGTCGACTAACTTAACTGCTTTCCAATAAGAGT

droBia1 scf7180000302143:1603044-
1603199 -

AGGCTTAGTGACCTTCAT-----CGCGTGCTTTT-G------TCTGCGTAACAGC--CGCCGTGTGTC--TGTGCGATC-----GCCGCATGCATGTCATGAAATTTGAAGACACA-------------GCG---CACGCAC--A--CG-CACA----------------------------CGCACACACGCAT--TGGACCAACTTAACTGCTTTCCAATAAGAGT

droTak1 scf7180000415389:57649-57794
+

AGGCTTAGTGACCTTCAT-----CGCGTGCTTTT-G------TCTGCGTAATACT--CCCCGTGTGTT--TGTGTGATC--------GTATGCATGTCATGAAATTTGAAGACATACA--------TTAGCG---CACGCACACAC---------------------------------------------GCAT--TGGACCAACTTAACTGCTTTCCAATAAGAGT

droEle1 scf7180000491107:1941023-
1941167 +

AGGCTTAGTGACCTTCAT-----CGCGTGCTTTT-G------TCTGCGTAATACT--CTT-GTCC------GTGTGTAT--------GTATGCATGTCATGAAATTTGAAGACACACA--------TTAGCG---CACGCATACAC-----------------------------------------GCACGTAA--CCGACTAACTTAACTGCTTTCCAATAAGAGT

droRho1 scf7180000777217:66651-66792
-

AGGCTTAGTGACCTTCAT-----CGCGTGCTTTT-G------TCTGCGTAATACT--CTCTGTGTGT--------G--A--------GTATGCATGTCATGAAATTTGAAGACACACA--------TTAGCG---TACGCATACAC-----------------------------------------GCACGTAA--CCGACTAACTTAACTGCTTTCCAATAAGAGT

droFic1 scf7180000453858:1504029-
1504161 +

AGGCTTAGTGACCTTCAT-----CGCGTGCTTTT-G------TCTGCGTAATACC--CTTCGACT------GTGTGAT---------GTATGCATGTCATGAAATTTGAAGACATACA--------T--------------------------------------------------------ACACACAAGCAT--TCGACCAACTTAACTGCTTTCCAATAAGAGT

droKik1 scf7180000302355:343451-
343587 +

AGGCTTAGTGACCTTCAT-----CGCGTGCTTTT-G------TCT--------------CTCTGTGTG--AGTGCGATC--------GTATGCATGTCATGAAATTTGAAGACATACA--------TTAACT---CACGCACGCAC-----------------------------------------GCACACA---CCAACTAACTTAACTGCTTTCCAATAAGAGT

droAna3 scaffold_13266:5630421-
5630581 +

AGGCTTAGTGACCTTCAT-----CGAGTGCTTTTTGTCAGCGTCTGCGTAATGT---------GCGTA--TGTATGTATGTATGTATATATGTATGTCATGAAATTTGAAGACACACA--------TTACCACCTCACGCACAC--TT-CTCT------------------------------------ACTC----ACGACCAACTTAACTGCTTTCCAATAAGAGT

droBip1 scf7180000396372:245698-
245845 +

AGGCTTAGTGACCTTCAT-----CGAGTGCTTTT-GTCAGCGTCTGCGTAAT---------GTGCGTA--TGTATGTCT--------GTATGCATGTCATGAAATTTGAAGACACAGA--------CAGACA---CACGCACCGA--TG-TCCA----------------------------A-----------T--GCGACCAACTTAACTGCTTTCCAATAAGAGT

dp5 3:1700233-1700420 + AGGCTTAGTGACCTTCATGGCATGGCGTGCTTTT-G------TCTGCGTAATATTTTGTTTGTGTGTG--TGTGTATTT--------GTATGCATGTCATGAAATTTGAAGACATACT-------------------CGTACACACGT-TCAT-ACCTATGTACAGATATAATCTGTATATAATGGTAGTGGTTG--ACGGCTAACTGAACTGCTTTCCAATAAGAGT
droPer2 scaffold_2:1889287-1889474 + AGGCTTAGTGACCTTCATGGCATGGCGTGCTTTT-G------TCTGCGTAATATTTTGTTTGTGTGTG--TGTGTATTT--------GTATGCATGTCATGAAATTTGAAGACATACT-------------------CGTACACACGT-TCAT-ACCTATGTACAGATATAATCTGTATATAATGGTAGTGGTTG--ACGGCTAACTGAACTGCTTTCCAATAAGAGT
droWil2 scf2_1100000004514:1242604-

1242675 +
AGGCTTAGTGACCTTCAT-----AGCGCGCTTTA-G------TATATATC-TGCT--GAGTGTGTATA--TGTATGCAT--------GTA-----------------------------------------------------------------------------------------------------------------------------------TATGTGT

droVir3 scaffold_12875:11873241-
11873334 +

AGGCTTAGTGACCTTCAT-----AGCGTGCTTAT-A------TGAATGTA------------------------------------------------TTCACACATATACAAATGCCTGAACAGACAGACG---CATGTATAAA----------------------TGTA-TACGT-------------------------------------------ATA-----

droMoj3 scaffold_6496:14990666-
14990696 -

AGGCTTAGTGACCTTCAT-----AGCGTGCTTAT-A------T-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_15245:11719616-
11719653 +

AGGCTTAGTGACCTTCAT-----AGCGTGCTTAT-A------TATATATA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302355:343451-343587
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:5630421-5630581
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396372:245698-245845
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:1700233-1700420
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:1889287-1889474
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004514:1242604-1242675
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:11873241-11873334
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:14990666-14990696
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:11719616-11719653
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CGAAAAAGTTTTACGAGCATCAGGGAAAGGAAGTCAAAGTGGTAGCCAGTGTAAGTTAAATCTATTAAGCTATCAAGATTACGAAGTCTAAATAATTTAATCTTACAGGCCTATAAGAGCTTTGGCACGCGCATTAAAATTGTGAAACGAAAGCTGGA
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......................................................................................TCTAAATAATTTAATCTTACAGT................................................. 23 1 1 16.00 16 0 0 3 1 0 0 2 0 3 0 0 0 0 0 1 0 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 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

......................................................................................TCTAAATAATTTAATCTTACAG.................................................. 22 0 1 10.00 10 0 0 3 5 0 0 0 0 0 0 0 0 0 0 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 0 0 0 0

.....................AGGGAAAGGAAGTCAAAGTGG.................................................................................................................... 21 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............ACGAGCATCAGGGAAAGGAAGTC........................................................................................................................... 23 0 1 4.00 4 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................AGGGAAAGGAAGTCAAAGTGGT................................................................................................................... 22 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................AAAGGAAGTCAAAGTGGTAGCC............................................................................................................... 22 0 1 2.00 2 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

..................................................GTAAGTTAAATCTATTAAGCT....................................................................................... 21 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

......................GGGAAAGGAAGTCAAAGTGG.................................................................................................................... 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......AGTTTTACGAGCATCAGGGAAAGG................................................................................................................................ 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

...............................................................................................................................CGCGCATTAAAATTGTGAAACGAAAGCTG.. 29 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

.....................AGGGAAAGGAAGTCAAAGTGGTAGCC............................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................ATTAAGCTATCAAGATTACGA.......................................................................... 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

......................................................................................TCTAAATAATTTAATCTTACAGA................................................. 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

......................................................................................TCTAAATAATTTAATCTTACA................................................... 21 0 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

............ACGAGCATCAGGGAAAGGA............................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........TTACGAGCATCAGGGAAAGGAAGT............................................................................................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................ATAAGAGCTTTGGCACGCGCATTAAAA................... 27 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

................................................................TTAAGCTATCAAGATTACGAAGTCT..................................................................... 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

......................................................................................TCTAAATAATTTAATCTTACAC.................................................. 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 0 0 0 0 0 0 0 0

........TTTTACGAGCATCAGGGAAAGG................................................................................................................................ 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

..........................................................................................................................................ATTGTGAAACGAAAGCTGGA 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................TCTAAATAATTTAATCTTA..................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................ATCAAGATTACGAAGTCTAAAT................................................................. 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

....................................................................................................................................ATTAAAATTGTGAAACGAAAGCT... 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

..............GAGCATCAGGGAAAGGAAGTC........................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................TCAGGGAAAGGAAGTCGG......................................................................................................................... 18 2 7 0.14 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

Anti-sense strand reads

GCTTTTTCAAAATGCTCGTAGTCCCTTTCCTTCAGTTTCACCATCGGTCACATTCAATTTAGATAATTCGATAGTTCTAATGCTTCAGATTTATTAAATTAGAATGTCCGGATATTCTCGAAACCGTGCGCGTAATTTTAACACTTTGCTTTCGACCT

***************************************************(((((((((((.((((.((((.((........)))).)).)))))))))).))))).**************************************************
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GCTTTTTCAAAATGCTCGTAG......................................................................................................................................... 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:18592069-18592226 + CG15160_in3 CGAAAAAGTTTTACGAGCATCAGGGAAAGGAAGTCAAAGTGGTAGCCAGTGTAAGTTAAAT---CTAT---TAAGC--TATCA-----AGATTA------------CGAAGTCTAA-----------------AT-AA--T--TT-AATCTTACAGGCCTATAAGAGCTTTGGCACGCGCATTAAAATTGTGAAACGAAAGCTGGA
droSim2 2l:18152127-18152284 + CGAAAAAGTTTTACGAGCATCAGGGAAAAGAAGTCAAAGTGGTAGCCAGTGTAAGTTGAAT---CTAT---TAAGC--TATCA-----AGATTA------------CGAAGTCTAA-----------------AT-AA--T--TA-AATCTTACAGGCCTATAAGAGCTTTGGAACGCGCATTAAAATTGTGAAGCGAAAGCTGGA
droSec2 scaffold_7:2217304-2217461 + CGAAAAAGTTTTACGAGCATCAGGGAAAGGAAGTCAAAGTGGTAGCCAGTGTAAGTTGAAT---CTAT---TAAGC--TATCA-----ATATTA------------CAAAGTCTAA-----------------CT-AA--T--TA-AATCTTACAGGCCTATAAGAGCTTTGGTACGCGCATTAAAATTGTGAAACGAAAGCTGGA
droYak3 2R:5109292-5109452 + CGAAAAAGTTTTACGAGCATCAGGGAAAGGAAGTCAAAGTGGTTGCCAGTGTAAGTTAATT---CTAT---TTAGC--CATTC-----TAATTA------------CAAAGCATTA-----------------ACAAA--TGGTT-TATCTTACAGGCCTATAAGAGCTTTGGTACGCGCATTAAAATAGTGAAACGAAAGCTGGA
droEre2 scaffold_4845:5679893-

5680053 -
CGAAAAAGTTTTACGAACATCAGGGAAAGGAAGTCAAAGTGGTCGCCAGCGTAAGTCGTTT---CTAT---TCAGT--CATTC-----AAATTA------------CAAAGCATTT-----------------ACAAA--TGGTT-TATCTTACAGGCCTATAAGAGCTTTGGTACGCGCATTAAAATAGTTAAACGAAAGCTGGA

droEug1 scf7180000409447:540181-
540343 +

CCAAAAAGTTTTACGAGCATCAGAGCAAGGAAGTCAAGGTGGTTGCCAGTGTAAGTAGATA---AAGT---TAAAT--AATAA-----ATATGC------------AGAAGTGTAA-----------------GA-AAAATTATATATTTTTATAGGCCTATAAAAGTTTTGGAACGCGCATAAAAATAGTGAAAAGAAAGTTGGA

droBia1 scf7180000302422:5087941-
5088097 -

CAAAAAAGTTTTACGAACATCAGGGCAAGGAAGTTAAGGTGGTGGCCAGCGTAAGTTTATA---AAAT---GTAGA--AGCG-----------------AGTATA-TGAAGATTAT-----------------AA-TT--A--TC-ACTATTCCAGGCCTATAAAAGTTTCGGCACGCGCATTAAAATAGTAAAAAGGAAGCTGGA

droTak1 scf7180000415867:892321-
892478 +

CAAAAAAGTTCTACGAACACCAGGGCAAAGAAGTCAAGGTGGTGGCCAGTGTAAGTGTATT---ATTT---TTAGT--AATAA-----ATACAA------------AAAGGTCTAA-----------------AA-GA--A--AT-ATTTTTACAGGCCTATAAAAGTTTTGGCACGCGCATTAAAATAGTGAAAAGAAAGTTGGA

droEle1 scf7180000491338:2569722-
2569882 +

CCAAGAAGTTTTACGAGCATCAGGGAAAGGAAGTCAAAGTGGTGGCCAGTGTAGGTTGAAC---TAAT---GGAGT--TGTAT-----AATGTA------------CAAAGTCTAA-----------------GCTCG--TTTCA-TATTTTACAGGCCTATAAAAGCTTTGGCACGCGCATTAAAATCGTAAAAAGAAAGCTGGA

droRho1 scf7180000778026:24920-25082
+

CTAAGAAGTTTTACGAACATCAGGGGAAGGAAGTTAAAGTGGTGGCCAGTGTAAGTTGATC---TAAT---TGAAT--AAAACAC---ATATTT------------AAAAGTCTTA-----------------ACCAA--CTTAA-TAATTTACAGGCCTATAAAAGCTTTGGCACGCGCATCAAAATAGTGAAAAGAAAGCTGGA

droFic1 scf7180000454059:343944-
344102 -

CCAAAAAGTTCTACGAGCACCAGGGAAAGGAAGTCAAAGTGGTGGCCAGTGTAAGTTGATGATAAAGT---ACCTT--TA---------TACCT------------AACATTCTAGAGAACAAT--------------------G-CTTTTTATAGGCCTATAAAAGTTTTGGCACGCGCATTAAAATAGTGAAAAGAAAGCTTGA

droKik1 scf7180000302221:23661-23816
-

CCAAGAAGTTTTACGAACACCAGGGCAAAGAGGTGAAGGTGGTGGCCAGTGTAAGATAAAT---AC----------------------AAA----TTTGAGTTTTAGCTGGATT-T----------ATTTACTT---------TT-GATTTAACAGGCCTACAAGAGCTTCGGCACGCGCATAAAAATCGTAAAGCGAAAGCTGGA

droAna3 scaffold_12916:2495228-
2495384 +

CCAAGAAGTTCTACGAGCACCAAGGGAAAGAAGTGAAAGTGGTGGCAAGTGTAAGTTTTTC---AAAA---ATAAT--TCGG-----------------CTTCTT-CCTGGACTA-----------ATTGGT-----------TA-TCTCCATCAGGCCTATAAGAGCTTCGGAACTAGGATTAAAATTGTTAAAAGAAAGCTAGA

droBip1 scf7180000396430:434523-
434679 +

CTAAGAAGTTTTACGAGCACCAAGGGAAAGAAGTGAAGGTGGTGGCAAGTGTAAGTCTTTC---AATC---TTCAT--ACTG-----------------CTTTTC-ACGGGACTA-----------ATGTGT-----------AT-TCTCCCCCAGGCCTACAAAAGTTTCGGGACTAGGATAAAAATTGTTAAAAGAAAGCTGGA

dp5 4_group3:3803616-3803780 + CTAAAAAGTTTTACGAGCATCAAGGCAGAGAGGTCAAAGTGGTGGCCAGTGTAAGTCCCTA---TAATAAT--GCTGA--T----CGA-------TCTCTCTCTCTGTAGCATT-T----------TTCTGT-----------CA-CTCATCTTAGGCCTATAAAAGTTTCGGCACACGCATAAAGATTGTGAAAAGGAAGCTGGA
droPer2 scaffold_1:5283423-5283587 + CTAAAAAGTTTTACGAGCATCAAGGCAGAGAGGTCAAAGTGGTGGCCAGTGTAAGTCCCTA---TAATAAT--GCTGA--T----CGA-------TCTCTCTCTCTGTAGCATT-T----------TTCTGT-----------CA-CTCATCTTAGGCCTATAAAAGTTTCGGCACACGCATAAAGATTGTGAAAAGGAAGCTGGA
droWil2 scf2_1100000004585:3053640-

3053699 -
CCAAAAAGTTCTACGAACATCAGGGACGAGAAGTTAAAGTGGTGGCGAGTGTAAGTGAAA--------------------------------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_12963:18639337-

18639501 +

CCAAAAAGTTCTACGAGCATCAGGGACGCGAAGTCAAAGTTGTCGCAAGTGTAAGTCCAGC---CGGT---ACTTT--TCTAC-----ACATGCA-----------TTTATTTTCA-----------------TTTTATTTTATGTGCATTTTTAGGCCTACAAAAGCTTTGGCACGCGCATTAAGATAGTCAAACGCAAGCTGGA

droMoj3 scaffold_6500:6015047-
6015215 -

CCAAAAAGTTCTACGAGCATCAGGGCCGAGAGGTTAAAGTTGTGGCAAGCGTAAGTTAATA---CAAT---AAGTT--GATAG-----ATAATA------------AACAATTTAGTTAATAATTATATTTA-----------TA-TTCATTTCAGGCTTATAAAAGTTTTGGCACACGCATTAAGATAGTCAAGCGCAAGCTGGA

droGri2 scaffold_15252:6570096-
6570259 +

CTAAAAAGTTCTACGAGCATCAGGGACGAGAAGTCAAAGTGGTTGCCAGTGTGAGTAGTAG---AGAA-ATTCATG--AAAAAAT---AGATAGA-----------TT--GATTTT--------AACATTC-----------GCT-TTTGTTGTAGGCCTATAAAAGTTTTGGCACACGCATAAAAATTGTGAAACGCAAGCTGGA
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AAAAGCTAAAATTAATTTTTTGTTTTTATTTCCAAGGCGCGCACTGGTGTGTGTGTGTGAGTGTGGGTGGAAAATCGGATTTCGTAAAACGCATTTAATTGTTAACAGCAGCAAAAACGTGTATAATTTACCTGATTTTTCTACATCTCACTTACAGTTAGTAATCAAATTGCACAAAATGCGAAAGAGGAGAGCAGATCAATAATAATAAT
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......................................................................................................................................ATTTTTCTACATCTCACTTACAGT...................................................... 24 0 1 20.00 20 0 0 0 0 3 1 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 2 2 2 1 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 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 0 0 0 0 0
.......................................................................................................................................TTTTTCTACATCTCACTTACAGT...................................................... 23 0 1 18.00 18 0 0 0 0 2 0 0 0 0 0 0 2 0 0 1 0 0 0 0 1 0 0 2 0 1 0 0 1 0 0 0 1 0 0 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 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................................................................AAAATGCGAAAGAGGAGAGCAGATC............ 25 0 1 9.00 9 0 0 0 5 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................................................TGCACAAAATGCGAAAGAGGAGAG.................. 24 0 1 7.00 7 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
.......................................................................................................................................TTTTTCTACATCTCACTTACA........................................................ 21 0 1 7.00 7 0 0 0 0 0 0 1 0 0 2 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................TTTTTCTACATCTCACTTACAG....................................................... 22 0 1 6.00 6 0 0 0 0 0 0 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................................................................GCGAAAGAGGAGAGCAGATCAATA........ 24 0 1 5.00 5 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
.......................................................................................................................................................................AATTGCACAAAATGCGAAAGA........................ 21 0 1 4.00 4 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
........................................................GTGAGTGTGGGTGGAAAATCG....................................................................................................................................... 21 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................................................AAATGCGAAAGAGGAGAGC................. 19 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................ATTTTTCTACATCTCACTTACA........................................................ 22 0 1 3.00 3 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
......................................................................................................................................ATTTTTCTACATCTCACTTACAG....................................................... 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 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
......................................................................................................................................ATTTTTCTACATCTCACTTAC......................................................... 21 0 1 3.00 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................................................................AAAGAGGAGAGCAGATCAAT......... 20 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 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................................................AAATTGCACAAAATGCGAAAGAGG...................... 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 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
...................................................................................................................................................................................TGCGAAAGAGGAGAGCAG............... 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................................................................................................TTGCACAAAATGCGAAAGA........................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................GTGAGTGTGGGTGGAAAATC........................................................................................................................................ 20 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................................................AATTGCACAAAATGCGAAAGAGGA..................... 24 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................................................ATTGCACAAAATGCGAAAGAGG...................... 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 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................................................AATCAAATTGCACAAAATGCGA............................ 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 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................................................ATCAAATTGCACAAAATGCGAAAGA........................ 25 0 1 2.00 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................................................................GCGAAAGAGGAGAGCAGATC............ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................TTTTTCTACATCTCACTTA.......................................................... 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
.................................................................................................................................................................................AATGCGAAAGAGGAGAGC................. 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
...........................ATTTCCAAGGCGCGCACTGGT.................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................................GTTAGTAATCAAATTGCACAA................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................................................................................AGAGCAGATCAATAATAATAAT 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................................................TCAAATTGCACAAAATGCGAAAGA........................ 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
................................................................................................AATTGTTAACAGCAGCAAAAA............................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................................................TCAAATTGCACAAAATGCG............................. 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
.......................................................................................................................................TTTTTCTACATCTCACTTACAGTT..................................................... 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 0 0 0
...........................................................................................................................................................................GCACAAAATGCGAAAGAGGAGAGCAGA.............. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................TTTTTCTACATCTCACTTAC......................................................... 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 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................................................TCAAATTGCACAAAATGCGA............................ 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
...........................................................................................................................................................................GCACAAAATGCGAAAGAGGAG.................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................TGTGTGTGAGTGTGGGTGGAAAATCGG...................................................................................................................................... 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
.......................................................TGTGAGTGTGGGTGGAAAATC........................................................................................................................................ 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
........................................................................AATCGGATTTCGTAAAACGCAT...................................................................................................................... 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
....................................................................GGAAAATCGGATTTCGTAAAA........................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................GTGGAAAATCGGATTTCG................................................................................................................................ 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
......................................................GTGTGAGTGTGGGTGGAAAATCGGAT.................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................................................................GAAAGAGGAGAGCAGATCAAT......... 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
.........................................................................................................................................TTTCTACATCTCACTTACAGT...................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................................................................AAAATGCGAAAGAGGAGAGCAG............... 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
....................................................................................................................................................................................GCGAAAGAGGAGAGCAGAT............. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................GTGAGTGTGGGTGGAAAAT......................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................................................................................CAAATTGCACAAAATGCGAAAGAGG...................... 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
......................................................................................................................................ATTTTTCTACATCTCACTTACAGTT..................................................... 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
..................................................................................................................................................................................ATGCGAAAGAGGAGAGCAG............... 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
.......................................................................................................................................TTTTTCTACATCTCACTTACAC....................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................TGGGTGGAAAATCGGATTTCGTAA............................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................TACCTGATTTTTCTACATCTCACTTACAG....................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................................................ATTGCACAAAATGCGAAAGAGGAGAGCA................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................CAAAAACGTGTATAATTTACC................................................................................ 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
...........................................................................................................GCAGCAAAAACGTGTATAATT.................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................GTTAACAGCAGCAAAAACGT............................................................................................ 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
.................................................................................................................................................................TAATCAAATTGCACAAAATG............................... 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
......................................................................................................................................................................................GAAAGAGGAGAGCAGATCAATAATAAT... 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 0 0 0
..................................................................................................................................................................................ATGCGAAAGAGGAGAGCAGATC............ 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
...............................................................................................................................................................................AAAATGCGAAAGAGGAGAGCAGAT............. 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 0 0
...................................................TGTGTGTGAGTGTGGGTGG.............................................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................ATCGGATTTCGTAAAACGATC...................................................................................................................... 21 3 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................TGTGTGTGTGTGAGTGTGGGTG............................................................................................................................................... 22 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................GTGTGTGTGTGTGAGTGTGGG................................................................................................................................................. 21 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

TTTTCGATTTTAATTAAAAAACAAAAATAAAGGTTCCGCGCGTGACCACACACACACACTCACACCCACCTTTTAGCCTAAAGCATTTTGCGTAAATTAACAATTGTCGTCGTTTTTGCACATATTAAATGGACTAAAAAGATGTAGAGTGAATGTCAATCATTAGTTTAACGTGTTTTACGCTTTCTCCTCTCGTCTAGTTATTATTATTA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRX247213

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

AGO2

GSM609242

s2+48 #2

SRR298536

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

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V073

mbn2

GSM609222

ML-DmBG1-
C1

GSM609238

embryo
14-24hr

GSM609237

ago2[414]
ovary
total RNA

GSM609239

IR- 2-
18hr

GSM272652

S2 -48
Biological
Replicate
#1

SRR065801

zuc_het(H-
Y)_ovaries

SRR317117

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

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V079

Oxidation,
female
head

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

V086

female
body,
aged

V074

S3

V077
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female
head

SRR029633

total
small RNAs
from hen1
homozygous
flies

V085

CME
W2
wing
disc

SRR031692

Total
small
RNAs from
Oregon R

GSM609227

CMEW1
Cl.8+
cell

GSM385748

OSS_s6

SRR031702

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

V091

fGS/OSS
total
Â 

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V136

Male
aged
body

V139

Cold_female_body

GSM609230

CS,ovary,AGO1IP

AGO1

GSM609234

CS Â male
total RNA
Â 

SRR351332

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

GSM609224

female,
one day

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

SRR010951

Ago3
heterozygotes,
oxidized

SRR010953

Aub
heterozygotes,
oxidized

SRR014280

Ovary_rep1_w1118_P

SRR317113

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

GSM609241

s2+48 #1

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

V003

dsDcr-1
(katsutomo
RNA)

V037

Felix
sample
+mirtrons

V038

Felix
sample
S2
only

GSE24545

CS ovary
total
RNA

GSM609217

MLDmD20c5

SRR298712

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

GSM609225

ML-DmBG3-
C2

GSM609229

embryo 2-
6hr

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V126

CME
L1

V135

CME
W2
(wing
disc
line)

V148

mbn2

SRR351333

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

GSM609235

CMEL1

V036

ML-
DmD20c5
cell

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR032092

mock
oxidized

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

V145

S2-
DRSC

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM467730

Dmel_r2d2_sRNAseq

GSM286604

0-1h #3
(7)

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609223

male, one
day

GSM628272

ago2[414]
ovary
total RNA

........................................................CACTCACACCCACCTTTTAGC....................................................................................................................................... 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

............................................................................................................................................................................GTGTTTTACGCTTTCTCC...................... 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

..............................................................................................................................................TGTAGAGTGAATGTCAATCAT................................................. 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

.....................................................................................................................................................TGAATGTCAATCATTAGTTTA.......................................... 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

..........................................................................................................................................AAGATGTAGAGTGAATGTCAA..................................................... 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

..............................................................................................AATTAACAATTGTCGTCGTTTT................................................................................................ 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

.................................................ACACACACACTCACACCC................................................................................................................................................. 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 1 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chrX:4976218-4976429 - sblock177188 AAAAGCTAAAATTAATTTTTTGTTTTTATTTCCA-AGG------CGCGCAC----TGGTGTG--------------T----GT--GTGT------GA--------------------------------GTGT--GGGT-------GGAAAATCGGATTTCGTAAAACGCATTTAAT----------TGTTAACAGCAG------------------CA--------AAA-----ACGTGT--ATAATTTACCTG-ATT----TTTCTACATCTCAC------TTACAGTTAGTAATCA--AATTGCACAAAATG-CG--AAAGAG-----------------------------------------------------------------------GAGAGCAGATCAATAATAATAAT
droSim2 x:4632281-4632494 - AAAAGCTAAAATTAATTTTTTGTTTTTATTTCCA-AGG------CGCGCAC----TGGTGTG--------------T----GTGTGTGT------GA--------------------------------GTGT--GGGT-------GGAAAATCGGATTTCGTAAAACGCATTTAAT----------TGTTAACAGCAG------------------CA--------AAA-----ACGTGT--ATAATTTACCTG-ACT----TTTCTACATCTCAC------TTACAGTTAGTAATCA--AATTGCACAAAATG-CG--AGAGAG-----------------------------------------------------------------------GAGAGCAGATCAATAATAATAAT
droSec2 scaffold_4:1770831-

1771042 +
AAAAGCTAAAATTAATTT-TTGTTTTTATTTCCA-AGG------CGCGCAC----TGGTGTG--------------T----GTGTGTGT------GA--------------------------------GTGT--GGGT-------GGAAAATCGGATTTCGTAAAACGCATTTAAT----------TGTTAACAGCAG------------------C---------AAA-----ACGTGT--ATAATTTACCTG-ACT----TTTTTACATCTCAC------TTACAGTTAATAATCA--AATTGCACAAAATG-CG--AGAGAG-----------------------------------------------------------------------GAGAGCAGATCATTAATAATAAT

droYak3 X:3486239-3486444 + AAAAGCTAAAATTAATTTTTTGTTTTTATTTCCA-AGG------CGCGCTT----GTGTG----------------T----GT--GTGT------GA--------------------------------GTGT--GGGT-------GGAAAATCGGATTTCGTAAAACGCATTTAAT----------TGTTAACAGC------------------------------AAAACTAAGCGCGT--ATAATTTACTTG-ATT----TTTCTAC--ATCAC------TTACAGTTAGTAATCA--AATTGCACAAAATG-GC--AGAGAA-----------------------------------------------------------------------ACGAGCAGATCAATAA---TAAT
droEre2 scaffold_4690:2335752-

2335961 -
AAAAGCTAAAATTAATTTTTTGTTTTTATTTCCA-AGG------CGCGCGC----TTGTGTG--------------T----GT--GTGC------GA--------------------------------GTGT--GGGT-------GGAAAATCGGATTTCGTAAAACGCATTTAAT----------TGTTAACAGCAG------------------CA--------AAA-----ACGTGT--ATAATTTACCTG-ATT----TTTCTAC--ATCCC------TTACAGTTAGTAATCA--AATTGCACAAAATG-CG--AGAGAA-----------------------------------------------------------------------GAGAGCAGATCAATAATAATAAT

droEug1 scf7180000409548:787891-
788102 -

AAAAGCTAAAATTAATTTTTTGTTTTTATTTCCA-AGG------CGCGCGCGTACTTGTGTG--------------T----GT----GC------GT--------------------------------GTGT--GGGT-------GGAAAATACGATTTCGTAAAACGCATTTCAT----------TGTTAAC---------------------------------AAA-----ACGTGTGT-TAATTTACCTAAACT----TTTCTTT--ACCTT------TTACAGTTAGTAATCAAAAATTGCACAAAATG-CG--AGA--------------------------------------------------------------------AGAGATGAGAGCAAATCAATAGTAACAAT

droBia1 scf7180000301760:317140-
317349 -

AAAAGCTAAAATTAATTTTTTGTTTTTATTTCCAAAGG------CGCGCGC----CTGTGTG--------------T----GTGTGTGT------GT--------------------------------GGGT--GGGT-------GGAAAATCCGATTTCGTAAAACGCATTTAAT----------TGTAAGCAACAA------------------CA--------AAA-----ACGTGT--GTAATTTACCTG-CTTC---TTTCCAT--ATCGT------TTACAGTTAGTA------AATTGCACAAACTG-CG--CGAGAT-----------------------------------------------------------------------GAGAGCAAATCAATAATAATAAT

droTak1 scf7180000415352:1030804-
1031017 +

AAAAGCTAAAATTAATTT-TTGTTTTTATTTCCAAAGG------CGCGCGC----CCATGTG--------------T----GC----GT------GT--------------------------------GTGT--GGGT-------GGAAAATCGGATTTCGTAAAACGCATTTAAT----------TGTTAACAACAA------------------CA--------AGA-----ACGTGT--GTAATTTACCTG-ATTTTTTTTTCTCAATTTCCC------TTACAGTTAGTAATCA--AATTGCACAAATCG-CC--AGAGAT-----------------------------------------------------------------------GAGAGCAAATCAATAATAATAAT

droEle1 scf7180000491272:492395-
492596 +

AAAAGCTAAAATTAATTTTTTGTTTTTATTTCCA-AGG------CGCGCGT----ATGTG----------------------------T------GT--------------------------------GTGT--GGGT-------GGAAAATCCGATTTCGTAAAACGCATTTAAT----------TGTTAATAAC------------------------------AAA-----ACGTGGGTGTAATTTACATG-ATT----TTTCTAC--ATTAT------TCACAGTTAGTAAGCA--AACTGCACAAAAAA-CG--CA---------------------------------------------------------------------AAAGATGAAAGCAAATCAATAATAATAAT

droRho1 scf7180000776532:19500-
19699 +

AAAAGCTAAAATTAATTTTTTGTTTTTATTTCCA-AGG------CGCGTGT----TTGTG------------------------------------T--------------------------------GTGT--GGAT-------GAAAAATTCGATTTCGTAAAACGCATTTAAT----------TGTTAACAAC------------------------------AAA-----ACGTGTATGTAATTTACCTG-ATT----TTTCTAC--ATTAT------TTACAGTTAGTAAGCA--AGCTGCACAAAAAA-CA--AA---------------------------------------------------------------------AAAGATGAGAGCAAATCAATAATAATAAT

droFic1 scf7180000454045:81369-
81569 -

AAAAGCTAAAATTAATTTTTTGTTTTTATTTCCA-AGG------CGCGCGC----GTATG----------------------------T------GT--------------------------------GTGT--GGGT-------GGAAAATCCGATTTCGTAGAACGCATTTAAT----------TGTTAACAACAA------------------C---------AAA-----TCGTGT--CTAATTTACCTG-ACT----TTTCTAT--ATCAT------TTTCAGTTAGTAATTA--AATTGCACAAAAAT-CG--AGAGAT-----------------------------------------------------------------------GAGAGCAAATCAATAATAATAAT

droKik1 scf7180000302469:618931-
619189 -

AAAAGCTAAAATTAATTT-TTGTTTTTATTTCCA-ACTAGTTCGTGTGAGT----GTATG----------------T----GT--GTGT------GAGATCTCCTGAATAGGTTTCT------------GTGT--GTGT-------G-------TGATTTCGTAAAACGCATTTAAA--TT------TGTTAATAAA---------------------A--------AAA-----ACGTGT--GTA-TTTAT------------------------C------TTACAGTTAG-AA-CC--AATTGCACAAAATA-TATACCT-ATATATATATATATATATATAGACAAAT------GAAGCAACAA-AGCGGAGAGACGGAG------GACAATTGAGAGCGAATCAATA-----AAT

droAna3 scaffold_13417:338798-
339029 -

AAAAGCTAAAATTAATTTTTTGTTTTTGTTTCG---------------TGT----TGGTGTG----TGTG------T----GTGAGTGTGCGTGAGAG-----------ACGTATGTGTGTGTGTGTGAGTGTGAGTGTGGGAGGAGGAAAAGCGGATTTCGTAAAACGCATTTACTAATT-T----TCTTAAAAATAA------------------CAAAAACAACAAA-----ACGTGT-------------------------------TTCCA------TTACAGTTAGAA--CC--AATTGCACAAAATA-GA--CGA-AT-----------------------------------------------------------------------TAAGGTATGTAAATGGAGGAAAT

droBip1 scf7180000396573:132796-
133010 +

AAAAGCTAAAATTAATTT-TTGTT-TTGTTTCCA-ACT------CGCGCGCGTGTTAGTGC-TAAGTGTGTGTGTGT----------GT------G----------------------TGTGTGTGTGTGTGT--GTGTGGAAAACGGAAAAATGGATTTCGTAAAACGCATTTACTAATTTT----TCTTAAAAATAATAATAAAATCAACAACTACAACAACA--ACA-----ACA--------------TTG-TG-------------TTTCCA------TTACAGTTAGA-A-CC--AATTGCACAAAAT----------------------------------------------------------------------------------------------------------

dp5 XL_group1e:6745424-
6745715 -

AAAAGCTAAAATTAATTTTTTGTTTTTGTTACAT-TCG------CGTGCGT----ATGTGTG--------------T----GTGTATGTGCATGCGAG----------GGGGGATATGCATATTTGTTAATGT--GCTAGG-----------AACGATTCTGTAAAACGAATTTATTATATTATATCTATTAATTAC------------------------------CAATTTAT-----TAAATAATGTGTTTG-TGT----TTTCTTT--TGTATCCAAAATTGCAGT-AG-AATC---AATTGCACAAAAAAGTG--AAGGAG---------------------------AAGCAGAAGCAGCAGCAGCAGAAGGAAGAAGCAACAATAAAAACGAGAGGAAATCAATAATAATAAT

droPer2 scaffold_25:81183-81467 - AAAAGCTAAAATTAATTTTTTGTTTTTGTTACAT-TCG------CGTGCGT----GTATG----------------------------TGTATGCGAG----------GGGGGATATGCATATTTGTTAATGT--GCTAGG-----------AACGATTCTGTAAAACGAATTTATTATAT-----CTATTAATTCC------------------------------CAATTTAT-----TAAATATTGTGTTTG-TGT----TTTCTTT--TGTATCCAAAATTGCAGT-AG-AATC---AATTGCACAAAAAAGTG---GAGAA---------------CACGGAAAGGAGAAGCAGAAGCAGC---AGCAGAAGGAAGAAGCAACAAGAAAAACGAGAGGAAATCAATAATAATAAT
droMoj3 scaffold_6473:8808521-

8808584 +
G------------------------------------G------TGTGTAT----GGGTGTG--------------TGTGTGTGTGTGT------GT--------------------------------GTGT--GCGT--------------GGGGTTTCATTA------ATTAGT----------TGCTAAC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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Flybase annnotation

breakpoint [Dp(1%3BY)BSC88:bk3]; Antisense to intron [dnc-in]; Antisense to intron [dnc-in]; Antisense to intron [dnc-in]; Antisense to intron [dnc-in]; Antisense to intron [dnc-in]; Antisense to intron [dnc-in]; Antisense to intron [dnc-in]; Antisense to intron [dnc-in]
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

GGGAGGGAGGGGGGTGGGCGGGCAGAGGTAGGAGGAGATGTCTGAAGGATCCCCATTCAGTGGAAAACGGGAGCTGAAAATTCAATTTGATTTGATTTGATTTTCGTTCTCGTTTTCGTTTGAATGCACAACAGAAGTAGAGAGGAAGAATAAGATGATATCAAATTAGTTGAAAATG

*********************************************........(((((((..((((((((((((.(((((((.((((......)))).)))))))))))))))))))..))))))).........*******************************************
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V145

S2-
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S2-
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Total small
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reseq

AGO1
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V144
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AGO1
V073
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GM2 cell
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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

GSE24545

CS ovary
total
RNA
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V085

CME
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disc
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GSM609223

male, one
day

V142

Oxidation_female_body

GSM379065

Zuc
Heterozygote

GSM609241

s2+48 #1

SRR010959
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heterozygotes

AGO3

SRR029031

loqs-ORF
knockdown

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR317112

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

SRR317113

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

SRR341115

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

V022

ML-
DmD32
cell

V036
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S3
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Heat_female_body
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fGS/OSS
total
Â 
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(Katsutomo,
whole fly?)

V093

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

SRR351333

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

GSM609217

MLDmD20c5

GSM385744

OSS_s2

GSM609244

KC+48 #2

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR060648

A2_ovaries_FLAG-
Aub

V038

Felix
sample
S2
only

GSM609234

CS Â male
total RNA
Â 

V032

S1
cell

SRR065804
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Y_ovaries

GSM609235

CMEL1

V014

DTT
8h

GSM343833

S2R+ cell

V136

Male
aged
body

V137

Male
aged
head

SRR060643

A2_testes_total

SRR010955

Aub IP in
Ago3
heterozygotes

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR317117

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

GSM609247

heat
female
head

V015

DreRFHV148h

GSM609220

ML-DmD21
cell

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V148

mbn2

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

V135

CME
W2
(wing
disc
line)

V023

Dcr2
female
head

GSM609248

ML-DmD9
cell

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V078

Desiccation,
female head

............................................................TGGAAAACGGGAGCTGAAAATTCA.............................................................................................. 24 0 1 22.00 22 0 0 0 0 0 0 3 0 0 1 5 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 1 0 0 1 0 0 1 1 1 2 1 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

............................................................TGGAAAACGGGAGCTGAAAATTC............................................................................................... 23 0 1 8.00 8 0 0 0 0 0 0 4 0 0 0 1 0 0 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

............................................................TGGAAAACGGGAGCTGAAAATT................................................................................................ 22 0 1 6.00 6 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................ATTTTCGTTCTCGTTTTCGTT.......................................................... 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 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

..................................................................................................GATTTTCGTTCTCGTTTTCGTT.......................................................... 22 0 1 2.00 2 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

............................................................TGGAAAACGGGAGCTGAAAATTCAA............................................................................................. 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

.......................................................TTCAGTGGAAAACGGGAGCTGAAAA.................................................................................................. 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

...........................................................................................TTGATTTGATTTTCGTTCTC................................................................... 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

..................................................................................................GATTTTCGTTCTCGTTTTCGT........................................................... 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

............................................................TGGAAAACGGGAGCTGAAAATTCAAA............................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................CATTCAGTGGAAAACGGGAGC........................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................ATTTTCGTTCTCGTTTTCGTTT......................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................GGAAAACGGGAGCTGAAAA.................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

CCCTCCCTCCCCCCACCCGCCCGTCTCCATCCTCCTCTACAGACTTCCTAGGGGTAAGTCACCTTTTGCCCTCGACTTTTAAGTTAAACTAAACTAAACTAAAAGCAAGAGCAAAAGCAAACTTACGTGTTGTCTTCATCTCTCCTTCTTATTCTACTATAGTTTAATCAACTTTTAC

*******************************************........(((((((..((((((((((((.(((((((.((((......)))).)))))))))))))))))))..))))))).........*********************************************
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V145

S2-
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V008

S2-
DRSC

GSM609222

ML-DmBG1-
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GSM1528798

follicle
cells

GSM385821

OSS_s7

GSM385748

OSS_s6

GSM385822

OSS_s8

GSM609218

Sg4

GSM467729

Dmel_wt_sRNAseq

SRR298536

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

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

SRR001664

homozygous_dcr-
2_untreated

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM385744

OSS_s2

SRR001348

ago2_oxidized

SRR001349

heterozygous_dcr-
2_untreated

GSM609217

MLDmD20c5

V074

S3

GSM609225

ML-DmBG3-
C2

SRR317114

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

V133

Sg4

SRX247213

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

AGO2

GSM467730

Dmel_r2d2_sRNAseq

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR298712

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

GSM399100

Kc167
cell

GSM628272

ago2[414]
ovary
total RNA

V144

OSC

V147

1182-
4H
cell

V073

mbn2

SRR001347

ago2_untreated

SRR065802

Piwi-
IP_zuc_mut_ovaries

V091

fGS/OSS
total
Â 

SRR031692

Total
small
RNAs from
Oregon R

GSM399110

KC-48 #2

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR032093

ago1
knockdown

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR065155

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

V146

S1
cell

V015

DreRFHV148h

SRR031700

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

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM609220

ML-DmD21
cell

V034

ML-
DmD16c3
cell

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609238

embryo
14-24hr

V023

Dcr2
female
head

SRR010953

Aub
heterozygotes,
oxidized

GSM609251

aged
female
head

V086

female
body,
aged

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V022

ML-
DmD32
cell

GSM371638

S2-NP

GSM609229

embryo 2-
6hr

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609221

1182-4H
cell

V129

ML-
DmBG1-
c1

SRR031702

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

V032

S1
cell

SRR001338

IR_non-
beta-
eliminated

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

SRR351333

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

GSM399101

kc167
cell

GSM609224

female,
one day

................................................TAGGGGTAAGTCACCTTTTGCCCT.......................................................................................................... 24 0 1 5.00 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

...................................................................GCCCTCGACTTTTAAGTTAAACTAAACT................................................................................... 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

..................................................................................................CTAAAAGCAAGAGCAAAAGCAAA......................................................... 23 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

.......................................................................................................AGCAAGAGCAAAAGCAAACTTACGTGT................................................ 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

...........................................................CACCTTTTGCCCTCGACTTTT.................................................................................................. 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

........................................................................CGACTTTTAAGTTAAACTAAACTAAACT.............................................................................. 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

..................................................................TGCCCTCGACTTTTAAGTTAAACT........................................................................................ 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

.........CCCCCACCCGCCCGTCTCCATCCTCC............................................................................................................................................... 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

....................................CTACAGACTTCCTAGGGGTAAGTCACCTT................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................AAACTAAACTAAAAGCAAGAGCAAAAG............................................................. 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

................................................................................................................................GTTGTCTTCATCTCTCCTTCTTAT.......................... 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

................................................................TTTGCCCTCGACTTTTAAGTTAAACT........................................................................................ 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

............................................................................................................................ACGTGTTGTCTTCATCTCTCCTTCTT............................ 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

..................................................................................................................................TGTCTTCATCTCTCCTTCTTATTCTA...................... 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

.................................................................................................ACTAAAAGCAAGAGCAAAAGCAA.......................................................... 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

..................................................................................................................................TGTCTTCATCTCTCCTTCTTA........................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................AAGCAAGAGCAAAAGCAAACTTACG................................................... 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

.....................................................................................................................CAAACTTACGTGTTGTCTTCATCTCTCCT................................ 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 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................AAAAGCAAACTTACGTGTTGTCTTCATC...................................... 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

........................................AGACTTCCTAGGGGTAAG........................................................................................................................ 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

..........................................................TCACCTTTTGCCCTCGACTTTTAAGT.............................................................................................. 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

...............................................................................................AAACTAAAAGCAAGAGCAAAAGCAAACT....................................................... 28 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

.......................TCTCCATCCTCCTCTACAGACTTCCT................................................................................................................................. 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

.........................................................................GACTTTTAAGTTAAACTAAACTAAACT.............................................................................. 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

...............................................................................................AAACTAAAAGCAAGAGCAAAAGCAAA......................................................... 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

........................................................................................................GCAAGAGCAAAAGCAAACTTACGTGT................................................ 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

.................................................................................AGTTAAACTAAACTAAACTAAAAGCAAG..................................................................... 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

......................................................................................................AAGCAAGAGCAAAAGCAAACTTACGTGT................................................ 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

.........CCCCCACCCGCCCGTCTCCA..................................................................................................................................................... 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

..........................................................................................AAACTAAACTAAAAGCAAGAGCAAAAGCAA.......................................................... 30 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

....................................CTACAGACTTCCTAGGGGTAAGTCAC.................................................................................................................... 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

..............................................................................................................................GTGTTGTCTTCATCTCTCCTTCTT............................ 24 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

.....CCTCCCCCCACCCGCCCGTC......................................................................................................................................................... 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

.....................................TACAGACTTCCTAGGGGTA.......................................................................................................................... 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

.............................................................................................................AGCAAAAGCAAACTTACGTGTTGTCTT.......................................... 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chrX:3190635-3190812 - sblock175500 GGGAGGGAGGGGGGT-------------------------------------------------------------GGGCGG-------------------------------------------GCAGAGGTAGGAGGAGA----------------------------TG------------------------TCTGAAGGATCCCCATT----CAGTGG-AAAACGGGAGCTGAAAATTCAATTTGATTTGATTTGATTTTCGTTCTCGTTT------TCGTTTGAATGCACAACAGAA-------GTA----------------------------------------------G------AGAGG--AAG------AATAAGATGATATCAA-ATTAGTTGAA-------AATG
droSim2 x:2944114-2944294 - GCGAGCGACGGGGGGCAG----GG---GGAGG-----A-G----------------------------GAGGGAGG----------------------------AGGAGG-------------------------------A----------------------------GG------------------------TCTGAAGGATCC-CATT----CAGTGG-AAAACGGGAGCTGAAAATTCAATTTGATTTGATTTGATTTTCGTTCTCGTTT------TCGTTTGAATGCACAACAGAA-------GCA----------------------------------------------G------AGAGG--AAG------AATAAGATGATATCAA-ATTAGTTGAA-------AAGG
droSec2 scaffold_10:2897208-2897392

-
GAGATGC------GGATTGAGCGAGCG---AC-GAG-A-GGCA-----------GGGG-----------TAGGA-------------------------------GGGGG-------------------------------A----------------------------GG------------------------TCTGAAGGATCC-CATT----CAGTGG-AAAACGGGAGCTGAAAATTCAATTTGATTTGATTTGATTTTCGTTCTCGTTT------TCGTTTGAATGCACAACAGAA-------GCA----------------------------------------------G------AGAGG--AAG------AATAAGATGATATCAA-ATTAGTTGAA-------AAAG

droYak3 X:5192466-5192664 + AAGAGGGA--TGGGGATT----GAGCG--GAA-----A-A-GAGCGAAAAGTGGGCGG-----------------------------------------------------------------------------------------------------------------------------TGGGCGGATGGCGTCTGAAGGATCC-CATT----CAGTGG-AAAACGGGAGCTGAAAATTCAATTTGATTTGATTTGATTTTCGTTCTCGTTT------TCGTTTGAATGCACAACTGAA-------GTG----------------------------------------------G------AGAAG--AAG------AATAAGATGATATCAA-ATTAGTTGAATAAGGCAATA-
droEre2 scaffold_4690:600436-600609

-
GAGGGAGAGAGAGAT-------------------------------------------------------------GGGGGT-------------------------------------------GCGGGTGCGGGG---GG----------------------------TT------------------------TCTGAAGGATCC-CATT----CAGTGG-AAAACGGTAGCTGAAAATTCAATTTGATTTGATTTGATTTTCGTTCTCGTTT------TCGTTTGAATGCACAACAGAA-------GTA----------------------------------------------G------AGAAG--AAG------AATAAGATGATATCAA-ATTAGTTGAA-------AAGG

droEug1 scf7180000408825:57336-
57517 +

AAACCAGAGACGGGTATACATAGG---TCGAA-----A-A-GA-----------------------ACGAAGGAGA----------------------------GAGAGA------------------------------GG----------------------------AG------------------------TCTGAGGGATCC-CATT----CAGTGG-AAAACGGGAGCGGAAAATTCAATTTGATTTGATTTGATTTTCGTTCTCGTTT------TCGTTTGAATGCACAACAGGA-------GCC----------------------------------------------G----------------------AAGAAGATGATATCAA-ATTAGTTGAA-------ATAG

droBia1 scf7180000302126:2018188-
2018375 +

GAAAATGAGACGGGTATA----GG---GTCTG-----T-G----------------------------GAAAGAGA----------------------------GGGCGA-------------------------------C----------------------------AG------------------------TCTGAAGGATCC-CATT----CAGTGG-AAAACGAGAGCTGAAAATTCAATTTGATTTGATTTGATTTTCGTTCTCGTTT------TCGTTTGAATGCACAGCAGGA-------GAGG-CC------------------------------------------GAGG---A--AG--AAG---AGCCAGAAGATGATATCAA-ATTAGTTGAA-------ATAG

droTak1 scf7180000415360:135814-
135999 -

GGAAAAGAGATGGCGATA----GG---AT---GGGGAAAC-GG-----------------------AAGAAAGAGA----------------------------GGGCGA-------------------------------G----------------------------AG------------------------TCTGAAGGATCC-CATT----CAGTGG-AAAACGAGAGCTGAAAATTCAATTTGATTTGATTTGATTTTCGTTCTCGTTT------TCGTTTGAATGCACAACAGGA-------GTG----------------------------------------------G------A--AG--AAG------AGCAAGATGATATCAA-ATTAGTTGAA-------ATAG

droEle1 scf7180000490996:368015-
368200 -

AAAAAAGAGGGGAGTATA----GG---GCTAA-----A-A----------------------------GAATGAGA----------------------------TGGAGA-------------------------------G----------------------------AG------------------------TCTAAAGGATCC-CATT----CAGTGG-AAAACGGGAGCTGAAAATTCAATTTGATTTGATTTGATTTTCGTTCTCGTTT------TCGTTTGAACGCACAACAGGA-------GTA----------------------------------------------G------AA--GG-AAGAGCAAAAAGAAGATGATATCAA-ATTAGTTGAG-------ATAG

droRho1 scf7180000779337:387391-
387570 -

AAAAGAGA--CGGGTATA----GG---GTGAA-----A-A----------------------------GAAAGAGA----------------------------GGGAGG-------------------------------G----------------------------AG------------------------TCTGAAGGATCC-CATT----CAGTGG-AAAACGGGAGCTGAAAATTCAATTTGATTTGATTTGATTTTCGTTCTCGTTT------TCGTTTGAATGCACAACAGGA-------GTG----------------------------------------------G------AA--G--CAG---AGCAATAAGATGATATCAA-ATTAGTTGGA-------ATAG

droFic1 scf7180000454072:117108-
117281 +

AATATA----TGGGAATA----GG---GCCAT-----G-G----------------------------GAAAGATG----------------------------GGTAGG-------------------------------C----------------------------AG------------------------TCTGAAGGATCC-CATT----CAGTTG-AAAACGAGAGCTGAAAATTTAATTTGATTCAATTTGATTTTCGTTCTCGTTT------TCGTCTGAGTGCGCAGGAGA--------GTA----------------------------------------------G------AA--A--C---GCAGGAAGAAGATTATATCAA-ATTAGTTGAA-------A---

droKik1 scf7180000302344:1160367-
1160609 +

CAGGGGGGGGGGCGT-------------------------------------------------------------GGGGGTCATTGGGATGAAGGAAAAAGAAGGGCAATAGTCTGAGTCTGAGCCTGAG-------------CTTGAAGGA---------------------------------------------TGAAGGATCC-CAAAGTGGGAGTGG-AAAACGGTAGCTGAAAATTCAATTTGATTTGATTTGATTTTCGTTCTCGTTT------TCGTTTGAATGCACAACAGAA-------AAAGGAAAGAGGATGAGCAAGTA-----------------------------TAAGAA--GGA----GACACTAAGAAATGATATCGA-ATTAGTTGAA-------ATAG

droAna3 scaffold_12613:204186-
204381 +

GCGACAGAGATAGCC--TGTTA-G---TT---GGAGAA---------------------------------AGGGA----------------------------------------------------------------------------AAGGGCATTATGGCAGAAAGTCTAAAGAAAGTGGG--------------CGGAGCG-C---------GTAGAAAACCGGGAGCTGAAAATTCAATTTGATTTGATTTGATTTTCGTTCTCGTTT------TCGTTTGAATGCACAACACAA-------CAC----------------------------------------------G------ACAAA--AAA------TAAAAAAAAAAAT-AA-AAAAAATGAA-------AATG

droBip1 scf7180000395457:25489-
25742 +

ACGAGAGAGATAGCT--GGATA-G---AT---G-----------------------------------GAGCAGGA----------------------------GGGAGT-------------------------------TAGTTTAGAGAAAGGGAAATAT-ACAGA-AATCTAAAGAAAGTGGG--------------CGGGTCG-C---------GTAGAAAACCGGGAGCTGAAAATTCAATTTGATTTGATTTGATTTTCGTTCTCGTTT------TCGTTTGAATGCACAGCACAA-------AAAATAAAAATAAATAGAAA-TAAAGAGAGGACTAAGGGTAGTAAGATGG------AG---------ACACTAAAGAAATGATATTAA-ATTAGTTGAA-------ATAG

dp5 XL_group1e:2721877-2722110
-

GGGACGT------GTGTTCAATGAGCG---AA-----A-GGCG-----------CAGATAGAGAGGGAGAGAGAGA----------------------------GAGAGA-------------------------------GGGCTTGAAGAACGAGGCGAGG-ACAGG-ACGGGACAGTAAG----------------------TCC-CAG---------GC-CAGGCTCCTGTTGTAAATTCAATTTGATTTGATTTGATTTTCGTTCTCGTTTTCGTTTTCGTTTGAATGCACAGCACAA-------CACAGAAACTT--------------------------------------G------AAAAA--CAG------AAAAAGAGGAGCACAACACAAAGTGGA-------AGTG

droPer2 scaffold_18:1621798-1621843
-

GGGACGTG------TGTTCAATGA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCGAAAGGC-------GCA----------------------------------------------G------ATAGA--GAG------GAAGAGA-------------------------------

droWil2 scf2_1100000004401:1033731-
1033846 -

--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAAAATTCAATTTGATTTGATTTGATTTTCCTTCTCGTTT------TCGTTTGAATGCACAGTAGAA-------TACAGCAGAGTAAAGAA-----------------------------------AAA-----C-------CAGTGCCAGAATGATATCAA-ATTAGTTGAA-------ATAG

droVir3 scaffold_12726:617533-
617648 -

-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCTGAAAATTCAATTTGATTTGATTTGATTTTCGTTCTCGTTT------TCGTTTGAATGCACACCAGAAGCAGCAG---------------------CA-----------------------------GCAGCA--GCA----GCAGCAAAGAAATGATATCAA-ATTAGTTGAA-------ATA-

droMoj3 scaffold_6308:2332553-
2332667 -

-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCTGAAAATTCAATTTGATTTGATTTGATTTTCGTTCTCGTTT------TCGTTTGAATGCACACCAACG---GCAG-AAG-----------------G------------------------------ACAGAA--GCA----GCGGCAAAGAAATGATATCAA-ATTAGTTGAA-------ATA-

droGri2 scaffold_14853:4367060-
4367181 -

-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCTGAAAATTCAATTTGATTTGATTTGATTTTCGTTCTCGTTTTCGTTTTCGTTTGAATGCACACAAGAGACGACAG---------------------CA-----------------------------ACAGCA--GCA----GCAGCAAAGAAATGATATCAA-ATTAGTTGAA-------ATA-
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302344:1160367-1160609
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12613:204186-204381
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395457:25489-25742
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:2721877-2722110
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_18:1621798-1621843
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004401:1033731-1033846
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12726:617533-617648
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6308:2332553-2332667
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:4367060-4367181


ID:

dme_417

Coordinate:

chrUextra:23850148-23850247 +

Confidence:

confident

Class:

Canonical miRNA

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

mature

1. chrUextra:10366810-10366831 +
2. chrUextra:11021591-11021612 +
3. chrUextra:11496178-11496199 +
4. chrUextra:12748480-12748501 +
5. chrUextra:16660167-16660188 +
6. chrUextra:17870218-17870239 +
7. chrUextra:18558340-18558361 +
8. chrUextra:19173362-19173383 +
9. chrUextra:20080994-20081015 +

10. chrUextra:20790792-20790813 +
11. chrUextra:22361522-22361543 +
12. chrUextra:22527667-22527688 +
13. chrUextra:22552019-22552040 +
14. chrUextra:25489240-25489261 +
15. chrUextra:25929972-25929993 +
16. chrUextra:27606586-27606607 +
17. chrUextra:27627165-27627186 +
18. chrUextra:27811308-27811329 +
19. chrU:6961924-6961945 +
20. chrU:10029382-10029403 +
21. dme_5  chrUextra:3788894-3788915 +
22. chrUextra:9865075-9865096 +
23. chrUextra:11376665-11376686 +
24. chrUextra:13483256-13483277 +
25. chrUextra:16292382-16292403 +
26. chrUextra:17493315-17493336 +
27. chrUextra:17802561-17802582 +
28. chrUextra:18377087-18377108 +
29. chrUextra:18463262-18463283 +
30. chrUextra:19641960-19641981 +
31. chrUextra:20281050-20281071 +
32. chrUextra:21863919-21863940 +
33. chrUextra:23528302-23528323 +
34. chrUextra:24332053-24332074 +
35. chrUextra:24739215-24739236 +
36. chrUextra:25662880-25662901 +
37. chrUextra:27062106-27062127 +
38. chrUextra:27995822-27995843 +
39. chrUextra:28569697-28569718 +
40. chrU:10003944-10003965 +
41. chrUextra:1486215-1486236 -
42. chrUextra:3125716-3125737 -
43. chrUextra:9741508-9741529 -
44. chrUextra:9852770-9852791 -
45. chrUextra:11692614-11692635 -
46. chrUextra:11886090-11886111 -
47. chrUextra:11993868-11993889 -
48. chrUextra:12553381-12553402 -
49. chrUextra:14024866-14024887 -
50. chrUextra:14743519-14743540 -
51. chrUextra:15046618-15046639 -
52. chrUextra:16888344-16888365 -
53. chrUextra:17735091-17735112 -
54. chrUextra:18563928-18563949 -
55. chrUextra:18875992-18876013 -
56. chrUextra:21714508-21714529 -
57. chrUextra:21839741-21839762 -
58. chrUextra:24669316-24669337 -
59. chrUextra:27257732-27257753 -
60. chrUextra:27507563-27507584 -
61. chrUextra:7423840-7423861 -
62. chrUextra:11084840-11084861 -
63. chrUextra:11625069-11625090 -
64. chrUextra:13553198-13553219 -
65. chrUextra:14603996-14604017 -
66. chrUextra:14964755-14964776 -
67. chrUextra:16004917-16004938 -
68. chrUextra:16662496-16662517 -
69. chrUextra:17349613-17349634 -
70. chrUextra:18952224-18952245 -
71. chrUextra:19210220-19210241 -
72. chrUextra:19620125-19620146 -
73. chrUextra:19815425-19815446 -
74. chrUextra:20639780-20639801 -
75. chrUextra:21822627-21822648 -
76. chrUextra:22503643-22503664 -
77. chrUextra:23355169-23355190 -
78. chrUextra:25438464-25438485 -
79. chrUextra:25827114-25827135 -
80. chrUextra:26189310-26189331 -
81. chrUextra:9022344-9022365 +
82. chrUextra:10345764-10345785 +
83. chrUextra:10357027-10357048 +
84. chrUextra:11932787-11932808 +
85. chrUextra:12697142-12697163 +
86. chrUextra:13585091-13585112 +
87. chrUextra:13593266-13593287 +
88. chrUextra:13719006-13719027 +
89. chrUextra:13946874-13946895 +
90. chrUextra:14418127-14418148 +
91. chrUextra:15074633-15074654 +
92. chrUextra:15935567-15935588 +
93. chrUextra:17735901-17735922 +
94. chrUextra:19814443-19814464 +
95. chrUextra:20903432-20903453 +
96. chrUextra:21220669-21220690 +
97. chrUextra:22086906-22086927 +
98. chrUextra:23615255-23615276 +
99. chrUextra:25903589-25903610 +

100. chrUextra:27916177-27916198 +
101. chrUextra:659134-659155 -
102. dme_7  chrUextra:7371345-7371366 -
103. chrUextra:7747415-7747436 -
104. chrUextra:10450893-10450914 -
105. chrUextra:11617947-11617968 -
106. chrUextra:15532029-15532050 -
107. chrUextra:18224427-18224448 -
108. chrUextra:19366272-19366293 -
109. chrUextra:20102732-20102753 -
110. chrUextra:23648754-23648775 -
111. chrUextra:23894716-23894737 -
112. chrUextra:24439118-24439139 -
113. chrUextra:27260547-27260568 -
114. chrUextra:27508074-27508095 -
115. chrUextra:27615245-27615266 -
116. chrUextra:28564867-28564888 -
117. chrU:3653662-3653683 -
118. chrU:3924266-3924287 -
119. chrU:3924743-3924764 -
120. chrU:9116124-9116145 -
121. chrUextra:4356459-4356480 +
122. chrUextra:9839385-9839406 +
123. chrUextra:10782889-10782910 +
124. chrUextra:14218493-14218514 +
125. chrUextra:14601346-14601367 +
126. chrUextra:15023598-15023619 +
127. chrUextra:15345465-15345486 +
128. chrUextra:19188414-19188435 +
129. chrUextra:19448569-19448590 +
130. chrUextra:19630163-19630184 +
131. chrUextra:19831317-19831338 +
132. chrUextra:21649504-21649525 +
133. chrUextra:22799556-22799577 +
134. chrUextra:24237208-24237229 +
135. chrUextra:25036415-25036436 +
136. chrUextra:27417524-27417545 +
137. dme_417  chrUextra:23850168-23850189 +
138. chrUextra:27423321-27423342 +
139. chrUextra:27707091-27707112 +
140. chrU:3557088-3557109 +
141. chrUextra:9530567-9530588 -
142. chrUextra:11357591-11357612 -
143. chrUextra:12016200-12016221 -
144. chrUextra:14368312-14368333 -
145. chrUextra:15027719-15027740 -
146. chrUextra:15535806-15535827 -
147. dme_455  chrUextra:18133079-18133100 -
148. chrUextra:18401755-18401776 -
149. chrUextra:19122712-19122733 -
150. chrUextra:20055478-20055499 -
151. chrUextra:21352403-21352424 -
152. chrUextra:21668192-21668213 -
153. chrUextra:24302764-24302785 -
154. chrUextra:24974447-24974468 -
155. chrU:9488552-9488573 -
156. chrUextra:19017680-19017701 -
157. chrUextra:19315027-19315048 -
158. chrUextra:20607956-20607977 -
159. chrUextra:22320810-22320831 -
160. chrU:9461158-9461179 -
161. chrUextra:10020732-10020753 +
162. chrUextra:12057326-12057347 +
163. chrUextra:12999680-12999701 +
164. chrUextra:17907862-17907883 +
165. chrUextra:19304813-19304834 +
166. chrUextra:4078872-4078893 +
167. chrUextra:13930304-13930325 +
168. chrUextra:19373418-19373439 +
169. chrUextra:12715051-12715072 +
170. chrUextra:13734797-13734818 +
171. chrUextra:14261257-14261278 +
172. chrXHet:183984-184005 +
173. chrXHet:192613-192634 +
174. chrU:9401428-9401449 +
175. chrUextra:6418525-6418546 -
176. chrUextra:8461571-8461592 -
177. chrUextra:12580044-12580065 -
178. chrUextra:12851602-12851623 -
179. chrUextra:15705494-15705515 -
180. chrUextra:16210496-16210517 -
181. chrUextra:17042732-17042753 -
182. chrUextra:17557143-17557164 -
183. chrUextra:18955636-18955657 -
184. chrUextra:19096661-19096682 -
185. chrUextra:19275772-19275793 -
186. chrUextra:19327822-19327843 -
187. chrUextra:20156794-20156815 -
188. chrUextra:20474183-20474204 -
189. chrUextra:20718456-20718477 -
190. chrUextra:22722321-22722342 -
191. chrUextra:23491400-23491421 -
192. chrUextra:23777940-23777961 -
193. chrUextra:25183609-25183630 -
194. chrUextra:27983922-27983943 -
195. chrUextra:21469829-21469850 -
196. chrUextra:12604049-12604070 -
197. chrUextra:15822092-15822113 -
198. chrUextra:13748135-13748156 -
199. chrUextra:13768525-13768546 -
200. chrUextra:16030395-16030416 -
201. chrUextra:17964640-17964661 -
202. chrUextra:21228334-21228355 -
203. chrUextra:21395544-21395565 -
204. chrUextra:23351533-23351554 -
205. chrUextra:24429608-24429629 -
206. chrUextra:24582760-24582781 -
207. chrUextra:26356250-26356271 -
208. chrUextra:26457418-26457439 -
209. chrUextra:27871856-27871877 -
210. chrUextra:28109746-28109767 -
211. chrUextra:28238512-28238533 -
212. chrU:9844580-9844601 -

star

1. chrUextra:9022377-9022400 +
2. chrUextra:10345797-10345820 +
3. chrUextra:10357060-10357083 +
4. chrUextra:10782922-10782945 +
5. chrUextra:11932820-11932843 +
6. chrUextra:12697175-12697198 +
7. chrUextra:13585124-13585147 +
8. chrUextra:13593299-13593322 +
9. chrUextra:13719039-13719062 +

10. chrUextra:13946907-13946930 +
11. chrUextra:14418160-14418183 +
12. chrUextra:15935600-15935623 +
13. chrUextra:17735934-17735957 +
14. chrUextra:19814476-19814499 +
15. chrUextra:19831350-19831373 +
16. chrUextra:20903465-20903488 +
17. chrUextra:21649537-21649560 +
18. chrUextra:23615288-23615311 +
19. chrUextra:25903622-25903645 +
20. chrU:9401461-9401484 +
21. chrUextra:10020765-10020788 +
22. chrUextra:11376698-11376721 +
23. chrUextra:12057359-12057382 +
24. chrUextra:12999713-12999736 +
25. chrUextra:17493348-17493371 +
26. chrUextra:17907895-17907918 +
27. chrUextra:18463295-18463318 +
28. chrUextra:19304846-19304869 +
29. chrUextra:19641993-19642016 +
30. chrUextra:23528335-23528358 +
31. chrUextra:25662913-25662936 +
32. chrUextra:4356492-4356515 +
33. chrUextra:9839418-9839441 +
34. chrUextra:14218526-14218549 +
35. chrUextra:15023631-15023654 +
36. chrUextra:15345498-15345521 +
37. chrUextra:19188447-19188470 +
38. chrUextra:19448602-19448625 +
39. chrUextra:19630196-19630219 +
40. chrUextra:20081027-20081050 +
41. chrUextra:22799589-22799612 +
42. chrUextra:24237241-24237264 +
43. chrUextra:25036448-25036471 +
44. chrUextra:27417557-27417580 +
45. chrUextra:27606619-27606642 +
46. chrUextra:10366843-10366866 +
47. chrUextra:11021624-11021647 +
48. chrUextra:11496211-11496234 +
49. chrUextra:12715084-12715107 +
50. chrUextra:12748513-12748536 +
51. chrUextra:13734830-13734853 +
52. chrUextra:13930337-13930360 +
53. chrUextra:14261290-14261313 +
54. chrUextra:16660200-16660223 +
55. chrUextra:17870251-17870274 +
56. chrUextra:18558373-18558396 +
57. chrUextra:19173395-19173418 +
58. chrUextra:19373451-19373474 +
59. chrUextra:20790825-20790848 +
60. chrUextra:22361555-22361578 +
61. chrUextra:22527700-22527723 +
62. chrUextra:22552052-22552075 +
63. chrUextra:25489273-25489296 +
64. chrUextra:27627198-27627221 +
65. chrUextra:27811341-27811364 +
66. dme_5  chrUextra:3788928-3788951 +
67. chrUextra:11086391-11086414 +
68. chrUextra:13483289-13483312 +
69. chrUextra:16292415-16292438 +
70. chrUextra:16382699-16382722 +
71. chrUextra:17802594-17802617 +
72. chrUextra:18377120-18377143 +
73. chrUextra:20281083-20281106 +
74. chrUextra:21863952-21863975 +
75. dme_417  chrUextra:23850201-23850224 +
76. chrUextra:27062139-27062162 +
77. chrUextra:27707124-27707147 +
78. chrUextra:27995855-27995878 +
79. chrUextra:28338951-28338974 +
80. chrUextra:28710835-28710858 +
81. chrU:10029415-10029438 +
82. chrXHet:184017-184040 +
83. chrUextra:24332086-24332109 +
84. chrU:10003977-10004000 +
85. chrU:6961957-6961980 +
86. chrUextra:3125681-3125704 -
87. chrUextra:7423805-7423828 -
88. chrUextra:9741473-9741496 -
89. chrUextra:11692579-11692602 -
90. chrUextra:11886055-11886078 -
91. chrUextra:11993833-11993856 -
92. chrUextra:12553346-12553369 -
93. chrUextra:14024831-14024854 -
94. chrUextra:14743484-14743507 -
95. chrUextra:15046583-15046606 -
96. chrUextra:16662461-16662484 -
97. chrUextra:16888309-16888332 -
98. chrUextra:17735056-17735079 -
99. chrUextra:18563893-18563916 -

100. chrUextra:18875957-18875980 -
101. chrUextra:19620090-19620113 -
102. chrUextra:21469794-21469817 -
103. chrUextra:21714473-21714496 -
104. chrUextra:23355134-23355157 -
105. chrUextra:27257697-27257720 -
106. chrUextra:13748100-13748123 -
107. chrUextra:13793555-13793578 -
108. chrUextra:17964605-17964628 -
109. chrUextra:18224392-18224415 -
110. chrUextra:19122676-19122699 -
111. dme_208  chrUextra:20190059-20190082 -
112. chrUextra:21395509-21395532 -
113. chrUextra:23351498-23351521 -
114. chrUextra:23894681-23894704 -
115. chrUextra:24132575-24132598 -
116. chrUextra:24429573-24429596 -
117. chrUextra:24582725-24582748 -
118. chrUextra:26356215-26356238 -
119. chrUextra:26457383-26457406 -
120. chrUextra:27871821-27871844 -
121. chrUextra:28109711-28109734 -
122. chrUextra:28238477-28238500 -
123. chrU:3924231-3924254 -
124. chrU:9116089-9116112 -
125. chrU:9844545-9844568 -
126. chrUextra:25930005-25930028 +
127. chrUextra:13768490-13768513 -
128. chrUextra:16030360-16030383 -
129. chrUextra:21228299-21228322 -
130. chrUextra:23491365-23491388 -
131. chrUextra:659099-659122 -
132. chrUextra:10450858-10450881 -
133. chrUextra:11617912-11617935 -
134. chrUextra:12016165-12016188 -
135. chrUextra:15531994-15532017 -
136. chrUextra:19366237-19366260 -
137. chrUextra:20102697-20102720 -
138. chrUextra:21352368-21352391 -
139. chrUextra:22503607-22503630 -
140. chrUextra:23648719-23648742 -
141. chrUextra:24439083-24439106 -
142. chrUextra:26817278-26817301 -
143. chrUextra:27508039-27508062 -
144. chrUextra:27615210-27615233 -
145. chrUextra:28564832-28564855 -
146. chrU:9461124-9461147 -
147. chrUextra:9530532-9530555 -
148. chrUextra:11357556-11357579 -
149. chrUextra:24302729-24302752 -
150. chrUextra:24974412-24974435 -
151. chrUextra:19327787-19327810 -
152. chrUextra:20474148-20474171 -
153. chrUextra:14368277-14368300 -
154. chrUextra:15027684-15027707 -
155. chrUextra:15535771-15535794 -
156. dme_455  chrUextra:18133044-18133067 -
157. chrUextra:18401720-18401743 -
158. chrUextra:20055443-20055466 -
159. chrUextra:21668157-21668180 -
160. chrUextra:27507528-27507551 -
161. chrU:9488517-9488540 -
162. chrUextra:17349578-17349601 -
163. chrUextra:26189275-26189298 -
164. chrUextra:1486180-1486203 -
165. chrUextra:9852735-9852758 -
166. chrUextra:21839706-21839729 -
167. chrUextra:11084805-11084828 -
168. chrUextra:11625034-11625057 -
169. chrUextra:12604014-12604037 -
170. chrUextra:13553163-13553186 -
171. chrUextra:14603961-14603984 -
172. chrUextra:14964720-14964743 -
173. chrUextra:15822057-15822080 -
174. chrUextra:16004882-16004905 -
175. chrUextra:18952189-18952212 -
176. chrUextra:19017645-19017668 -
177. chrUextra:19314992-19315015 -
178. chrUextra:20607921-20607944 -
179. chrUextra:20639745-20639768 -
180. chrUextra:21822592-21822615 -
181. chrUextra:22320775-22320798 -
182. chrUextra:25438429-25438452 -
183. chrUextra:25827079-25827102 -
184. chrUextra:17042697-17042720 -
185. chrUextra:17557108-17557131 -
186. chrUextra:19275737-19275760 -
187. chrUextra:22722286-22722309 -
188. chrUextra:25183574-25183597 -
189. chrUextra:6418490-6418513 -
190. chrUextra:12851567-12851590 -
191. chrUextra:16210461-16210484 -
192. chrUextra:19096626-19096649 -
193. chrUextra:20718421-20718444 -
194. chrUextra:23777905-23777928 -
195. chrUextra:15705459-15705482 -
196. chrUextra:18955601-18955624 -

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TTATGATACATAATGCTTATATGAAACTAAGACATTTCGCAACATTTATTTTAGGTATATAAAATACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATAATTGACATTATATAAAAATGAATTATAAAACTCTAAGCGGTGGATCAATCGGCTCATGGGTCGATG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

GSM1528798

follicle
cells

SRR010954

Aub trans-
heterozygotes,
oxidized

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR010953

Aub
heterozygotes,
oxidized

V131

ML-
DmD16-
c3

V134

ML-
DmD8

GSM628272

ago2[414]
ovary
total RNA

V126

CME
L1

V145

S2-
DRSC

SRR298712

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

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

SRR317117

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

GSM609223

male, one
day

V022

ML-
DmD32
cell

SRR014280

Ovary_rep1_w1118_P

V142

Oxidation_female_body

SRR298537

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

V127

G2

SRR317114

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

V140

Dessication_female_body

GSM609237

ago2[414]
ovary
total RNA

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR317111

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

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

SRR317113

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

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR317116

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

GSM609224

female,
one day

V137

Male
aged
head

GSM272652

S2 -48
Biological
Replicate
#1

GSM609234

CS Â male
total RNA
Â 

SRR065800

zuc_H-
Y_ovaries

SRR298536

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

V086

female
body,
aged

V147

1182-
4H
cell

V030

ML-
DmD8
cell

SRR317112

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

GSM609229

embryo 2-
6hr

SRR317115

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

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR065155

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

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM379061

Squ
Heterozygote

SRR010952

Ago3 trans-
heterozygotes,
oxidized

GSM379060

SpnE
Heterozygote

GSM609238

embryo
14-24hr

GSM609235

CMEL1

SRR317110

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

GSM379052

Aub
Heterozygote

GSE24545

CS ovary
total
RNA

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609249

ML-DmD21
cell

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

V096

loqsKO/f00791
ovary

GSM379064

Vasa
Mutant

SRR014273

Ovary_rep1_Har_P

GSM379051

Armi
Mutant

V073

mbn2

SRR010951

Ago3
heterozygotes,
oxidized

V133

Sg4

GSM239050

fly heads,
beta-
eliminated

SRR097865

Drosophila
S2-NP
cells

V091

fGS/OSS
total
Â 

V141

Heat_female_body

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

GSM609222

ML-DmBG1-
C1

SRR097866

Drosophila
S2-NP
cells

GSM399101

kc167
cell

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V036

ML-
DmD20c5
cell

SRR010959

Ago3 IP in
heterozygotes

AGO3

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR065801

zuc_het(H-
Y)_ovaries

GSM609239

IR- 2-
18hr

SRR014277

Ovary_rep1_NA_P

GSM609242

s2+48 #2

GSM399100

Kc167
cell

SRR010960

wt,
oxidized

V132

ML-
DmD32

GSM361908

s2-48
Biological
Replicate
#2

GSM379065

Zuc
Heterozygote

V032

S1
cell

V078

Desiccation,
female head

V148

mbn2

V146

S1
cell

GSM379058

Piwi
Heterozygote

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR060646

yw67c23(2)_ovaries_total

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

GSM343287

Drosophila
Toll 10b
mutant
embryos

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

GSM379057

Krimp
Mutant

GSM379066

Zuc
Mutant

GSM379056

Krimp
Heterozygote

SRR060651

A2_ovaries_Ago3

AGO3

GSM322338

2-4day
pupae#2

SRR097867

Drosophila
S2-NP
cells

GSM379062

Squ
Mutant

GSM609219

GM2 cell

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR060645

yw67c23(2)_testes_total

V125

ML-
DmD9

GSM322208

3rd
instar #2

V092

dcr-
2[G31R]
male
total
RNA Â 

V015

DreRFHV148h

SRR060650

A1_testes_total

V139

Cold_female_body

SRR029633

total
small RNAs
from hen1
homozygous
flies

V128

S3

V079

Oxidation,
female
head

GSM379063

Vasa
Heterozygote

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM609217

MLDmD20c5

GSM360262

0-2d
pupae

SRR060648

A2_ovaries_FLAG-
Aub

GSM609227

CMEW1
Cl.8+
cell

V077

cold,
female
head

GSM609220

ML-DmD21
cell

GSM609226

CMEW1
Cl.8+
cell

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR060644

A2_ovaries_total

GSM360260

0-1d
Pupae (w)

GSM286604

0-1h #3
(7)

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM379054

Flam
Heterozygote

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V003

dsDcr-1
(katsutomo
RNA)

SRR060649

A2_ovaries_FLAG-
Piwi

SRR060652

hs-
Penelope_testes_total

V129

ML-
DmBG1-
c1

SRR060643

A2_testes_total

V038

Felix
sample
S2
only

GSM609241

s2+48 #1

GSM280082

WT
ovaries
(18-29nt)

GSM280084

loqs-/-
ovaries
(18-29nt)

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM286613

0-1hr #1
(A)

GSM379067

SpnE
Mutant

GSM379053

Aub
Mutant

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1
V144

OSC

GSM286605

2-6h #1
(8)

V023

Dcr2
female
head

SRR014275

Ovary_rep1_LK_P

SRR014282

Ovary_rep1_wK_P

V080

Starvation,
female head

GSM286611

6-10h #2
(11)

GSM313163

dcr-2
heterozygous,
untreated

GSM379050

Armi
Heterozygote

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

V031

GM2
cell

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

GSM385748

OSS_s6

GSM399105

disk #2

GSM322219

2-4day
pupae #1

GSM609221

1182-4H
cell

GSM286606

2-6h #2
(9)

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

GSM343833

S2R+ cell

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

V014

DTT
8h

SRR031692

Total
small
RNAs from
Oregon R

GSM385744

OSS_s2

V012

Dcr2 male
(Katsutomo,
whole fly?)

GSM399106

female
body #2

GSM609225

ML-DmBG3-
C2

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

V074

S3

V136

Male
aged
body

GSM467730

Dmel_r2d2_sRNAseq

GSM360256

1st
instar #1

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V085

CME
W2
wing
disc

GSM609230

CS,ovary,AGO1IP

AGO1

V006

r2d2 female:
possibly
heterozygous

GSM322533

female
head #1

V034

ML-
DmD16c3
cell

SRR001349

heterozygous_dcr-
2_untreated

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

V138

Male
cold
body

GSM379055

Flam
Mutant

V130

ML-
DmBG3-
c2

V037

Felix
sample
+mirtrons

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR060653

hs-Penelope_
ovaries_total

SRR023402

total RNA
extracted
from NLS-
P19 cells

SRR001664

homozygous_dcr-
2_untreated

GSM272653

KC -48 #1

SRR029031

loqs-ORF
knockdown

GSM399110

KC-48 #2

SRR029028

untreated
(mock)

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM609240

IR+ 2-
18hr

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

GSM609243

KC+48 #1

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

GSM609251

aged
female
head

GSM313162

dcr-2
homozygous,
untreated

GSM371638

S2-NP

GSM379059

Piwi
Mutant

GSM280083

dcr-2-/-
ovaries
(18-29nt)

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM609250

ML-DmD32
cell

GSM609244

KC+48 #2

SRR032094

ago2
knockdown

SRR032093

ago1
knockdown

SRR010956

Piwi IP in
Ago3
heterozygotes

GSM286607

6-10h #1
(10)

GSM272651

S2-
48,+48,
KC-48,
+48 mix

SRR001338

IR_non-
beta-
eliminated

S6

0-1,2-
6,6-
10h
embryo

SRR001348

ago2_oxidized

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

V008

S2-
DRSC

SRR001339

WT_females_non-
beta-eliminated

SRR001347

ago2_untreated

GSM280085

WT testes
(18-24nt)

GSM385821

OSS_s7

GSM286602

male body

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

SRR010955

Aub IP in
Ago3
heterozygotes

GSM322543

male head
#1

GSM240749

female
head

GSM239041

fly heads,
non beta-
eliminated

GSM609247

heat
female
head

GSM399107

male body
#2

GSM385822

OSS_s8

GSM467729

Dmel_wt_sRNAseq

SRR023400

total RNA
extracted
from P19
cells

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

SRR001344

dcr-
2_beta-
eliminated

GSM609248

ML-DmD9
cell

V135

CME
W2
(wing
disc
line)

GSM343832

S2R+ cell

GSM609218

Sg4

SRR001343

dcr-2_non-
beta-
eliminated

GSM286603

female
body

GSM180330

very
early
embryo
(0-1)

GSM360257

1st
instar #2

GSM180335

imaginal
discs

GSM280088

S2cell
(AGO1IP)

AGO1

GSM322245

3rd
instar #1

GSM275691

imaginal
disc

SRR065802

Piwi-
IP_zuc_mut_ovaries

GSM180328

adult
heads
(female
heads,
male
heads)

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

SRR029030

dcr-2
knockdown

SRR029033

lacZ
knockdown

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR065807

Piwi-
IP_squ_het_ovaries

GSM467731

Dmel_loq_sRNAseq

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

GSM180337

tissue
culture
cells (S2
only)

SRR029032

r2d2
knockdown

GSM180334

larvae:
1st
instar
and 3rd
instars

SRR001345

ago2_non-
beta-
eliminated

SRR065806

Piwi-
IP_squ_mut_ovaries

SRR001341

WT_males_non-
beta-
eliminated

SRR032092

mock
oxidized

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM180331

early
embryo
(2-6)

GSM364902

12-24hr
embryo

GSM313161

dcr-2
heterozygous,
oxidized

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

GSM286601

male head

GSM180336

pupae: 0-
1 day, 0-
2 day, 2-
4 day

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

SRR023197

RNA
Library
from S2
control
cells

SRR001337

WT_females_beta-
eliminated

GSM312995

WT,
oxidized

GSM180332

mid
embryo
(6-10)

GSM313160

dcr-2
homozygous,
oxidized

GSM424740

S2 pKF63
stably
transfected

SRR001340

IR_beta-
eliminated

SRR023399

RNA bound
by P19
protein

AGO2

GSM180333

late
embryo
(12-24)

GSM313164

ago2
homozygous,
oxidized
(technical
replicate
#1)

SRR029029

dcr-1
knockdown

GSM180329

adult
bodies
(female
bodies,
male
bodies)

GSM280087

S2cell
(AGO2IP)

AGO2

GSM313165

ago2
homozygous,
oxidized
(technical
replicate
#2)

SRR001346

ago2_beta-
eliminated

......................................................................TATTGAAGGAATTGATATATGC............................................................................................................ 22 0 20 4840.05 96801 0 0 0 0 21 10547 0 0 10690 10538 0 6712 0 0 7580 7118 7128 0 0 0 0 0 6149 0 0 0 0 4763 0 0 3618 0 0 0 0 800 0 2331 0 0 0 0 0 0 2261 0 2376 0 1758 0 2001 0 0 0 0 0 0 1628 0 0 0 0 2029 0 0 0 0 0 0 765 1431 0 0 1058 310 0 0 762 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 674 0 0 0 0 0 622 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 157 0 86 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 179 161 0 0 94 0 0 83 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 21 0 28 0 0 0 0 0 0 66 0 0 0 0 0 2 0 0 38 90 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 28 0 0 0 0 0 0 0 0 0 42 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 21 0 0 0 0 0 0 1 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 12 0 12 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0
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......................................................................TATTGAAGGAATTGATATATG............................................................................................................. 21 0 20 2663.15 53263 37 0 0 0 0 4626 7672 9344 0 0 0 2503 0 1632 0 0 0 0 7541 0 3798 0 0 0 0 0 0 0 0 0 0 0 2817 0 0 0 2833 0 0 0 0 0 0 0 0 0 0 1511 0 0 0 0 0 0 0 0 0 0 0 0 1560 0 0 0 1396 1080 0 0 1603 615 0 430 0 0 0 0 0 0 0 0 700 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 44 0 668 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 180 0 0 0 0 0 0 0 0 221 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 62 56 0 0 13 0 0 0 0 0 43 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 19 0 49 0 0 0 0 0 0 4 0 0 0 80 0 0 0 0 0 0 0 0 0 0 24 0 0 0 25 0 0 0 0 24 0 0 0 0 0 0 0 0 0 0 0 0 0 27 0 0 0 0 0 19 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 3 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................TTGAAGGAATTGATATATGCCA.......................................................................................................... 22 0 20 2142.20 42844 0 0 0 26374 0 0 453 0 0 0 0 0 2238 0 0 0 0 675 0 0 0 2026 0 0 4876 0 0 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 1914 0 0 0 0 0 0 0 0 0 179 0 0 0 0 433 566 0 0 0 0 0 0 0 0 0 0 0 0 0 180 0 460 0 0 0 0 0 0 0 0 0 0 580 0 534 0 0 0 0 0 587 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 49 0 0 0 0 0 0 1 3 145 0 0 0 0 275 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 132 0 0 0 0 0 0 13 0 65 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 32 0 0 0 0 0 0 0 0 0 0 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 10 0 0 0 0 0 0 0 0 6 0 0 0 0 12 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 4 0 0 0 0 1 0 0 0 0 0 0

..................................................................................................................................................................AACTCTAAGCGGTGGATCA................... 19 0 20 1270.70 25414 0 0 0 0 0 0 0 1026 317 0 0 0 0 4724 0 0 761 0 0 0 0 0 0 0 944 0 0 0 0 4235 0 3532 84 0 0 0 313 0 0 0 0 0 0 0 0 148 0 818 0 204 0 0 0 1756 0 0 1582 0 0 0 0 383 0 0 0 0 0 21 29 0 0 0 0 0 238 0 984 0 0 0 0 0 121 0 0 0 174 0 0 0 340 0 0 59 0 3 0 0 0 0 0 0 0 0 0 158 0 560 0 0 0 0 143 0 0 0 0 0 0 0 192 0 0 0 244 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 89 245 0 0 0 0 0 0 0 0 0 0 0 189 0 118 0 0 0 92 0 0 0 183 0 0 0 0 0 0 0 0 0 0 119 114 0 0 0 0 0 0 74 0 0 0 0 0 0 0 0 0 15 0 0 0 0 0 0 16 0 0 24 0 0 0 0 0 0 12 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 12 6 0 0 0 0 0 0 0 0 6 0 0 0 0 0 4 0 0 0 0 0 0 0 1

.............................................................................................................................................................TATAAAACTCTAAGCGGT......................... 18 0 20 1099.85 21997 0 0 0 0 21128 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 0 0 0 0 0 0 0 0 0 0 0 0 34 0 101 0 0 630 0 0 0 0 0 0 10 0 0 1 0 0 0 0 0 0 0 0 0 0 0 3 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 3 0 0 0 0 0 0 0 0 0 4 0 4 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 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 10 0 5 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 6 0 0 7 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 17 0 1 0 0 2 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

........................................................................TTGAAGGAATTGATATATGCC........................................................................................................... 21 0 20 1075.05 21501 0 0 0 0 0 0 0 0 0 0 0 0 2095 0 0 836 0 0 0 2531 0 0 0 601 0 0 4363 0 0 0 212 0 0 0 1527 0 0 0 0 0 0 2628 26 450 0 0 0 0 0 0 0 0 0 0 2 1356 0 0 309 0 0 0 0 0 0 81 0 0 0 0 0 367 138 0 24 0 0 0 0 0 0 0 0 0 0 0 0 289 0 426 0 0 509 0 0 0 0 770 0 0 0 0 0 0 0 161 0 0 0 0 0 146 0 498 115 0 1 297 0 0 0 0 0 0 0 0 0 0 0 243 0 0 0 0 0 71 0 0 0 0 17 41 0 0 24 0 0 0 0 0 0 0 0 0 24 0 0 0 0 0 0 0 0 17 0 0 0 0 0 0 0 81 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 0 1 0 0 1 0 0 67 0 0 0 0 0 0 24 0 0 0 0 0 0 0 0 7 0 0 0 13 12 0 0 0 0 0 46 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 0 11 0 4 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................TATTGAAGGAATTGATATATGCC........................................................................................................... 23 0 20 907.95 18159 0 0 0 0 0 0 2958 0 0 0 0 0 0 0 0 0 0 0 0 0 1640 3097 0 0 0 0 0 0 0 0 0 0 563 0 0 257 0 0 0 0 0 0 0 0 0 0 0 0 414 0 458 0 0 0 0 0 0 0 1074 1187 0 0 0 0 0 0 1580 0 0 0 0 494 0 251 0 634 0 365 0 0 0 0 0 0 0 334 0 0 0 0 0 0 0 0 0 0 0 0 536 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 275 0 0 0 0 0 293 0 0 338 0 0 0 0 54 0 0 0 0 0 324 83 0 0 0 0 0 0 0 0 0 0 0 0 0 156 0 0 0 0 0 0 0 0 0 0 71 74 0 0 0 0 0 192 0 0 0 0 0 65 0 0 0 0 0 0 0 0 0 42 0 0 0 0 0 0 0 0 0 0 21 0 0 0 50 0 0 0 63 0 0 0 0 0 0 0 0 0 0 57 0 18 0 0 0 32 0 0 0 0 0 0 0 0 0 0 0 0 0 46 0 0 0 25 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 0 0 0 1 0 0 0 10 0 0 12 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

..................................................................................................................................................................AACTCTAAGCGGTGGAT..................... 17 0 20 814.10 16282 0 15180 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 155 0 0 0 0 0 0 0 0 0 0 0 0 461 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 475 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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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........................................................................................................GTATTTTTAATTTCTTTCAATA.......................................................................... 22 0 20 4.00 80 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 11 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 1 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 1 9 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 9 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 8 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 1 0 0 0 0 0 0 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 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

................................................................TACATTTATTGAAGGAATTGATATATG............................................................................................................. 27 0 20 3.90 78 0 0 0 0 0 0 0 7 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 0 0 0 0 0 0 9 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 11 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 21 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................TAAAATGGTGTATTTTTAATTTCTT................................................................................ 25 0 20 3.90 78 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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 1 0 0 0 0 0 0 16 0 0 0 0 0 0 1 0 0 38 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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 2 0 0 0 0 0 0 0 0 0 0 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 0 0 0 0 0 0 0 0

....................................................................TTTATTGAAGGAATTGATATATG............................................................................................................. 23 0 20 3.85 77 0 0 0 0 0 0 0 0 0 0 0 2 25 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 1 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 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 3 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 1 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 5 0 0 0 0 0 0 3 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 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 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 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

......................................................................TATTGAAGGAATTGATATATA............................................................................................................. 21 1 20 3.80 76 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 13 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 0 0 25 4 1 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 1 6 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 1 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 2 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

............................................................................................................................................................TTATAAAACTCTAAGCGGTGGATCAA.................. 26 0 3 3.67 11 0 0 0 0 1 0 0 1 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................TAAGACATTTCGCAACATTTATTTTAGG................................................................................................................................................. 28 0 20 3.65 73 0 0 0 0 0 0 0 2 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 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 12 10 0 0 0 0 0 0 0 0 0 26 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

AATACTATGTATTACGAATATACTTTGATTCTGTAAAGCGTTGTAAATAAAATCCATATATTTTATGTAAATAACTTCCTTAACTATATACGGTCATTTTACCACATAAAAATTAAAGAAAGTTATTTTTGTATTAACTGTAATATATTTTTACTTAATATTTTGAGATTCGCCACCTAGTTAGCCGAGTACCCAGCTAC

**********************************************************.............(((((((((((((((((.((((((((......))))))))..)))).)))))))))))))..............*******************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM609222

ML-DmBG1-
C1

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

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

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

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

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V133

Sg4

SRR097866

Drosophila
S2-NP
cells

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR032094

ago2
knockdown

SRR032092

mock
oxidized

SRR060651

A2_ovaries_Ago3

AGO3

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

V148

mbn2

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V073

mbn2

SRR031692

Total
small
RNAs from
Oregon R

GSM609229

embryo 2-
6hr

GSE24545

CS ovary
total
RNA

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM371638

S2-NP

V085

CME
W2
wing
disc

V129

ML-
DmBG1-
c1

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR029028

untreated
(mock)

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR014280

Ovary_rep1_w1118_P

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

GSM379054

Flam
Heterozygote

GSM385744

OSS_s2

SRR010953

Aub
heterozygotes,
oxidized

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR065801

zuc_het(H-
Y)_ovaries

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM609218

Sg4

V096

loqsKO/f00791
ovary

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V126

CME
L1

SRR010959

Ago3 IP in
heterozygotes

AGO3

V146

S1
cell

GSM280082

WT
ovaries
(18-29nt)

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM379056

Krimp
Heterozygote

GSM379062

Squ
Mutant

GSM379067

SpnE
Mutant

GSM322533

female
head #1

SRR010951

Ago3
heterozygotes,
oxidized

SRR010952

Ago3 trans-
heterozygotes,
oxidized

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR014275

Ovary_rep1_LK_P

SRR029032

r2d2
knockdown

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR060644

A2_ovaries_total

SRR065800

zuc_H-
Y_ovaries

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM343833

S2R+ cell

GSM609230

CS,ovary,AGO1IP

AGO1

V077

cold,
female
head

V086

female
body,
aged

GSM609237

ago2[414]
ovary
total RNA

GSM628272

ago2[414]
ovary
total RNA

V091

fGS/OSS
total
Â 

V131

ML-
DmD16-
c3

V140

Dessication_female_body

.............................................................TTTATGTAAATAACTTCCTTAACT................................................................................................................... 24 0 20 2.50 50 0 0 38 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................TTTTATGTAAATAACTTCCTTAACT................................................................................................................... 25 0 14 1.79 25 0 0 7 11 3 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................TCTGTAAAGCGTTGTAAATAAAATCCAT............................................................................................................................................... 28 0 20 0.80 16 0 0 0 0 0 0 16 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................CGCCACCTAGTTAGCCGAGTA......... 21 0 4 0.75 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

..............................................................TTATGTAAATAACTTCCTTAACT................................................................................................................... 23 0 20 0.55 11 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..TACTATGTATTACGAATATAC................................................................................................................................................................................. 21 0 20 0.50 10 0 0 0 0 0 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................TTGAGATTCGCCACCTAGTTAGCCG............. 25 0 3 0.33 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

..................................................................................................................................................................TTGAGATTCGCCACCTAGTTAGCC.............. 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

..................................................................................................TTACCACATAAAAATTAAAGAAAGT............................................................................. 25 0 20 0.30 6 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

................................GTAAAGCGTTGTAAATAAAATCCAT............................................................................................................................................... 25 0 20 0.30 6 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 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

...............................TGTAAAGCGTTGTAAATAAAATCCATAT............................................................................................................................................. 28 0 20 0.30 6 0 0 0 3 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

...............................TGTAAAGCGTTGTAAATAAAATCCAT............................................................................................................................................... 26 0 20 0.30 6 0 0 0 0 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................CTGTAAAGCGTTGTAAATAAAATCC................................................................................................................................................. 25 0 20 0.30 6 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

..............................................................................................................................................................................ACCTAGTTAGCCGAGTACCCA..... 21 0 4 0.25 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

....................TACTTTGATTCTGTAAAGCGTTGTAAAT........................................................................................................................................................ 28 0 20 0.25 5 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

...................................AAGCGTTGTAAATAAAATCCATAT............................................................................................................................................. 24 0 20 0.25 5 0 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................AGTTAGCCGAGTACCCAGCTA. 21 0 5 0.20 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

................................................................................................................................................................................CTAGTTAGCCGAGTACCCAGCT.. 22 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

....................................AGCGTTGTAAATAAAATCCATATAT........................................................................................................................................... 25 0 20 0.20 4 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

.......................................GTTGTAAATAAAATCCATATA............................................................................................................................................ 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 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 1 0 0 0 0 0 0 0 0 0 0

..................................AAAGCGTTGTAAATAAAATCCATA.............................................................................................................................................. 24 0 20 0.15 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 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

.........................................................................................................ATAAAAATTAAAGAAAGTTATTTTT...................................................................... 25 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 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

....................................................................................................................................................TTTTACTTAATATTTTGAGATTCG............................ 24 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 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

..............................................................TTATGTAAATAACTTCCTTAACTAT................................................................................................................. 25 0 20 0.10 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

...........................ATTCTGTAAAGCGTTGTAAAT........................................................................................................................................................ 21 0 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 1 0 0 0 0 0 0 0

........................TTGATTCTGTAAAGCGTTGTA........................................................................................................................................................... 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................TTGATTCTGTAAAGCGTTGTAAAT........................................................................................................................................................ 24 0 20 0.10 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 1

......................................................................................................................................................TTACTTAATATTTTGAGATTCG............................ 22 0 20 0.10 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

..................................AAAGCGTTGTAAATAAAATCCATATAT........................................................................................................................................... 27 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

............................................................TTTTATGTAAATAACTTCCTTA...................................................................................................................... 22 0 14 0.07 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

............................................................TTTTATGTAAATAACTTCCTTAA..................................................................................................................... 23 0 14 0.07 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

..............................................................................................................AATTAAAGAAAGTTATTTTTGTAT.................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................TACTTTGATTCTGTAAAGCGTTGTA........................................................................................................................................................... 25 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................TAAAGCGTTGTAAATAAAATCCAT............................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................AGCGTTGTAAATAAAATCCATATATTT......................................................................................................................................... 27 0 20 0.05 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

..........................................................................................................TAAAAATTAAAGAAAGTTATT......................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................TTAAAGAAAGTTATTTTTGTA................................................................... 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 1 0 0 0

...............................TGTAAAGCGTTGTAAATAAAA.................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................TGTAAATAACTTCCTTAACTATA................................................................................................................ 23 0 20 0.05 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

........................................................................................TACGGTCATTTTACCACATAA........................................................................................... 21 0 20 0.05 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

.....................................................................................................CCACATAAAAATTAAAGAAAGTTATTTT....................................................................... 28 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........TATTACGAATATACTTTGATT.......................................................................................................................................................................... 21 0 20 0.05 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

...................................................................TAAATAACTTCCTTAACTATATAC............................................................................................................. 24 0 20 0.05 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

..............................................................TTATGTAAATAACTTCCTTAACTATAT............................................................................................................... 27 0 20 0.05 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

.................................................................TGTAAATAACTTCCTTAACTATAT............................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................TGATTCTGTAAAGCGTTGTAAAT........................................................................................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................TGTAAAGCGTTGTAAATAAAAT................................................................................................................................................... 22 0 20 0.05 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

........................................TTGTAAATAAAATCCATATATT.......................................................................................................................................... 22 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

.............................................................................................................................................AATATATTTTTACTTAATATTTTGAGAT............................... 28 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 1 0 0 0 0 0 0 0 0 0 0 0

....ATATGTATTACGAATATACTTT.............................................................................................................................................................................. 22 1 20 0.05 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

.....................ACTTTGATTCTGTAAAGCGTTGTAAAT........................................................................................................................................................ 27 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................ATATACTTTGATTCTGTAAAGCGTT.............................................................................................................................................................. 25 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

...............................................................AATGTAAATAACTTCCTTAACTATATA.............................................................................................................. 27 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................AGATTCTGTAAAGCGTTGTAA.......................................................................................................................................................... 21 1 20 0.05 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

................................................................................................................TTAAAGAAAGTTATTTTTGTAT.................................................................. 22 0 20 0.05 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

......................................CGTTGTAAATAAAATCCATATAT........................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................TATTTTGAGATTCGCCACCTA..................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................CTGTAAAGCGTTGTAAATAAAAT................................................................................................................................................... 23 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

.............................TCTGTAAAGCGTTGTAAATAAAAT................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................ATATTTTTACTTAATATTTTGAGAT............................... 25 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................TATGTAAATAACTTCCTTAACTATAT............................................................................................................... 26 0 20 0.05 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

..................................................................................................................................................................TTGAGATTCGCCACCTA..................... 17 0 20 0.05 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

........................TTGATTCTGTAAAGCGTTGTAAATAA...................................................................................................................................................... 26 0 20 0.05 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

.............................................................TTTATGTAAATAACTTCCTTAAC.................................................................................................................... 23 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.ATACTATGTATTACGAATAT................................................................................................................................................................................... 20 0 20 0.05 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

..........................................................................................................................TTATTTTTGTATTAACTGTAAT........................................................ 22 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................ATATTTTTACTTAATATTTTGAGATTCG............................ 28 0 20 0.05 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

........GTATTACGAATATACTTTGATTCT........................................................................................................................................................................ 24 0 20 0.05 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

.........................TGATTCTGTAAAGCGTTGTAAATAA...................................................................................................................................................... 25 0 20 0.05 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

..............................CTGTAAAGCGTTGTAAATAAAATCCAT............................................................................................................................................... 27 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........GTATTACGAATATACTTTGAT........................................................................................................................................................................... 21 0 20 0.05 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

..................................................................................................................CTAGAAAGTTATTTTTGTATTAACTGTAAT........................................................ 30 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 1 0 0 0 0 0 0 0 0 0

............................TTCTGTAAAGCGTTGTAAATAAAAT................................................................................................................................................... 25 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................ATATATTTTTACTTAATATTTTGA.................................. 24 0 20 0.05 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

......................................................................................................................................................TTACTTAATATTTTGAGATTCGCC.......................... 24 0 20 0.05 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

...........................................................................................................AAAAATTAAAGAAAGTTATTTTTGT.................................................................... 25 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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:23850098-

23850297 +
dme_417 TT-------ATGATA-CATAATGCTTATATGAAACTAAGACATTTCGCAACATTT-ATTTTAGGTATATAAAAT-A--CATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATAATTGACATTATATAA------AA-AT-GAAT-T--AT-AAAACTCTAAGCGGTGGATCAATCGGCTCATGGGTCGATG

droSim2 node_112761:1-129 + dsi_301 -------------------------------------------TTCGCAACATTT-ATTTTAGGTAT-AAAAAT-A--AATTTATTGAAGGAATTGATATATGCCAGTAAAACGGTGTATTTTTAATTTCTTTCAATAAAAACAATATTGACATTATATAA------AA-AT-GAAT-T--AT-AAAAC-----------------------------------
droSec2 scaffold_2529:2868-3066

+
dse_1841 TT-------ATGATA-CATAATGCTTATATGAAACTAAGACATTTCGCAACATTT-ATTTTAGGTAT-AAAAAT-A--AATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAATATTGACATTATATAA------AA-TT-GAAT-T--AT-AAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG

droYak3 v2_chrUn_1311:9-177 + dya_1793 ----------------------GCTTATATGAAACTAAGACATTTCGCAGCATTT-ATTTTAGGTAT-AAAAAT-A--CATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAAAATTATTGACAATATATAG------AA-AT-AAAT-T--AT-AAAACTCTAAGCGGTGGATCACTC----------------
droEre2 scaffold_944:833-1030 + der_1518 T--------ATGATA-CATAATGCTTATATGAAACTAAGACATTTCGCAGCATTT-ATTTTAGGTAT-AAAAAT-A--CATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATTATATAA------AA-AT-GAAT-T--AT-AAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG
droEug1 scf7180000409891:37563-

37623 -
TT--------TGATA-TACATTGCTTATATAGAACTAAGACATTTCGCAACATTT-GTTTTGGGTAA-AAAA--------------------------------------------------------------------------------------------------------------------------------------------------------

droBia1 scf7180000301159:4803-
5002 -

CT-------TTGATA-TATATTGGTTATATAAAACTAAGACATTTCGCAGCATTC-GTTTTAGGTAT-AAAAAT-A--AATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATATTTGACAAAATTAAG------AAAC--CAATTT--AT-AAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG

droTak1 scf7180000413686:1009-
1144 -

---------------------------------------------------------------------------A--CATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATATTTGACCAAATTTAA------AA-CC-AATATT--AT-AAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG

droEle1 scf7180000490402:19124-
19192 -

A----------------------------------------------------------------------------------------------------TGATTGTAAAACGATATTCTATTGAACTATTCCAGGAAAAACAAAATTTACAGAATA------------------------------CTCAAAAGGAT-------------------------

droRho1 scf7180000764814:197-
395 +

T---------TGGTA-TATATTGTTTATATAAAACTAAGACATTTCGCAGCATTC-TTTTTAGGTAT-AAAAAAAA--CATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATACTTGACAAATTGAAA------AA-AC-AAATAT--AT-AAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG

droFic1 scf7180000450074:769-
973 +

TA------AATGGTATAATATTGTTTATATAAAACTAAGACATTTCGCAGCATTTCGTTTTAGGTAT-AAAAAAAAAAGATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAATTCATATTTGACAAATTGAAA------TA-AT-AAAT-A--TA-AAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG

droAna3 scaffold_2263:316-515 + dan_4035 AT------------T-TATATTGATTATATAAAACTAAGACATTTCGCAACAATT-ATTTTAGGTAT-AAAAAT-A--AATTTATTGAAGGAATTGATATATGCCAGTTAAATGGTGTATTTTTAATTTCTTTCAATAAAAATATAAATGACGAATTGTA-TATATTATAT--ATATTT--AT-AAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG
droBip1 scf7180000392609:4219-

4418 +
T-----------ATT-TATATTGATTATATAAAACTAAGACATTTCGCAACAATT-ATTTTAGGTAT-AAAAAT-A--ACTTTATTGAAGGAATTGATATATGCCAGTTAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATAATTGACGAATTGTA-TATTT-ATAT--ATATTT--AT-AAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG

dp5 Unknown_group_34:5271-
5480 +

dps_4 TTTAACAATATGGTAATATATCGTTTATATAAAACTAAGACATTTCGCAACATTC--TTTTAGG-AT-AAAATTAA--AATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAGACATATCTGACAAAT--AAATGAAT-AAAC--AAATTT---TAATCACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG

droPer2 scaffold_8312:457-626 + dpe_2477 T--------------------CGTTTATATAAAACTAAGACATTTCGCAACATTC--TTTTAGG-AT-AAAATTAA--AATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATATCTGACAAAT--AAATGAAT-AAAC--AAATTT---TAATCACTCTAAGTGGTGGATC--------------------
droWil2 scf2_1100000011244:681-

839 +
dwi_16 AT-------------------CACTTATGTT-AACTAAGACATTTCGCAGCATTC-GTT-TGGGT-T-AAG-------ATTTTATTGAAGAAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAATATTATTGACGTAATGAAATGAAC-AAAC--AATTTA--ATAATCACTCTAAG-----------------------------

droVir3 scaffold_12447:93-256 + dvi_24632 AA--------------------GTATATGTAAAATAAAGACATTTCGCAACAC---ATTTTAGGTAT-AAAC---A--ATTTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATTTGTGACGTAATGAAATAAA-----C--CAATATAAATTATCACTCTAAGCGGTG------------------------
droMoj3 scaffold_6426:38296-

38471 -
dmo_3124 ----------------------GATTATGTAAAACTAAGACATTTCGCAACATTG---TTTAGGTAT-AAAAATTT--TTTTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAACATATATGTGACGTAATGAAATAAACCAAAAACAAA--T--AT-ATCACTCTAAGCGGTGGATCACTCG---------------

droGri2 scaffold_1481:380-542 + dgr_459 AT-------------------AAATTATGTAAGACTAAGACATTTCGCAACATT---TTTTAGGTAA-ATC----A--ATTTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAATATATTTTTGACAA--TGAAATAAACAAAAAA-ACAT-T--GT-ATCACTCTAAGCGGT-------------------------
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:16660167-16660188
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:17870218-17870239
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:18558340-18558361
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19173362-19173383
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:20080994-20081015
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:20790792-20790813
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:22361522-22361543
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:22527667-22527688
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:22552019-22552040
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:25489240-25489261
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:25929972-25929993
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:27606586-27606607
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:27627165-27627186
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:27811308-27811329
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrU:6961924-6961945
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrU:10029382-10029403
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_5.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:3788894-3788915
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:9865075-9865096
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:11376665-11376686
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:13483256-13483277
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:16292382-16292403
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:17493315-17493336
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:17802561-17802582
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:18377087-18377108
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:18463262-18463283
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19641960-19641981
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:20281050-20281071
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:21863919-21863940
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:23528302-23528323
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:24332053-24332074
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:24739215-24739236
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:25662880-25662901
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:27062106-27062127
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:27995822-27995843
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:28569697-28569718
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrU:10003944-10003965
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:1486215-1486236
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:3125716-3125737
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:9741508-9741529
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:9852770-9852791
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:11692614-11692635
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:11886090-11886111
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:11993868-11993889
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:12553381-12553402
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:14024866-14024887
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:14743519-14743540
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:15046618-15046639
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:16888344-16888365
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:17735091-17735112
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:18563928-18563949
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:18875992-18876013
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:21714508-21714529
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:21839741-21839762
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:24669316-24669337
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:27257732-27257753
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:27507563-27507584
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:7423840-7423861
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:11084840-11084861
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:11625069-11625090
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:13553198-13553219
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:14603996-14604017
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:14964755-14964776
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:16004917-16004938
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:16662496-16662517
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:17349613-17349634
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:18952224-18952245
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19210220-19210241
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19620125-19620146
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19815425-19815446
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:20639780-20639801
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:21822627-21822648
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:22503643-22503664
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:23355169-23355190
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:25438464-25438485
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:25827114-25827135
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:26189310-26189331
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:9022344-9022365
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:10345764-10345785
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:10357027-10357048
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:11932787-11932808
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:12697142-12697163
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:13585091-13585112
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:13593266-13593287
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:13719006-13719027
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:13946874-13946895
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:14418127-14418148
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:15074633-15074654
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:15935567-15935588
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:17735901-17735922
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19814443-19814464
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:20903432-20903453
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:21220669-21220690
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:22086906-22086927
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:23615255-23615276
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:25903589-25903610
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:27916177-27916198
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:659134-659155
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_7.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:7371345-7371366
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:7747415-7747436
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:10450893-10450914
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:11617947-11617968
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:15532029-15532050
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:18224427-18224448
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19366272-19366293
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:20102732-20102753
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:23648754-23648775
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:23894716-23894737
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:24439118-24439139
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:27260547-27260568
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:27508074-27508095
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:27615245-27615266
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:28564867-28564888
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrU:3653662-3653683
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrU:3924266-3924287
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrU:3924743-3924764
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrU:9116124-9116145
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:4356459-4356480
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:9839385-9839406
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:10782889-10782910
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:14218493-14218514
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:14601346-14601367
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:15023598-15023619
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:15345465-15345486
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19188414-19188435
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19448569-19448590
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19630163-19630184
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19831317-19831338
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:21649504-21649525
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:22799556-22799577
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:24237208-24237229
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:25036415-25036436
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:27417524-27417545
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_417.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:23850168-23850189
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:27423321-27423342
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:27707091-27707112
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrU:3557088-3557109
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:9530567-9530588
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:11357591-11357612
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:12016200-12016221
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:14368312-14368333
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:15027719-15027740
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:15535806-15535827
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_455.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:18133079-18133100
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:18401755-18401776
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19122712-19122733
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:20055478-20055499
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:21352403-21352424
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:21668192-21668213
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:24302764-24302785
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:24974447-24974468
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrU:9488552-9488573
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19017680-19017701
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19315027-19315048
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:20607956-20607977
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:22320810-22320831
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrU:9461158-9461179
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:10020732-10020753
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:12057326-12057347
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:12999680-12999701
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:17907862-17907883
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19304813-19304834
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:4078872-4078893
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:13930304-13930325
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19373418-19373439
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:12715051-12715072
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:13734797-13734818
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:14261257-14261278
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrXHet:183984-184005
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrXHet:192613-192634
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrU:9401428-9401449
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:6418525-6418546
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:8461571-8461592
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:12580044-12580065
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:12851602-12851623
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:15705494-15705515
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:16210496-16210517
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:17042732-17042753
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:17557143-17557164
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:18955636-18955657
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19096661-19096682
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19275772-19275793
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19327822-19327843
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:20156794-20156815
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:20474183-20474204
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:20718456-20718477
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:22722321-22722342
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:23491400-23491421
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:23777940-23777961
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:25183609-25183630
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:27983922-27983943
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:21469829-21469850
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:12604049-12604070
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:15822092-15822113
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:13748135-13748156
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:13768525-13768546
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:16030395-16030416
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:17964640-17964661
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:21228334-21228355
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:21395544-21395565
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:23351533-23351554
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:24429608-24429629
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:24582760-24582781
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:26356250-26356271
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:26457418-26457439
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:27871856-27871877
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:28109746-28109767
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:28238512-28238533
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrU:9844580-9844601
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:9022377-9022400
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:10345797-10345820
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:10357060-10357083
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:10782922-10782945
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:11932820-11932843
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:12697175-12697198
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:13585124-13585147
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:13593299-13593322
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:13719039-13719062
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:13946907-13946930
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:14418160-14418183
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:15935600-15935623
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:17735934-17735957
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19814476-19814499
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19831350-19831373
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:20903465-20903488
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:21649537-21649560
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:23615288-23615311
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:25903622-25903645
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrU:9401461-9401484
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:10020765-10020788
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:11376698-11376721
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:12057359-12057382
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:12999713-12999736
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:17493348-17493371
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:17907895-17907918
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:18463295-18463318
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19304846-19304869
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19641993-19642016
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:23528335-23528358
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:25662913-25662936
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:4356492-4356515
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:9839418-9839441
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:14218526-14218549
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:15023631-15023654
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:15345498-15345521
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19188447-19188470
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19448602-19448625
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19630196-19630219
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:20081027-20081050
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:22799589-22799612
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:24237241-24237264
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:25036448-25036471
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:27417557-27417580
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:27606619-27606642
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:10366843-10366866
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:11021624-11021647
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:11496211-11496234
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:12715084-12715107
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:12748513-12748536
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:13734830-13734853
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:13930337-13930360
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:14261290-14261313
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:16660200-16660223
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:17870251-17870274
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:18558373-18558396
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19173395-19173418
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19373451-19373474
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:20790825-20790848
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:22361555-22361578
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:22527700-22527723
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:22552052-22552075
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:25489273-25489296
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:27627198-27627221
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:27811341-27811364
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_5.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:3788928-3788951
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:11086391-11086414
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:13483289-13483312
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:16292415-16292438
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:16382699-16382722
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:17802594-17802617
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:18377120-18377143
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:20281083-20281106
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:21863952-21863975
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_417.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:23850201-23850224
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:27062139-27062162
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:27707124-27707147
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:27995855-27995878
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:28338951-28338974
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:28710835-28710858
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrU:10029415-10029438
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrXHet:184017-184040
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:24332086-24332109
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrU:10003977-10004000
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrU:6961957-6961980
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:3125681-3125704
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:7423805-7423828
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:9741473-9741496
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:11692579-11692602
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:11886055-11886078
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:11993833-11993856
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:12553346-12553369
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:14024831-14024854
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:14743484-14743507
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:15046583-15046606
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:16662461-16662484
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:16888309-16888332
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:17735056-17735079
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:18563893-18563916
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:18875957-18875980
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19620090-19620113
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:21469794-21469817
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:21714473-21714496
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:23355134-23355157
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:27257697-27257720
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:13748100-13748123
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:13793555-13793578
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:17964605-17964628
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:18224392-18224415
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19122676-19122699
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_208.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:20190059-20190082
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:21395509-21395532
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:23351498-23351521
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:23894681-23894704
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:24132575-24132598
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:24429573-24429596
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:24582725-24582748
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:26356215-26356238
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:26457383-26457406
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:27871821-27871844
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:28109711-28109734
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:28238477-28238500
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrU:3924231-3924254
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrU:9116089-9116112
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrU:9844545-9844568
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:25930005-25930028
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:13768490-13768513
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:16030360-16030383
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:21228299-21228322
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:23491365-23491388
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:659099-659122
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:10450858-10450881
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:11617912-11617935
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:12016165-12016188
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:15531994-15532017
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19366237-19366260
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:20102697-20102720
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:21352368-21352391
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:22503607-22503630
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:23648719-23648742
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:24439083-24439106
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:26817278-26817301
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:27508039-27508062
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:27615210-27615233
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:28564832-28564855
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrU:9461124-9461147
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:9530532-9530555
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:11357556-11357579
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:24302729-24302752
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:24974412-24974435
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19327787-19327810
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:20474148-20474171
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:14368277-14368300
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:15027684-15027707
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:15535771-15535794
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_455.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:18133044-18133067
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:18401720-18401743
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:20055443-20055466
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:21668157-21668180
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:27507528-27507551
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrU:9488517-9488540
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:17349578-17349601
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:26189275-26189298
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:1486180-1486203
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:9852735-9852758
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:21839706-21839729
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:11084805-11084828
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:11625034-11625057
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:12604014-12604037
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:13553163-13553186
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:14603961-14603984
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:14964720-14964743
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:15822057-15822080
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:16004882-16004905
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:18952189-18952212
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19017645-19017668
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19314992-19315015
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:20607921-20607944
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:20639745-20639768
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:21822592-21822615
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:22320775-22320798
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:25438429-25438452
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:25827079-25827102
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:17042697-17042720
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:17557108-17557131
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19275737-19275760
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:22722286-22722309
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:25183574-25183597
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:6418490-6418513
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:12851567-12851590
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:16210461-16210484
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:19096626-19096649
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:20718421-20718444
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:23777905-23777928
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:15705459-15705482
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:18955601-18955624
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:23850098-23850297
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_417.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=node_112761:1-129
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_301.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2529:2868-3066
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1841.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_1311:9-177
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1793.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_944:833-1030
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1518.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409891:37563-37623
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301159:4803-5002
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413686:1009-1144
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490402:19124-19192
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000764814:197-395
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000450074:769-973
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_2263:316-515
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4035.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000392609:4219-4418
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_group_34:5271-5480
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_4.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_8312:457-626
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2477.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000011244:681-839
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_16.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12447:93-256
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24632.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6426:38296-38471
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3124.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_1481:380-542
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_459.html
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GCGAGGACTCGCCTGCGAGCATTTCGCTTATTTATATGGTGAAGATGGAGATATATGTCTGCCACCACGCGCGCTACTTCAGGTACCTGACTGTATATAAAAAACCAGCCCCGGTCACTGATTAGCGCGCAAGGTAGGAGACTTTACAGTCGGGGGAACATCATCACATATAACGAGTAGGAACTGTGGTGGCTGGAG
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............................................................................................................CCCCGGTCACTGATTAGCGCGCA................................................................... 23 0 1 22.00 22 0 0 0 0 2 2 0 0 0 2 2 1 0 0 0 3 0 1 0 1 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 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................CCCCGGTCACTGATTAGCGCGC.................................................................... 22 0 1 10.00 10 0 0 0 1 1 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 0 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 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

.....................................................................CGCGCTACTTCAGGTACCTGACT.......................................................................................................... 23 0 1 5.00 5 0 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 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................CCCCGGTCACTGATTAGCGCG..................................................................... 21 0 1 5.00 5 0 0 0 0 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................TATAACGAGTAGGAACTGTGG......... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................CCCCGGTCACTGATTAGCGCGCT................................................................... 23 1 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 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................TTATTTATATGGTGAAGATGG...................................................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................GGTAGGAGACTTTACAGTC............................................... 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

.............................................................................TTCAGGTACCTGACTGTATATAAA................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................CCCCGGTCACTGATTAGCGCGCAT.................................................................. 24 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

.............................................................................................................................................................................CGAGTAGGAACTGTGGTGG...... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................CCGGTCACTGATTAGCGCG..................................................................... 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 0 0 0 0 0 0 0 0 0 0

..........................................................................................................AGCCCCGGTCACTGATTAGCGCG..................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................CCCGGTCACTGATTAGCGCG..................................................................... 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 0 0 0 0

.................................................................................................................................................................................TAGGAACTGTGGTGGCTGGAG 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................GCCCCGGTCACTGATTAGCGC...................................................................... 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

.........................................AAGATGGAGATATATGTCTGC........................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................CCCCGGTCACTGATTAGCGCGCAA.................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................GATTAGCGCGCAAGGTAGGA........................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................CCGGTCACTGATTAGCGCGCA................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................ACGAGTAGGAACTGTGGTGGC..... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................CGCGCTACTTCAGGTACCTGAC........................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................TTACAGTCGGGGGAACATCATC................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................GCCCCGGTCACTGATTAGCGCG..................................................................... 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

.............................................................................................................CCCGGTCACTGATTAGCGCGCT................................................................... 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 0 0 0 0 0

Anti-sense strand reads

CGCTCCTGAGCGGACGCTCGTAAAGCGAATAAATATACCACTTCTACCTCTATATACAGACGGTGGTGCGCGCGATGAAGTCCATGGACTGACATATATTTTTTGGTCGGGGCCAGTGACTAATCGCGCGTTCCATCCTCTGAAATGTCAGCCCCCTTGTAGTAGTGTATATTGCTCATCCTTGACACCACCGACCTC

****************************************************..((((.(((((..((((((((..((((..(((...(((............)))....)))..)))).))))))))..))).))))))....******************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V132

ML-
DmD32

V126

CME
L1

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V134

ML-
DmD8

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V131

ML-
DmD16-
c3

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

V128

S3

V130

ML-
DmBG3-
c2

V133

Sg4

V146

S1
cell

GSM628272

ago2[414]
ovary
total RNA

V140

Dessication_female_body

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

GSE24545

CS ovary
total
RNA

V144

OSC

V125

ML-
DmD9

V142

Oxidation_female_body
V148

mbn2

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V147

1182-
4H
cell

V127

G2

GSM609237

ago2[414]
ovary
total RNA

GSM609230

CS,ovary,AGO1IP

AGO1

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

V141

Heat_female_body

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V129

ML-
DmBG1-
c1

V139

Cold_female_body

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

V091

fGS/OSS
total
Â 

V137

Male
aged
head

V135

CME
W2
(wing
disc
line)

V138

Male
cold
body

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

GSM609225

ML-DmBG3-
C2

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

V136

Male
aged
body

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

GSM609249

ML-DmD21
cell

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

V145

S2-
DRSC

SRR060653

hs-Penelope_
ovaries_total

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

GSM343287

Drosophila
Toll 10b
mutant
embryos

V074

S3

V032

S1
cell

V085

CME
W2
wing
disc

GSM609229

embryo 2-
6hr

GSM609250

ML-DmD32
cell

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

V073

mbn2

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V096

loqsKO/f00791
ovary

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM609235

CMEL1

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR014273

Ovary_rep1_Har_P

V034

ML-
DmD16c3
cell

GSM609234

CS Â male
total RNA
Â 

GSM609220

ML-DmD21
cell

GSM609218

Sg4

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR014275

Ovary_rep1_LK_P

GSM609227

CMEW1
Cl.8+
cell

V022

ML-
DmD32
cell

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

SRR065800

zuc_H-
Y_ovaries

GSM379065

Zuc
Heterozygote

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

GSM379057

Krimp
Mutant

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM609219

GM2 cell

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

GSM385744

OSS_s2

V038

Felix
sample
S2
only

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR014277

Ovary_rep1_NA_P

GSM280088

S2cell
(AGO1IP)

AGO1

GSM379051

Armi
Mutant

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

GSM609217

MLDmD20c5

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM385748

OSS_s6

GSM385821

OSS_s7

GSM609226

CMEW1
Cl.8+
cell

SRR097865

Drosophila
S2-NP
cells

V036

ML-
DmD20c5
cell

SRR097866

Drosophila
S2-NP
cells

SRR060643

A2_testes_total

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

SRR014280

Ovary_rep1_w1118_P

GSM379064

Vasa
Mutant

V030

ML-
DmD8
cell

GSM379050

Armi
Heterozygote

SRR060645

yw67c23(2)_testes_total

V037

Felix
sample
+mirtrons

GSM609248

ML-DmD9
cell

V031

GM2
cell

SRR065801

zuc_het(H-
Y)_ovaries

SRR060646

yw67c23(2)_ovaries_total

SRR060652

hs-
Penelope_testes_total

SRR029028

untreated
(mock)

GSM379052

Aub
Heterozygote

GSM371638

S2-NP

GSM379066

Zuc
Mutant

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

V014

DTT
8h

GSM379063

Vasa
Heterozygote

SRR029033

lacZ
knockdown

GSM379054

Flam
Heterozygote

GSM399100

Kc167
cell

GSM379056

Krimp
Heterozygote

SRR029029

dcr-1
knockdown

V006

r2d2 female:
possibly
heterozygous

GSM379053

Aub
Mutant

SRR029032

r2d2
knockdown

SRR097867

Drosophila
S2-NP
cells

SRR060644

A2_ovaries_total

GSM399101

kc167
cell

V086

female
body,
aged

SRR010959

Ago3 IP in
heterozygotes

AGO3

SRR029030

dcr-2
knockdown

SRR029031

loqs-ORF
knockdown

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

GSM609221

1182-4H
cell

GSM385822

OSS_s8

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR014282

Ovary_rep1_wK_P

GSM280082

WT
ovaries
(18-29nt)

V077

cold,
female
head

GSM280083

dcr-2-/-
ovaries
(18-29nt)

V012

Dcr2 male
(Katsutomo,
whole fly?)

SRR032094

ago2
knockdown

V023

Dcr2
female
head

V008

S2-
DRSC

GSM379062

Squ
Mutant

V015

DreRFHV148h

GSM379058

Piwi
Heterozygote

SRR029633

total
small RNAs
from hen1
homozygous
flies

GSM379067

SpnE
Mutant

SRR010956

Piwi IP in
Ago3
heterozygotes

GSM313162

dcr-2
homozygous,
untreated

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM379061

Squ
Heterozygote

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM609239

IR- 2-
18hr

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

V078

Desiccation,
female head

GSM379060

SpnE
Heterozygote

SRR001664

homozygous_dcr-
2_untreated

GSM609222

ML-DmBG1-
C1

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR031692

Total
small
RNAs from
Oregon R

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM399110

KC-48 #2

SRR001339

WT_females_non-
beta-eliminated

V079

Oxidation,
female
head

GSM379059

Piwi
Mutant

GSM360262

0-2d
pupae

GSM609223

male, one
day

GSM609251

aged
female
head

GSM609242

s2+48 #2

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR010953

Aub
heterozygotes,
oxidized

SRR001349

heterozygous_dcr-
2_untreated

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR060650

A1_testes_total
GSM343832

S2R+ cell

GSM609240

IR+ 2-
18hr

GSM313163

dcr-2
heterozygous,
untreated

SRR001338

IR_non-
beta-
eliminated

V080

Starvation,
female head

GSM609224

female,
one day

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR010955

Aub IP in
Ago3
heterozygotes

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

GSM609247

heat
female
head

SRR032093

ago1
knockdown

SRR001347

ago2_untreated

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM1528798

follicle
cells

GSM343833

S2R+ cell

SRR060651

A2_ovaries_Ago3

AGO3

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

GSM609238

embryo
14-24hr

SRR001345

ago2_non-
beta-
eliminated

GSM609241

s2+48 #1

GSM361908

s2-48
Biological
Replicate
#2

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

GSM379055

Flam
Mutant

SRR065802

Piwi-
IP_zuc_mut_ovaries

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

GSM322219

2-4day
pupae #1

GSM286611

6-10h #2
(11)

GSM286604

0-1h #3
(7)

GSM424740

S2 pKF63
stably
transfected

GSM360260

0-1d
Pupae (w)

SRR065806

Piwi-
IP_squ_mut_ovaries

GSM322543

male head
#1

SRR001343

dcr-2_non-
beta-
eliminated

GSM313160

dcr-2
homozygous,
oxidized

GSM424739

S2
parental

GSM609243

KC+48 #1

SRR065807

Piwi-
IP_squ_het_ovaries

SRR065803

Piwi-
IP_zuc_het(mut)_ovaries

GSM272653

KC -48 #1

V003

dsDcr-1
(katsutomo
RNA)

GSM286613

0-1hr #1
(A)

GSM609244

KC+48 #2

GSM286607

6-10h #1
(10)

SRR001341

WT_males_non-
beta-
eliminated

GSM286605

2-6h #1
(8)

GSM280085

WT testes
(18-24nt)

GSM399106

female
body #2

S6

0-1,2-
6,6-
10h
embryo

GSM399107

male body
#2

GSM275691

imaginal
disc

GSM399105

disk #2

GSM322533

female
head #1

GSM272652

S2 -48
Biological
Replicate
#1

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

GSM272651

S2-
48,+48,
KC-48,
+48 mix

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR001348

ago2_oxidized

SRR001344

dcr-
2_beta-
eliminated

GSM313161

dcr-2
heterozygous,
oxidized

SRR001337

WT_females_beta-
eliminated

SRR032092

mock
oxidized

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR010960

wt,
oxidized

GSM322245

3rd
instar #1

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM286606

2-6h #2
(9)

GSM286603

female
body

GSM280087

S2cell
(AGO2IP)

AGO2

GSM322338

2-4day
pupae#2

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

SRR060649

A2_ovaries_FLAG-
Piwi

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR010951

Ago3
heterozygotes,
oxidized

GSM322208

3rd
instar #2

SRR023400

total RNA
extracted
from P19
cells

GSM240749

female
head

GSM467729

Dmel_wt_sRNAseq

GSM286602

male body

SRR060648

A2_ovaries_FLAG-
Aub

SRR010952

Ago3 trans-
heterozygotes,
oxidized

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

GSM286601

male head

SRR023197

RNA
Library
from S2
control
cells

GSM180331

early
embryo
(2-6)

GSM312995

WT,
oxidized

GSM467730

Dmel_r2d2_sRNAseq

GSM180335

imaginal
discs

SRR023399

RNA bound
by P19
protein

AGO2

GSM180330

very
early
embryo
(0-1)

GSM180332

mid
embryo
(6-10)

GSM180336

pupae: 0-
1 day, 0-
2 day, 2-
4 day

GSM180328

adult
heads
(female
heads,
male
heads)

GSM180329

adult
bodies
(female
bodies,
male
bodies)

GSM364902

12-24hr
embryo

GSM180334

larvae:
1st
instar
and 3rd
instars

GSM180337

tissue
culture
cells (S2
only)

GSM360256

1st
instar #1

GSM313165

ago2
homozygous,
oxidized
(technical
replicate
#2)

SRR001346

ago2_beta-
eliminated

GSM239052

S2 cells,
non beta-
eliminated

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

SRR065155

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

GSM313164

ago2
homozygous,
oxidized
(technical
replicate
#1)

GSM467731

Dmel_loq_sRNAseq

GSM360257

1st
instar #2

GSM180333

late
embryo
(12-24)

SRR001340

IR_beta-
eliminated

SRR065152

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-piwi
ovaries

GSM239051

S2 cells,
beta-
eliminated

AGO2

SRR065154

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

GSM239050
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...................................................................GCGCGCGATGAAGTCCATGGACT............................................................................................................ 23 0 1 7487238.00 7487238 681184 485633 316408 327373 408306 396895 414992 227611 347351 218984 233581 133699 212238 164452 113544 131283 128832 149637 115938 58890 86680 168416 139538 85965 65395 69595 50209 58823 70191 55375 54459 44170 69266 50306 63485 26173 31162 27047 45707 11511 42121 37429 34056 36830 51986 30135 33131 35956 21509 27968 18398 26899 268 15857 12693 17870 5993 17227 12 6008 11793 4990 10689 10541 10924 14594 3366 7426 7857 11243 8716 11541 7300 5209 9760 6152 11660 13900 6917 7448 7044 8918 2721 619 2428 2494 9081 4228 5153 2863 8607 10131 3200 3920 8805 7534 7758 6785 3738 6020 5524 6035 9 4038 3035 3449 3533 3184 1848 4130 3134 2870 3312 2656 1861 2893 1711 3463 2850 3005 3221 2912 2866 3037 1947 1056 1397 3087 2776 2001 2402 2823 1577 361 3959 1594 1324 1129 3152 2539 2457 1660 2372 841 2434 839 880 1591 646 1178 649 751 974 1232 3048 2175 892 1757 1555 727 2735 749 710 978 416 2851 967 1180 26 820 532 575 924 1466 781 819 610 1635 10 562 715 1131 529 352 1310 908 516 785 659 681 1323 885 654 532 456 287 839 480 985 881 93 349 249 284 153 108 587 671 246 192 267 126 444 683 201 355 135 4 266 507 524 138 35 121 116 146 111 89 24 176 121 74 191 170 113 63 70 103 56 59 74 65 44 97 80 18 48 22 23 123 34 88 19 95 18 14 58 83 20 0 25 33 23 16 20 48 13 15 0 34 36 10 10 28 10 11 7 13 8 9 9 7 9 14 9 11 8 0 2 4 7 5 0 1 0 1 2 2 0 0 0 0 0 0

.....................................................................GCGCGATGAAGTCCATGGACT............................................................................................................ 21 0 1 5583494.00 5583494 313742 406926 220004 232709 361713 164235 285028 158387 305386 201601 186806 197341 122815 106050 114748 104448 116005 37153 54619 100899 54176 15500 48918 49214 37945 41989 61964 55346 26738 62503 40928 39565 20228 27875 29293 33432 44118 48894 27784 45573 24972 31949 18603 15625 11907 19918 19830 28049 30835 17888 16690 15594 26119 20493 24037 22813 26798 17716 8 21480 11219 20193 18770 20127 15274 5840 16917 13041 12204 6560 15732 12353 7374 12450 9366 13962 5762 1792 8880 7939 8796 6132 13819 10426 14153 10405 3044 8150 7675 9132 3796 3613 8238 8601 3646 2732 2629 5383 6638 4611 4423 3180 0 5455 6471 6513 5392 4116 5515 4964 3899 2884 4510 2731 2318 4095 3404 3090 749 3731 4653 3669 1737 3230 5266 4018 1465 2864 3221 1396 2868 1930 3271 2558 710 1218 2782 2406 1362 1222 743 2257 1500 1636 1065 2850 1072 1766 2327 1705 2657 2373 758 1524 386 679 631 940 461 1326 366 1153 1976 398 1553 360 563 290 91 1107 1173 809 1315 520 1041 885 1188 233 89 281 183 505 1719 850 395 301 519 788 84 147 207 276 560 323 134 611 13 755 67 154 789 422 498 534 23 578 141 59 179 562 453 218 128 62 225 297 21 247 301 126 31 299 311 326 292 229 223 324 238 114 296 120 101 99 96 169 24 151 7 30 103 24 70 33 34 6 42 12 114 33 42 33 7 4 7 3 23 26 24 0 27 9 6 3 15 14 39 3 0 15 11 19 29 3 10 12 19 8 14 2 2 8 5 1 0 1 2 0 3 4 3 0 0 2 0 1 0 1 0 0 0 0 0 0

....................................................................CGCGCGATGAAGTCCATGGACT............................................................................................................ 22 0 1 4379689.00 4379689 143211 150410 343848 330121 174738 259893 119607 299167 125117 89242 64503 78685 100779 98677 125747 118498 45282 43820 67697 57022 78110 26636 42493 40560 70960 65828 53097 44179 42507 22561 41561 45405 24710 29134 11670 33720 27387 19970 26063 15298 23009 24058 38559 22684 15450 17691 14259 5417 16134 18293 31094 21348 191 9131 14123 8224 14748 12363 8 7825 15924 15467 7526 5081 10779 11902 11703 11398 7350 10209 3463 4701 9938 10028 6304 3198 8599 6176 6248 7393 5031 5092 3010 7652 5270 7699 6567 5253 6095 6138 6046 4403 7028 2893 3454 5822 5536 2583 4814 4118 4449 5299 1 4661 4099 3045 4111 4417 2821 1786 3489 5683 3271 3579 5478 3797 3603 3910 5038 3207 2117 2705 4071 3174 1397 1636 4287 2019 2122 3625 2179 3467 1119 1340 1093 3025 1653 2401 1087 1961 1757 1879 2188 1717 2223 951 2371 1589 901 1854 893 1358 1818 1425 790 1605 1631 897 1214 1949 559 1204 1267 750 574 558 1458 1849 31 764 1125 702 732 650 717 653 661 562 31 596 918 986 346 1345 1047 827 674 602 262 678 337 600 420 733 305 636 488 276 510 458 321 517 277 156 47 263 307 237 128 208 178 471 196 200 221 243 42 467 156 138 115 165 249 188 101 190 119 132 146 129 112 112 71 55 52 76 45 79 25 52 114 43 100 97 28 13 42 19 29 37 75 27 34 45 18 18 28 24 21 0 28 56 15 12 13 15 13 12 0 11 10 22 18 12 17 15 5 6 6 1 6 14 9 8 2 4 4 0 1 6 3 3 0 0 0 2 2 2 1 0 1 0 0 0

......................................................................CGCGATGAAGTCCATGGACT............................................................................................................ 20 0 1 512440.00 512440 11543 15608 28187 23847 12775 12292 21444 23582 15084 9560 6464 15797 5099 5837 12357 7276 5863 3334 5621 12147 4740 1265 2352 1871 4717 4513 5271 1849 1755 5607 2677 11311 1334 4258 1161 4987 5997 3653 1515 9467 4884 3174 1358 4350 1309 6322 1901 1103 3831 2521 3030 1144 31109 3293 4130 2205 3089 2094 3 4197 2331 1787 1274 1633 1713 1362 3172 2668 3714 1010 997 708 1689 2289 1065 865 1209 259 674 981 615 525 918 4803 928 1848 779 1704 924 1587 772 342 968 1166 338 658 657 575 913 795 773 783 2 488 638 1184 689 648 1533 1188 859 501 614 303 863 541 893 389 464 757 475 278 559 395 533 569 736 378 470 606 615 395 576 1647 1546 449 564 302 190 294 162 231 110 419 163 275 597 108 455 227 387 295 241 165 18 145 169 84 135 213 257 327 268 95 373 69 160 147 1213 103 237 284 207 29 280 190 124 93 1085 70 88 165 192 181 103 93 211 156 32 51 31 181 131 150 36 157 40 126 2 48 275 64 51 61 12 137 68 7 10 37 31 95 8 12 14 56 11 248 12 20 2 20 107 16 13 21 45 19 41 10 11 16 3 6 8 12 11 18 14 7 28 11 18 21 12 101 2 49 6 1 11 0 23 3 7 80 0 4 2 0 2 0 30 6 4 2 6 6 0 0 1 3 2 0 2 0 0 0 2 0 1 1 2 1 2 1 0 0 0 1 2 2 0 0 0 1 0 0 1 0 0 0 0 1

..................................................................TGCGCGCGATGAAGTCCATGGACT............................................................................................................ 24 0 1 299131.00 299131 19585 14159 11987 13637 11146 15697 9766 9586 11402 4787 9699 4070 8604 8242 4564 3545 12398 4852 8618 6320 3209 11091 3441 3603 2328 2420 3066 1838 2604 1274 3074 3386 2745 4171 1809 2385 1255 579 1255 422 2748 1682 794 3443 1045 1789 902 320 934 1433 353 817 21 726 297 835 200 515 5 342 720 396 214 371 223 910 148 291 277 560 156 444 469 279 280 153 360 1654 152 262 140 1265 232 16 149 121 1415 93 135 120 114 311 170 91 1223 1203 1163 282 415 191 491 361 6 235 79 143 176 249 192 169 220 224 215 222 199 101 84 102 700 111 160 127 202 162 68 33 89 115 91 100 246 104 140 39 271 40 118 76 219 414 417 80 62 72 88 73 57 92 34 58 45 22 136 49 285 393 105 103 182 23 252 65 63 200 20 232 172 291 0 40 19 37 59 160 35 96 94 172 1 126 246 86 8 7 154 129 39 28 84 176 119 69 49 31 92 27 201 35 68 48 5 23 37 56 16 7 45 44 16 22 19 0 51 26 47 25 14 0 33 58 32 9 2 9 17 10 1 5 1 9 15 9 3 8 12 16 12 6 8 11 3 10 0 11 0 1 0 5 7 3 1 4 0 3 2 2 6 3 3 0 5 3 1 2 2 4 0 2 0 0 0 3 2 2 0 0 0 2 1 0 4 0 0 0 1 1 3 0 0 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0

....................................................................TGCGCGATGAAGTCCATGGACT............................................................................................................ 22 1 1 180444.00 180444 9982 8707 6286 7545 6254 3858 7770 4793 6333 6253 5335 5252 1451 3777 3438 2148 6042 1866 2771 11230 1528 778 741 534 1081 1000 1849 1125 562 1057 1839 1935 681 3021 602 3818 958 807 914 1782 629 839 897 2373 216 753 533 263 589 1469 406 684 23 1009 1239 993 425 1300 1 1621 785 405 254 548 274 302 429 417 430 468 252 395 723 310 392 512 352 120 158 250 140 554 394 94 248 289 202 484 184 209 239 74 186 184 346 194 157 67 623 322 686 526 1 168 137 108 109 893 187 152 373 137 116 772 426 65 308 52 255 142 150 88 238 71 205 103 287 155 67 227 373 94 172 184 11 138 402 97 72 75 186 57 41 270 37 118 130 107 195 37 80 41 198 41 23 0 186 26 122 50 10 170 42 107 70 8 145 106 2 79 70 152 55 25 70 81 85 17 0 107 63 149 30 34 0 66 117 24 9 44 9 18 56 33 52 32 8 18 3 5 23 55 54 46 6 6 7 0 11 12 10 19 9 3 20 9 0 2 9 0 1 20 31 4 20 17 20 11 34 7 6 7 6 1 1 15 5 14 1 4 13 0 5 0 0 0 1 1 0 1 0 0 0 3 1 0 2 1 1 0 3 1 0 0 1 0 2 0 0 0 1 4 2 0 1 0 0 2 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

..........................................................................................................TCGGGGCCAGTGACTAATCGCGC..................................................................... 23 0 1 167798.00 167798 7958 4855 3277 2426 7102 3732 13135 2563 9033 4267 9569 1203 3053 872 3471 3021 8102 3882 1326 1283 635 2267 2924 1167 671 659 478 1465 747 2464 961 507 2230 2485 580 1278 364 1221 1798 738 332 508 478 1268 1722 151 2199 77 306 707 147 170 0 975 251 1044 56 1101 0 367 671 819 488 550 649 1178 22 206 852 612 624 1430 589 366 332 443 533 200 404 589 164 435 489 2 19 22 61 334 582 380 25 203 8 407 483 49 40 427 250 407 274 345 0 427 90 313 194 197 329 469 263 102 83 118 238 91 551 304 144 166 203 45 161 147 153 149 31 169 96 111 101 55 194 94 3 178 171 646 344 44 101 337 73 296 60 192 71 66 155 124 59 188 142 58 4 88 175 342 79 102 7 136 89 30 58 14 134 55 1 493 39 212 24 470 164 168 248 167 1 29 278 42 86 69 60 55 243 139 284 142 15 16 26 146 14 8 60 119 25 0 32 38 156 147 422 32 12 127 623 9 102 116 198 7 227 10 365 0 92 7 10 135 10 14 88 19 8 9 11 121 13 172 151 140 151 85 123 43 65 4 5 110 6 12 71 3 87 40 1 24 5 46 7 3 44 1 45 9 39 43 23 7 0 25 8 3 0 22 33 9 9 1 0 9 3 5 14 12 6 24 6 1 4 1 1 0 1 8 13 3 0 2 2 2 0 0 1 0 0 1 0 0 1 0

..................................................................AGCGCGCGATGAAGTCCATGGACT............................................................................................................ 24 1 1 89812.00 89812 3046 2853 8002 8310 1900 6371 2178 6963 1390 708 1112 425 1449 3375 2415 1974 720 948 4790 627 2062 1140 654 529 1691 1554 1580 346 1049 183 1593 553 552 1221 289 1136 278 262 220 63 693 385 180 1090 465 321 119 235 158 230 460 153 25 95 59 121 294 119 135 63 352 57 108 61 57 101 107 118 41 178 30 48 280 85 96 29 44 838 31 37 29 66 11 21 85 69 197 33 36 26 14 109 162 9 68 162 179 4 22 47 45 87 100 44 29 17 78 64 1 6 14 197 124 38 40 66 17 45 233 15 39 53 23 71 6 31 30 39 42 19 19 72 2 18 38 36 26 25 19 56 127 16 28 30 47 21 14 25 6 20 16 13 45 17 67 0 38 17 64 17 31 15 20 54 3 28 30 101 0 8 10 16 24 38 7 29 10 36 1 22 103 19 0 10 0 29 14 4 5 63 32 48 6 2 32 9 69 3 75 36 2 15 7 8 2 3 13 24 5 12 7 0 11 46 8 3 0 0 2 15 10 1 0 3 0 7 1 4 0 3 4 5 1 2 5 0 4 1 1 4 0 0 1 0 2 0 1 0 0 1 0 1 0 3 1 1 1 1 0 0 1 0 0 0 1 1 2 0 0 0 0 0 1 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

.......................................................................GCGATGAAGTCCATGGACT............................................................................................................ 19 0 1 71044.00 71044 967 1053 1190 976 1245 957 1574 987 1886 1458 559 1814 309 1268 923 488 2033 205 1031 1676 201 104 335 119 208 211 651 235 120 916 780 1250 280 1038 103 3988 880 401 216 1448 817 294 316 1045 90 1976 161 84 475 220 215 437 5067 1191 793 330 165 258 2 690 1160 107 117 213 167 337 182 258 490 536 81 106 963 170 387 125 314 29 127 104 131 403 546 181 38 115 292 176 81 132 59 52 52 223 237 284 256 307 123 226 97 636 0 53 70 258 62 228 263 304 156 27 61 191 174 43 89 30 209 335 35 41 106 41 96 92 94 85 84 154 89 46 158 333 20 44 91 23 46 129 116 16 17 264 26 232 118 17 68 22 147 11 272 25 1 109 216 13 85 12 3 184 25 130 101 0 169 70 257 106 126 129 77 43 139 64 102 16 197 72 37 57 23 26 72 99 103 63 13 41 5 71 54 33 43 21 31 25 0 5 24 22 18 23 7 27 28 0 14 15 36 0 14 0 44 26 5 0 13 0 0 10 23 6 25 10 89 15 26 11 14 26 7 9 9 9 3 10 2 5 16 2 5 9 1 17 6 4 1 3 3 1 5 0 1 11 1 2 5 0 4 0 4 0 4 1 0 0 0 0 1 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 0 0 0 0

...................................................................GCGCGCGATGAAGTCCATGGA.............................................................................................................. 21 0 1 58066.00 58066 3336 2356 4032 3794 1890 3447 2308 7416 1855 1146 1144 529 2445 811 594 246 854 703 616 41 891 138 825 539 1474 772 263 396 668 333 318 399 431 306 430 151 284 291 195 92 322 355 326 226 334 261 282 278 227 142 112 52 81 87 96 235 119 148 0 37 78 9 60 92 180 274 103 109 65 77 95 92 50 83 87 75 98 73 71 99 83 4 29 6 32 31 161 34 78 53 165 199 14 47 3 143 143 62 34 52 45 41 0 89 51 35 61 20 22 45 29 17 32 25 36 66 40 81 16 29 49 55 19 66 16 26 10 24 29 27 22 25 24 4 42 40 14 24 31 77 6 31 53 10 60 8 11 17 13 33 5 29 5 43 18 0 7 147 10 7 12 6 17 2 5 20 13 5 0 0 2 3 15 0 27 8 3 5 0 1 11 8 7 2 0 4 7 16 0 3 6 2 5 5 0 3 21 5 36 13 3 1 3 1 2 12 0 26 4 0 0 0 0 9 0 2 2 0 2 6 1 2 0 0 0 0 1 0 0 1 0 0 0 0 1 0 2 0 1 0 0 0 0 0 14 0 0 0 0 0 1 0 0 20 0 0 0 1 0 0 0 8 0 0 0 1 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

....................................................................AGCGCGATGAAGTCCATGGACT............................................................................................................ 22 1 1 57272.00 57272 1120 1076 4539 4266 923 1735 718 4415 522 626 460 362 1095 1527 2582 1820 518 395 1582 1332 1046 110 103 510 1232 1106 888 322 419 222 884 933 278 632 194 1015 421 532 88 246 425 369 261 1329 45 335 136 59 258 109 458 156 41 117 121 154 756 207 74 424 247 280 240 77 110 35 308 244 83 112 37 38 173 313 108 82 45 100 173 75 175 34 88 76 123 248 36 124 64 163 56 29 164 35 30 37 17 24 38 56 43 47 33 31 162 40 87 148 58 43 56 162 123 126 35 84 30 39 85 40 43 92 31 44 16 93 47 63 44 28 32 75 25 536 6 22 37 33 5 13 41 20 41 67 17 31 14 18 14 34 43 34 34 25 14 0 49 9 40 32 3 51 33 27 15 10 20 31 1 11 21 49 50 3 6 22 8 3 1 10 21 19 6 24 0 18 28 4 9 12 6 11 18 8 8 15 0 4 7 7 23 22 5 4 5 10 0 1 1 11 17 0 3 1 6 17 0 3 1 0 2 2 6 9 3 5 6 9 8 0 7 2 0 0 0 1 1 1 1 1 1 0 0 0 0 0 1 0 4 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 1 0 0 0 1 1 0 1 1 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

...................................................................TCGCGCGATGAAGTCCATGGACT............................................................................................................ 23 1 1 53400.00 53400 3832 2046 3201 4086 1472 4450 1310 2456 1858 1019 1259 1836 1360 813 598 655 1055 368 405 1115 817 471 256 581 412 466 225 302 654 645 262 241 676 385 315 261 113 174 263 276 141 94 186 262 559 174 137 368 99 127 66 114 13 189 236 164 63 121 3 159 157 1675 82 68 59 101 29 53 59 89 72 102 66 35 71 72 52 54 64 31 51 87 47 1 11 23 345 62 44 17 120 88 5 33 88 295 298 19 62 60 89 46 1 24 29 24 13 20 30 24 92 10 3 29 49 9 71 15 12 9 24 18 116 15 10 21 357 22 45 46 39 11 39 6 11 65 94 3 44 118 22 6 14 10 11 6 46 9 12 5 6 2 10 19 4 0 13 24 14 6 3 4 4 21 24 3 16 4 0 12 10 6 3 11 4 4 14 16 0 6 6 4 5 1 0 3 2 11 0 1 0 8 5 8 9 104 0 7 3 2 2 5 8 2 1 2 3 2 2 0 9 1 0 0 13 2 0 0 3 0 2 2 21 1 3 0 1 1 0 3 0 0 0 1 0 2 2 1 0 1 0 0 0 0 0 0 0 0 2 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................GCGCGATGAAGTCCATGGA.............................................................................................................. 19 0 1 41336.00 41336 1568 1934 2524 2351 1777 1301 1398 3484 1378 1027 922 849 1297 526 1106 453 713 184 299 72 465 11 291 311 653 426 322 444 259 305 240 489 125 171 201 205 498 534 176 344 217 348 177 89 58 182 158 182 343 80 165 39 31 118 181 301 447 136 0 146 80 40 117 159 225 99 327 169 103 54 150 84 55 172 66 147 54 1 117 79 102 5 114 134 209 198 48 57 138 200 48 61 117 74 2 49 34 51 51 20 22 16 1 54 76 55 98 36 38 47 29 13 66 25 25 80 46 65 3 30 43 75 23 65 59 88 12 26 49 16 22 11 26 24 8 40 23 71 16 25 2 39 28 13 15 20 3 17 34 26 28 90 1 47 2 0 1 49 4 9 4 12 50 0 10 0 6 2 1 0 3 9 27 0 29 5 0 0 0 0 0 4 23 4 0 1 7 16 0 0 0 7 5 4 1 5 0 3 1 5 22 0 0 0 0 33 6 3 2 0 0 0 1 2 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 1 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

....................................................................CGCGCGATGAAGTCCATGGA.............................................................................................................. 20 0 1 36949.00 36949 598 628 3435 3011 704 1929 503 7645 500 391 239 370 970 454 1015 639 214 183 306 49 653 24 180 238 1402 564 223 299 323 113 202 370 137 132 69 167 200 205 181 106 138 209 342 126 96 133 118 58 141 81 164 47 207 58 100 83 229 104 0 60 77 29 35 48 155 189 196 140 63 72 23 31 76 144 57 37 75 19 70 76 67 5 26 100 54 149 83 38 108 111 91 73 90 29 1 79 89 21 21 26 38 38 0 86 54 22 78 24 29 25 27 18 35 18 49 77 53 104 24 35 20 62 24 51 8 27 9 11 21 31 28 28 13 13 7 19 14 50 15 31 15 31 33 8 48 2 21 6 6 37 7 36 6 50 6 0 17 46 11 19 4 10 32 0 4 3 9 7 0 0 8 8 15 0 17 8 0 1 0 0 6 7 2 5 0 3 6 15 0 1 1 6 5 11 0 10 0 3 5 5 8 2 0 0 1 12 0 20 3 0 0 0 4 0 0 3 1 1 0 0 0 1 3 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 2 0 1 0 0 0 0 0 0 1 1 0 0 1 0 0 0 5 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................ACGCGCGATGAAGTCCATGGACT............................................................................................................ 23 1 1 35175.00 35175 4260 1655 2111 2057 1806 1340 963 1770 742 403 424 562 678 1256 776 649 258 454 1036 497 455 236 167 319 393 366 506 149 215 390 504 225 206 478 1634 512 104 87 62 42 198 104 152 431 98 121 87 218 70 61 81 105 7 52 37 48 122 83 39 56 107 81 53 24 36 20 75 48 19 88 19 14 61 41 19 33 31 63 35 10 28 24 16 14 21 31 29 25 16 19 27 24 21 13 30 28 24 14 9 17 18 30 23 8 17 15 17 21 6 7 26 18 22 22 6 27 13 7 23 18 9 13 1 15 4 6 10 10 26 9 3 14 2 11 5 6 7 5 4 15 20 3 7 9 10 5 9 7 2 1 4 3 12 6 12 0 12 0 15 11 5 10 0 2 9 2 12 8 0 3 6 8 4 4 6 8 9 6 0 4 2 8 1 2 0 5 2 3 0 8 4 10 6 0 3 6 28 1 8 4 3 2 1 3 2 1 3 1 0 1 2 0 4 4 1 3 0 0 4 4 1 1 0 4 0 1 2 2 0 0 1 1 0 1 1 1 1 1 0 1 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 3 0 0 1 0 2 0 0 1 0 0 1 1 0 3 0 1 1 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

................................................................CTAGCGCGCGATGAAGTCCATGGACT............................................................................................................ 26 3 1 30105.00 30105 0 0 0 0 0 0 0 0 0 0 0 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 23084 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7019 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................CGGGGCCAGTGACTAATCGCGC..................................................................... 22 0 1 26591.00 26591 255 618 268 108 656 284 2533 165 827 209 226 639 138 104 109 91 612 1528 106 306 23 720 136 60 52 47 71 709 55 99 100 349 144 332 48 176 195 137 574 79 243 223 100 117 101 126 255 35 165 876 8 52 0 65 46 158 20 140 0 36 23 52 52 297 112 201 36 47 329 31 424 217 15 50 106 145 71 44 124 228 70 137 266 29 48 39 55 117 109 44 13 63 55 213 109 42 37 226 69 67 57 57 0 126 18 43 55 24 155 93 48 22 28 20 10 55 35 68 3 39 36 9 9 49 161 60 14 64 18 10 26 27 40 9 6 27 13 231 41 34 15 124 26 107 18 70 7 33 106 38 57 51 16 24 4 14 21 37 14 12 9 47 40 3 8 27 12 3 8 60 6 94 14 18 7 190 55 151 15 0 11 21 98 9 8 2 93 4 272 19 46 6 36 21 0 10 8 30 21 1 6 2 29 26 205 27 11 63 17 5 6 32 6 1 15 2 181 0 9 0 4 18 1 9 8 0 2 9 27 9 4 17 2 9 6 9 51 7 60 0 1 45 0 13 30 19 4 77 7 2 32 0 60 1 33 34 0 1 1 62 1 0 12 16 1 1 0 15 19 2 0 0 0 0 1 0 0 0 0 0 3 0 3 1 1 1 2 7 0 1 0 0 0 1 2 0 0 0 1 0 0 0 0 0

...................................................................CCGCGCGATGAAGTCCATGGACT............................................................................................................ 23 1 1 23741.00 23741 2712 588 1797 1685 408 1862 327 1777 312 192 287 666 601 349 257 261 294 172 181 104 333 181 112 1318 244 201 134 177 268 66 142 161 480 87 74 61 130 120 126 34 146 112 198 73 89 117 44 51 88 50 45 159 0 44 26 27 29 28 0 22 55 988 137 18 48 45 13 32 3 118 65 15 28 27 22 95 23 26 87 24 47 6 4 8 24 11 24 7 27 24 11 49 16 13 4 13 14 9 9 8 12 5 5 17 35 6 6 5 12 4 10 9 10 4 22 6 4 14 13 6 6 16 21 13 4 47 159 33 16 14 0 15 18 2 10 7 30 9 25 8 3 18 10 4 10 3 8 2 1 4 2 3 2 12 5 0 3 12 2 6 2 5 3 14 2 2 10 2 1 0 2 0 0 2 2 3 2 5 0 6 0 0 0 0 0 1 1 3 5 0 0 3 1 1 5 31 1 0 5 0 1 0 0 0 0 1 4 6 0 0 0 0 1 0 0 0 0 0 0 1 2 2 3 0 0 0 0 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 1 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

............................................................................................................GGGGCCAGTGACTAATCGCGC..................................................................... 21 0 1 19799.00 19799 94 585 607 249 370 567 2279 346 436 276 80 133 100 43 97 80 270 319 55 122 51 101 56 39 98 114 25 248 111 293 33 29 135 162 81 75 28 228 218 322 43 28 24 46 122 24 157 20 40 203 8 13 20 133 79 825 20 101 0 62 37 83 92 413 46 68 25 13 873 22 105 82 12 25 502 46 43 10 32 99 21 32 66 7 20 16 7 118 41 31 4 21 39 172 20 7 5 838 109 55 60 29 0 53 13 68 40 21 261 73 56 15 15 10 12 15 66 32 18 33 13 1 0 20 48 18 0 31 6 1 37 23 28 10 1 73 23 85 36 8 24 41 9 94 13 32 4 3 101 12 28 15 25 14 0 21 46 11 14 4 0 50 15 2 65 2 23 5 4 29 20 104 10 13 8 60 43 27 1 3 35 4 32 4 9 6 78 4 346 27 5 8 17 25 2 3 0 26 3 0 2 7 30 19 223 15 0 7 9 1 2 5 4 0 26 2 180 2 13 0 1 9 2 4 17 0 7 1 66 5 0 8 4 6 3 10 37 5 80 0 2 29 1 0 7 2 4 3 2 0 9 2 35 0 16 0 0 2 0 37 1 1 1 9 1 0 0 8 21 0 0 0 0 0 0 1 1 0 1 0 3 0 0 1 0 0 0 9 0 0 0 0 14 0 3 0 0 0 0 0 0 0 0 0

.................................................................TTGCGCGCGATGAAGTCCATGGACT............................................................................................................ 25 1 1 18384.00 18384 1638 1311 434 474 761 564 799 288 1146 316 1099 594 101 238 119 82 1425 341 398 613 117 757 247 47 55 94 155 31 92 290 125 110 208 467 167 160 24 8 64 28 69 31 17 379 186 47 28 122 23 121 6 8 1 45 35 65 3 48 5 40 35 7 5 39 0 43 3 7 8 23 10 33 37 2 15 4 6 47 8 2 3 29 5 0 0 2 29 5 0 1 0 14 6 4 43 40 45 2 7 8 25 23 1 6 1 4 1 28 2 4 15 4 8 19 2 1 4 2 21 1 12 1 11 7 3 2 0 6 2 2 10 0 9 5 8 0 2 4 2 9 9 2 1 3 2 6 2 6 3 2 2 0 4 2 1 0 3 1 15 1 4 3 2 12 3 6 15 8 1 1 1 5 1 18 8 10 4 20 0 3 17 5 0 1 0 3 2 1 12 3 2 2 4 0 4 0 0 0 1 0 0 0 0 1 1 0 0 1 2 3 0 0 2 6 0 1 0 0 4 0 0 1 0 0 0 0 0 0 0 1 1 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 0 0 0 0 0 0 0 0 0 0

..................................................................CGCGCGCGATGAAGTCCATGGACT............................................................................................................ 24 1 1 14387.00 14387 501 438 1119 1274 277 1156 315 1163 290 96 216 194 386 378 318 339 103 218 333 103 310 235 132 206 263 250 99 94 207 53 418 203 103 54 43 38 96 59 70 15 138 97 73 40 53 65 24 10 49 41 47 48 0 17 10 21 22 19 11 9 19 13 27 13 31 26 46 44 8 27 8 7 17 42 11 7 11 97 40 32 35 7 4 18 23 26 35 4 16 9 2 25 7 3 11 17 18 12 3 8 3 16 4 6 16 3 20 2 0 4 4 42 12 4 4 20 3 11 7 6 6 28 0 21 4 19 6 6 11 18 2 14 1 4 18 4 3 5 2 5 7 10 7 3 8 0 0 3 0 4 2 1 1 11 21 0 2 5 5 3 8 2 5 9 0 5 4 3 0 0 3 0 5 6 0 0 2 2 0 10 3 2 2 1 0 9 0 0 4 5 11 3 1 2 5 1 0 0 6 0 0 0 0 2 0 0 0 2 0 0 0 0 1 9 0 0 0 0 1 9 3 0 0 1 0 0 2 0 0 0 0 0 1 0 0 0 0 1 0 0 1 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 1 0 0 0 1 0 1 0 0 0 0 0 0 0 0 2 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

...................................................................TTGCGCGATGAAGTCCATGGACT............................................................................................................ 23 2 1 12604.00 12604 668 569 142 167 457 98 600 120 553 426 507 856 58 161 94 75 514 120 122 1122 35 45 64 28 19 17 106 17 16 262 80 57 89 502 48 505 15 31 34 160 23 18 15 265 33 47 27 315 14 87 1 12 0 69 101 55 8 67 2 213 72 33 6 33 3 5 11 8 35 47 12 29 78 5 15 24 9 3 3 2 6 15 67 2 5 3 8 28 2 4 22 3 0 13 13 12 9 2 48 9 53 45 0 1 2 8 0 79 14 23 84 0 2 74 44 1 20 0 14 2 15 0 23 0 12 0 22 10 2 20 16 2 24 7 0 11 19 2 2 6 10 1 0 40 0 15 1 8 6 1 7 1 19 1 0 0 9 1 8 0 1 16 0 8 16 0 9 6 0 5 5 15 0 0 3 7 5 1 0 1 8 12 0 2 0 4 9 0 0 0 0 0 7 3 2 3 0 4 0 0 1 6 4 3 1 0 0 0 1 0 0 0 0 0 0 4 0 0 0 0 0 1 2 0 0 1 0 0 0 1 0 0 0 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

........................................................................CGATGAAGTCCATGGACT............................................................................................................ 18 0 1 10103.00 10103 1 1 117 98 9 172 5 154 9 0 1 156 5 10 28 8 22 0 41 3 23 6 4 1 41 17 15 78 26 2 10 15 5 11 0 111 7 12 47 148 7 1 31 8 38 11 23 160 4 13 24 17 0 124 114 46 5 76 1 284 46 18 1 2 20 41 14 41 125 47 30 1 36 14 78 15 72 2 3 9 1 3 30 69 0 19 38 37 18 16 0 12 0 2 8 37 33 25 13 63 29 31 0 10 0 46 15 16 73 51 35 2 4 9 2 10 3 9 167 108 0 4 0 8 9 2 0 81 23 0 15 12 11 61 10 3 3 0 3 20 13 4 9 126 21 8 4 2 2 3 6 3 31 9 0 12 7 0 2 3 0 73 4 8 10 0 9 43 2566 44 20 74 29 14 28 1 16 0 2022 10 16 9 2 4 1 1 29 13 14 12 0 0 24 1 5 0 22 3 0 0 3 0 6 6 20 1 0 0 2 0 0 0 3 0 11 2 20 0 7 0 0 7 1 0 8 7 14 0 1 1 1 0 0 2 3 2 9 2 2 11 6 9 2 0 2 103 0 8 1 2 0 1 3 0 4 9 0 1 0 0 0 0 27 5 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 3 1 0 2 10 6 6 0 1 0 0 6 0 5 0 0 0 0 2 0 0 0 0 0

...................................................................GCGCGCGATGAAGTCCATGGAC............................................................................................................. 22 0 1 9220.00 9220 210 441 402 374 217 414 1228 564 940 87 104 57 292 103 93 82 188 70 78 49 109 53 48 62 204 78 30 21 86 113 30 75 88 64 56 25 51 44 33 9 55 72 66 33 109 52 27 92 41 56 16 19 0 25 6 18 6 15 0 5 13 9 11 17 15 23 4 8 24 4 5 13 8 11 17 2 5 21 7 8 4 16 5 0 1 7 31 42 10 9 29 10 0 5 10 27 22 17 17 8 25 3 0 0 3 2 4 1 23 5 7 7 1 1 9 2 17 7 20 1 5 0 33 5 3 1 4 3 0 8 19 2 4 0 25 38 7 6 1 13 30 0 0 3 2 2 2 1 5 6 0 3 10 2 31 24 14 5 20 1 16 2 0 4 3 13 11 13 2 8 3 0 0 16 1 1 4 4 0 2 9 0 2 0 17 1 0 2 0 6 9 1 0 5 4 0 32 0 4 7 0 2 4 0 1 1 0 1 2 0 0 0 2 10 7 3 1 0 3 0 1 1 0 0 2 1 1 0 0 1 0 0 0 1 0 3 1 0 0 1 0 1 0 0 2 2 0 0 0 1 0 0 0 1 0 1 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 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

..................................................................CTAGCGCGATGAAGTCCATGGACT............................................................................................................ 24 3 1 7713.00 7713 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6424 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1287 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................CCGCGATGAAGTCCATGGACT............................................................................................................ 21 1 1 7035.00 7035 308 294 518 325 306 250 126 617 164 104 267 240 112 81 19 21 54 66 42 81 71 6 33 458 81 45 52 21 38 48 72 38 109 13 10 27 30 36 9 135 25 33 23 17 4 19 13 33 33 6 4 18 1 44 16 13 45 8 0 65 21 7 150 6 12 6 16 10 16 32 68 10 9 22 6 81 2 3 22 4 4 2 18 10 7 9 3 5 3 9 1 3 5 11 0 2 8 7 6 6 2 2 0 0 7 3 4 5 25 6 3 1 4 3 18 2 6 0 2 3 1 2 60 7 1 176 55 10 7 52 2 1 21 10 1 67 3 5 5 1 1 2 2 2 2 2 18 0 3 0 1 2 0 4 0 0 4 3 0 1 2 0 0 2 4 0 2 1 2 1 1 0 1 0 0 3 0 2 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 1 0 0 0 0 3 0 0 0 0 1 0 0 0 0 2 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 0 0 0 0

.....................................................................ACGCGATGAAGTCCATGGACT............................................................................................................ 21 1 1 6491.00 6491 321 408 300 280 365 165 278 235 263 173 179 170 111 126 172 140 114 71 74 143 51 13 49 74 51 38 66 49 23 86 59 43 28 63 23 62 41 40 22 110 23 25 6 45 11 25 29 20 20 25 8 10 12 47 28 27 47 17 3 50 12 27 37 16 16 8 34 22 23 12 21 5 15 19 10 29 7 1 13 5 8 14 30 8 12 21 4 20 9 20 2 2 6 10 9 5 6 1 10 6 4 10 4 2 5 9 7 20 16 20 8 4 9 6 7 9 5 0 2 8 4 6 6 10 5 7 1 2 3 9 2 5 5 21 0 5 10 2 1 2 2 1 1 2 2 4 0 1 4 1 5 1 0 3 1 0 1 1 3 2 0 3 0 1 7 1 3 0 2 4 1 2 3 4 2 4 5 2 2 0 0 1 4 2 0 0 0 3 0 1 0 0 0 0 1 1 0 1 0 1 3 0 8 5 1 0 0 0 1 1 0 1 0 0 2 1 0 0 2 0 0 0 0 0 1 1 0 0 3 0 1 2 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 2 0 0 1 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

..................................................................AACGCGCGATGAAGTCCATGGACT............................................................................................................ 24 2 1 5186.00 5186 69 24 928 778 10 213 7 874 4 1 3 1 98 127 279 164 2 9 143 9 168 6 0 37 205 179 46 9 34 3 56 59 3 13 20 21 13 11 0 1 36 15 21 33 1 10 0 3 8 2 45 9 2 1 1 0 50 3 2 0 0 14 0 2 3 0 14 19 0 1 0 0 2 15 1 0 0 31 1 0 4 1 0 7 8 7 1 0 2 5 0 0 7 0 0 0 1 0 0 0 2 3 0 1 1 1 6 0 0 0 0 18 11 2 2 5 0 1 0 0 0 3 0 4 0 3 0 1 5 0 2 17 0 13 0 0 1 1 0 0 2 1 4 0 5 0 0 0 0 2 1 0 0 0 4 0 0 0 0 1 1 0 3 0 0 1 1 1 0 0 1 0 3 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 18 0 0 0 5 0 0 4 2 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 1 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

....................................................................CGCGCGATGAAGTCCATGGAC............................................................................................................. 21 0 1 4959.00 4959 45 101 490 380 75 277 102 844 103 37 22 25 121 39 80 76 33 15 36 43 75 12 14 17 197 77 13 51 55 21 22 61 20 20 9 23 52 26 19 8 36 34 64 16 30 15 14 47 25 18 44 22 0 8 5 16 29 7 0 3 12 30 4 5 12 17 18 9 8 5 4 3 7 20 5 3 4 4 4 0 2 10 4 5 8 10 19 10 12 5 8 5 17 1 8 22 10 5 12 2 8 2 0 3 3 1 1 1 9 4 13 11 2 5 23 3 17 6 18 7 2 1 5 3 1 1 5 5 0 12 4 2 0 1 5 18 7 4 0 16 7 7 1 1 3 0 6 2 1 1 1 2 11 0 9 0 15 1 7 1 5 5 0 3 0 10 11 10 2 4 8 0 1 1 0 1 1 2 0 2 2 0 0 0 0 5 1 2 0 2 3 0 1 3 0 2 16 0 4 4 3 2 2 1 0 0 0 1 3 0 2 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 1 1 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 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

..................................................................ATCGCGCGATGAAGTCCATGGACT............................................................................................................ 24 2 1 4594.00 4594 58 88 331 263 63 219 47 301 62 16 33 50 120 269 216 183 49 26 204 61 62 14 11 41 64 39 130 5 47 9 120 28 7 123 5 57 13 30 4 1 27 17 19 40 2 13 2 24 23 7 35 16 0 1 2 1 15 1 0 11 10 555 5 0 7 1 6 6 2 7 2 2 0 7 0 0 3 20 1 0 2 1 2 15 13 11 3 0 3 2 0 0 18 0 0 3 0 1 0 0 0 3 1 4 0 0 8 2 0 1 1 22 5 6 0 12 3 6 1 2 1 7 0 6 2 2 0 0 3 0 1 2 0 0 0 0 2 2 0 2 1 1 3 1 2 1 0 2 0 4 1 1 1 2 3 0 0 0 1 1 0 1 3 0 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 3 0 1 0 8 0 0 1 3 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................TCGCGATGAAGTCCATGGACT............................................................................................................ 21 1 1 4151.00 4151 132 135 65 83 197 69 79 67 103 85 83 76 66 188 18 14 93 17 34 84 34 12 15 91 13 17 32 9 17 29 49 30 35 50 33 92 24 17 10 232 14 10 9 23 6 33 16 36 8 5 0 6 1 55 46 50 32 14 0 96 23 3 27 30 21 16 25 23 14 7 112 22 20 11 8 106 7 5 8 1 10 7 24 10 8 8 1 11 15 13 19 12 3 22 4 0 1 5 9 7 8 6 0 4 1 4 2 6 23 6 8 2 2 4 12 2 5 7 1 7 8 0 60 3 7 19 27 13 12 3 2 0 23 20 0 22 16 2 8 0 0 5 3 2 2 8 8 2 4 4 3 2 1 6 0 0 3 4 1 0 0 2 1 10 4 1 0 0 0 1 0 2 6 0 7 1 3 3 0 3 0 0 0 0 0 0 2 4 0 0 0 0 1 2 0 2 0 3 0 0 3 0 1 0 0 1 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 1 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................GGGCCAGTGACTAATCGCGC..................................................................... 20 0 1 3922.00 3922 8 104 106 26 20 117 219 68 37 15 5 29 21 8 29 9 38 34 11 26 4 9 6 5 25 24 4 37 19 44 6 10 10 22 21 11 15 53 46 57 15 9 5 14 23 10 14 8 17 40 0 4 13 28 21 163 12 16 0 15 3 18 15 107 9 13 6 5 167 2 11 9 3 12 148 2 7 2 7 16 13 14 12 9 19 5 2 23 6 10 0 4 0 52 6 13 6 234 11 20 9 2 0 13 5 13 5 3 71 17 3 3 2 0 4 1 8 5 9 10 4 2 0 2 7 4 0 16 0 0 8 1 8 4 10 15 1 5 3 4 6 14 2 15 3 4 0 0 21 2 9 5 20 2 0 5 18 2 2 2 0 16 5 1 24 3 12 1 0 23 6 27 2 1 2 16 16 19 0 1 6 5 3 3 2 4 15 1 83 8 0 0 5 9 0 1 0 6 0 0 0 0 10 14 81 2 0 2 6 2 8 0 0 0 9 0 64 0 7 0 0 1 1 8 4 1 0 2 18 5 0 0 0 0 2 1 17 4 23 0 0 14 0 0 2 0 3 1 0 0 1 0 10 0 11 0 0 1 3 17 2 0 0 4 0 0 0 1 9 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 1 3 1 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0

.........................................................................................................TTCGGGGCCAGTGACTAATCGCGC..................................................................... 24 1 1 3880.00 3880 161 75 51 55 96 65 113 43 145 91 110 24 25 48 23 17 235 52 82 30 15 54 43 11 14 7 24 30 10 9 35 12 37 208 19 47 3 7 42 18 4 5 6 126 28 1 31 2 6 14 0 4 0 21 5 25 3 7 0 16 8 13 3 10 4 31 2 5 14 13 7 17 10 4 5 7 14 15 2 2 4 3 18 0 0 0 7 5 4 5 2 5 0 4 6 8 4 7 3 7 3 11 0 2 1 3 2 2 4 6 6 2 4 5 0 0 14 3 6 3 1 2 10 0 2 2 0 5 0 2 1 1 9 7 0 0 3 3 5 5 8 10 3 22 0 4 0 2 2 3 2 2 16 0 0 0 15 2 7 1 0 16 1 3 1 0 14 2 0 31 1 24 0 14 2 9 13 7 0 1 16 3 0 0 0 2 19 4 269 21 0 1 1 2 3 1 10 0 0 0 0 2 13 2 108 1 0 3 24 0 0 0 0 0 26 1 0 0 2 0 0 11 0 3 0 4 0 4 0 9 1 10 6 12 15 2 34 3 31 0 0 0 1 0 0 0 1 13 1 2 0 3 4 0 13 0 2 0 2 0 2 0 0 11 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 3 0 0 0 0 0 0 0 0 0 0 0

.....................................................................GCGCGATGAAGTCCATGGAC............................................................................................................. 20 0 1 3700.00 3700 78 139 240 217 128 160 138 357 147 78 56 35 99 47 71 47 55 10 23 16 46 6 21 15 66 48 13 35 26 36 5 61 13 16 4 16 68 46 12 21 48 44 38 13 9 27 8 27 47 4 5 15 19 7 13 15 28 12 0 12 8 8 3 23 9 10 14 10 12 1 5 7 5 10 9 10 2 2 2 16 3 9 14 9 3 10 8 8 6 17 2 2 14 5 5 6 6 6 12 5 5 1 0 9 3 3 2 1 7 5 7 5 2 2 3 2 5 1 1 2 5 0 19 3 8 2 0 3 1 19 3 1 4 0 3 14 2 3 0 9 3 4 0 1 3 3 2 2 2 2 4 1 3 3 7 0 4 1 2 1 1 0 0 4 4 4 1 0 1 1 1 1 2 2 0 2 2 0 0 0 1 0 1 2 0 1 2 2 0 2 0 0 0 0 1 1 0 2 0 0 1 1 1 1 0 2 0 0 0 0 1 0 3 3 0 0 0 0 0 0 0 1 0 1 2 1 0 2 1 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

....................................................................CGCGCGATGAAGTCCATGG............................................................................................................... 19 0 1 3607.00 3607 8 5 148 140 11 88 24 1878 13 5 0 8 23 10 36 36 6 0 4 1 24 2 4 4 306 41 8 14 18 2 5 0 9 7 0 4 0 4 5 4 0 0 0 5 25 0 1 52 0 3 217 0 1 1 3 1 13 0 0 4 0 17 2 0 11 10 11 8 5 3 0 0 0 7 1 1 18 4 0 2 0 0 2 5 0 12 1 3 10 5 3 0 0 0 1 0 1 0 17 0 10 2 0 0 3 2 0 14 1 1 3 9 4 19 3 1 2 1 2 5 0 2 0 2 0 0 0 1 0 7 7 5 2 0 0 4 7 3 1 0 2 0 3 0 12 0 0 0 0 0 1 4 0 1 0 0 0 1 0 2 0 0 3 0 1 0 3 0 0 2 1 0 0 0 1 0 1 3 0 0 2 1 0 3 0 1 2 0 0 1 0 11 0 2 0 0 8 0 3 2 0 0 0 0 0 1 9 0 2 0 0 0 2 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

......................................................................CGCGATGAAGTCCATGGA.............................................................................................................. 18 0 1 3539.00 3539 43 49 258 191 60 97 97 397 64 41 23 57 69 33 88 48 18 8 16 5 38 0 12 11 88 43 19 11 16 27 11 100 10 25 9 35 41 22 7 68 19 28 9 15 7 43 12 12 34 14 24 0 0 18 29 27 52 14 0 37 13 8 5 8 26 16 48 20 32 5 6 4 14 40 12 7 17 1 9 8 7 0 8 58 2 21 7 7 13 18 7 11 10 7 0 2 6 3 2 4 8 9 0 10 10 8 11 4 16 7 11 5 8 1 17 11 7 8 1 6 4 13 0 14 6 7 10 1 9 0 5 1 4 16 6 23 1 10 3 3 2 2 1 5 5 3 0 0 3 0 5 7 0 7 0 0 0 1 2 2 0 2 8 0 3 0 1 0 3 0 1 3 3 0 2 2 0 1 4 0 0 0 1 0 0 0 0 1 0 0 0 0 1 0 0 2 0 0 0 0 6 0 0 0 0 9 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 1 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

...................................................................CTACGCGATGAAGTCCATGGACT............................................................................................................ 23 3 1 3493.00 3493 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2507 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 984 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................GCGCGCGATGAAGTCCATGG............................................................................................................... 20 0 1 3123.00 3123 26 17 101 144 25 115 118 1494 134 17 17 6 22 9 13 19 14 6 9 2 45 13 14 9 286 18 1 17 13 21 7 0 20 12 3 2 0 7 5 3 0 1 4 8 38 0 9 19 0 23 4 2 0 6 0 9 5 4 0 1 3 1 0 1 3 5 0 0 0 6 1 2 2 5 4 1 11 3 0 0 1 0 1 0 0 1 0 2 6 3 1 1 3 1 0 0 0 1 7 1 6 2 0 0 1 0 0 0 3 3 5 3 0 0 2 0 4 1 1 6 0 1 0 0 3 0 0 0 1 0 5 0 0 0 3 6 3 2 1 1 1 0 2 0 2 1 0 0 0 0 0 0 1 1 0 0 1 3 0 0 2 0 0 0 0 1 1 0 0 0 0 0 0 0 1 1 1 9 0 1 0 1 0 0 0 0 1 1 0 0 0 4 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 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

...................................................................ATGCGCGATGAAGTCCATGGACT............................................................................................................ 23 2 1 2836.00 2836 222 132 46 25 106 26 154 24 122 29 104 51 19 47 32 16 62 36 86 216 10 5 23 9 8 11 67 6 3 23 49 9 12 124 8 187 2 7 3 9 0 2 4 87 5 1 6 50 1 11 5 4 0 18 6 11 5 13 9 32 19 3 1 5 4 2 6 2 5 9 3 7 16 0 1 3 7 4 0 0 3 8 3 1 0 2 0 7 0 0 0 0 0 1 6 1 0 0 11 4 10 36 2 0 1 2 2 54 5 3 3 1 1 49 3 1 10 0 5 0 3 2 3 0 2 0 0 1 0 0 3 1 3 2 0 4 3 0 1 0 0 0 0 12 2 4 1 2 2 0 0 0 0 0 0 0 1 0 1 0 0 4 0 1 0 0 3 1 0 2 3 4 0 0 1 3 1 0 0 2 0 7 2 1 0 1 1 0 0 0 0 0 1 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 2 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 1 0 0 0 3 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

..................................................................TGCGCGCGATGAAGTCCATGGA.............................................................................................................. 22 0 1 2637.00 2637 105 70 138 173 68 142 57 476 56 26 50 23 105 41 42 9 72 22 45 6 35 13 19 23 99 18 19 11 31 5 20 42 19 29 15 6 7 6 7 3 22 14 6 13 26 18 6 15 8 8 0 3 1 6 1 14 6 9 0 1 3 1 0 0 1 11 3 1 2 4 3 1 2 2 4 1 5 17 2 6 1 2 1 0 0 1 16 1 3 0 8 7 7 0 0 18 15 4 2 0 6 3 0 1 1 2 0 1 1 1 0 1 1 4 1 1 4 1 0 2 3 7 0 2 0 0 11 1 1 5 1 2 1 0 0 0 0 1 2 10 6 0 0 1 1 1 0 0 1 2 0 0 4 1 2 0 0 4 1 0 2 0 1 0 0 0 0 0 0 0 0 1 0 1 0 1 0 1 0 0 3 0 0 0 0 1 1 0 0 2 0 1 0 0 0 0 11 0 5 1 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 7 0 0 0 0 0 0 0 0 5 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

...................................................................GCGCGCGATGAAGTCCATG................................................................................................................ 19 0 1 2565.00 2565 9 5 128 127 16 93 9 1428 10 3 8 1 10 15 5 14 6 1 14 2 30 3 7 2 261 20 2 11 28 1 4 0 8 5 1 0 0 3 10 2 0 0 0 1 24 0 3 20 0 2 7 0 0 4 0 1 2 1 0 2 0 5 2 0 5 5 0 4 3 0 1 0 0 3 0 0 12 2 1 0 0 0 0 1 0 2 1 3 1 0 1 1 0 0 0 1 2 0 2 1 0 2 0 3 0 0 0 1 1 2 3 0 0 0 1 0 1 0 0 3 0 1 21 0 1 0 8 0 0 3 0 0 0 0 2 7 1 0 0 1 1 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 3 1 0 0 0 0 1 0 0 0 0 1 1 0 1 0 0 0 0 0 0 0 0 0 1 1 0 0 3 0 0 41 0 0 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 2 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................GGCGCGATGAAGTCCATGGACT............................................................................................................ 22 1 1 2564.00 2564 32 50 135 106 46 78 38 127 30 27 26 6 12 26 8 14 11 13 12 28 116 6 4 27 111 98 7 4 69 9 10 8 26 33 3 12 2 9 6 25 9 7 7 2 2 1 22 3 2 8 4 4 4 7 11 5 3 18 0 18 24 1 9 5 5 0 8 1 17 18 1 1 19 10 13 5 16 1 36 10 193 3 11 5 1 3 5 5 4 2 9 8 3 6 6 3 3 1 3 13 4 2 0 2 60 0 1 5 4 3 3 1 1 0 6 0 4 4 6 1 7 203 2 0 4 1 6 8 4 1 1 3 0 4 1 2 2 1 0 4 0 0 11 3 0 1 13 4 1 0 3 0 5 10 0 0 5 1 7 6 1 2 0 12 0 0 1 0 2 0 8 2 3 2 0 2 2 1 0 9 5 0 1 3 0 3 1 0 1 2 0 0 0 2 6 1 0 0 0 0 0 3 0 0 0 2 0 0 0 0 0 1 0 0 0 3 0 0 0 0 0 0 0 0 0 0 7 1 0 1 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 2 0 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

.................................................................ATGCGCGCGATGAAGTCCATGGACT............................................................................................................ 25 1 1 2562.00 2562 157 141 146 114 88 94 86 99 96 40 74 19 33 79 43 35 70 37 125 52 34 79 22 16 20 24 58 4 23 18 36 15 27 74 14 53 4 2 11 0 17 5 3 64 14 7 3 13 2 3 0 3 1 7 0 10 5 5 18 0 19 1 0 0 1 7 1 1 1 7 0 3 13 0 2 2 0 17 0 0 0 5 0 2 0 1 5 0 1 1 0 1 7 1 11 2 3 0 2 0 0 4 16 0 0 1 1 7 0 1 1 2 1 4 0 2 0 0 5 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 3 0 0 0 0 1 0 0 0 0 0 0 1 1 2 0 2 0 4 0 0 1 1 1 0 1 0 5 0 0 1 3 1 1 0 2 0 2 0 1 4 1 0 0 0 0 1 0 0 0 0 5 1 0 1 0 2 0 2 0 1 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

......................................................................AGCGATGAAGTCCATGGACT............................................................................................................ 20 1 1 2554.00 2554 33 15 30 35 16 19 15 58 7 3 6 17 8 32 30 11 22 8 26 13 26 5 3 7 29 20 7 0 4 10 11 14 10 18 6 19 1 5 3 16 8 5 2 40 0 12 4 0 4 1 2 1 1464 9 14 3 6 4 5 8 11 2 10 3 2 4 7 6 8 3 1 1 10 5 6 1 2 0 9 1 14 3 4 7 1 7 3 5 1 3 6 3 1 4 0 2 2 0 1 4 0 2 9 0 17 1 1 1 4 0 4 3 2 3 2 0 3 1 4 4 2 6 1 0 2 1 0 1 0 1 0 1 4 23 2 0 2 0 0 1 1 0 0 2 1 1 0 0 0 0 3 0 2 0 0 0 0 0 1 1 4 1 0 0 4 0 3 1 13 0 1 1 2 0 2 1 0 0 2 0 3 0 1 0 0 0 1 0 1 0 0 1 1 0 1 0 6 1 0 1 0 1 1 0 0 1 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 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 0 0 0

..................................................................GGCGCGCGATGAAGTCCATGGACT............................................................................................................ 24 1 1 2331.00 2331 118 100 156 163 73 164 70 150 104 25 69 16 60 19 14 17 35 18 17 140 54 74 15 36 33 28 17 15 19 3 8 14 37 31 5 8 3 4 4 7 5 5 2 12 1 5 7 2 3 9 3 4 0 20 2 2 2 1 0 7 3 0 3 4 0 2 2 1 2 5 2 1 5 2 2 0 1 8 4 4 19 4 2 0 1 1 6 1 0 2 0 10 1 1 11 9 4 0 1 0 1 1 0 0 5 0 0 0 1 0 2 1 0 0 1 0 0 0 21 1 0 26 0 1 2 3 3 2 2 0 1 0 1 1 4 0 1 0 1 2 4 0 0 4 0 0 0 0 0 0 0 0 2 5 0 0 3 2 0 0 0 0 0 5 2 4 3 4 0 0 1 0 1 4 1 1 3 0 0 1 13 0 0 0 0 1 0 0 4 11 0 0 0 0 3 0 0 1 0 1 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................CGCGCGATGAAGTCCATG................................................................................................................ 18 0 1 2292.00 2292 8 6 113 93 11 79 8 857 4 2 5 3 23 8 25 34 3 2 10 1 14 1 3 7 148 20 2 16 20 0 5 0 4 0 0 1 0 1 9 2 0 0 0 2 13 0 0 40 0 0 178 0 0 1 1 3 12 7 0 34 4 3 0 0 13 16 15 14 1 2 0 0 4 17 4 0 9 2 0 5 3 1 0 11 1 11 1 1 14 9 0 2 7 2 0 1 1 0 7 2 10 13 0 0 1 0 1 9 0 1 0 3 6 11 6 2 2 5 5 7 0 2 0 0 0 0 4 0 0 0 11 7 0 0 0 0 4 6 0 0 1 0 6 1 13 0 11 0 0 2 0 1 1 0 0 0 0 0 1 3 0 0 2 1 0 0 0 2 0 19 1 2 0 1 0 0 3 0 0 0 5 3 0 3 0 0 1 0 0 0 0 2 0 2 0 0 33 0 0 1 0 0 0 1 0 0 14 0 1 6 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 3 0 0 0 0 2 2 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................CTATGCGCGCGATGAAGTCCATGGACT............................................................................................................ 27 3 1 2134.00 2134 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1523 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 611 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................AAGCGCGCGATGAAGTCCATGGACT............................................................................................................ 25 2 1 2029.00 2029 74 31 177 146 33 76 25 149 19 1 11 4 40 81 80 45 9 9 242 9 25 10 7 16 48 22 59 2 11 2 69 27 6 39 3 44 12 5 3 0 24 5 6 65 1 11 0 0 4 3 3 4 1 2 1 1 12 5 4 0 16 0 2 1 1 1 5 3 1 5 0 0 11 2 0 2 0 26 0 0 0 1 0 3 3 4 3 0 1 0 0 2 8 0 0 2 3 1 0 0 0 0 2 3 0 0 2 2 0 0 1 11 2 2 0 0 1 0 5 0 2 0 5 2 1 1 0 2 0 0 1 6 0 2 0 0 0 1 0 2 4 0 0 2 0 1 0 3 0 0 1 0 3 1 3 0 1 0 0 0 0 0 0 0 0 3 2 1 0 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 1 0 0 0 1 4 0 0 0 0 0 1 0 1 2 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................TTTGCGCGCGATGAAGTCCATGGACT............................................................................................................ 26 2 1 1873.00 1873 140 98 31 46 63 21 81 18 112 33 81 71 6 17 15 10 104 60 22 83 7 73 28 2 4 7 18 6 3 23 6 17 22 50 10 11 9 1 6 9 15 6 4 41 7 13 3 0 4 20 0 3 0 2 9 18 1 6 0 6 5 1 0 7 0 8 1 0 3 2 1 9 2 2 3 2 0 8 2 2 0 1 2 0 0 1 36 0 0 1 0 1 10 1 1 30 38 2 0 1 0 13 1 0 0 0 0 14 0 3 1 1 1 9 0 0 0 0 4 0 1 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 3 1 10 3 0 0 2 0 0 0 0 0 0 0 0 1 0 5 0 1 1 2 0 1 0 0 1 0 1 3 1 0 2 0 1 1 0 0 0 1 1 0 2 2 1 0 0 0 0 0 1 0 1 1 0 0 0 1 1 0 0 1 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 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

......................................................................TGCGATGAAGTCCATGGACT............................................................................................................ 20 1 1 1794.00 1794 46 48 49 27 30 25 54 46 45 27 24 74 8 27 8 6 81 12 30 100 8 2 3 1 16 10 13 2 5 23 13 16 2 78 4 63 10 3 1 23 10 4 1 34 2 19 4 0 8 7 1 3 116 20 13 19 5 15 1 32 14 1 0 4 4 4 6 2 20 4 0 3 22 3 6 2 6 0 2 0 3 2 9 9 1 4 5 4 2 1 7 2 0 4 1 4 4 2 3 8 0 7 0 0 1 5 2 6 4 4 5 1 1 2 5 0 3 1 5 8 1 3 1 1 8 1 7 1 0 8 0 1 3 13 1 0 3 1 2 0 6 0 0 10 0 3 5 0 2 1 2 2 6 0 0 0 1 0 6 0 0 5 0 4 0 0 2 1 5 0 3 3 2 0 3 4 0 0 4 4 1 0 4 0 0 1 5 0 9 3 0 0 1 3 0 4 0 0 0 0 0 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 0 0 0 0 1 0 2 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

.........................................................................................................ATCGGGGCCAGTGACTAATCGCGC..................................................................... 24 1 1 1648.00 1648 29 31 166 159 17 127 49 138 20 16 19 2 50 10 52 38 18 21 9 1 49 18 17 21 27 20 6 11 19 6 8 1 9 31 4 5 1 7 6 1 1 7 2 10 21 0 5 1 1 1 6 0 0 6 1 8 2 4 0 1 6 10 5 5 9 1 0 0 0 7 0 4 4 5 0 0 0 8 0 8 1 1 0 0 2 1 0 0 5 4 0 1 0 0 2 1 0 0 1 2 0 4 0 8 1 1 4 3 2 0 2 0 2 0 0 1 4 2 3 3 1 1 0 3 0 1 0 1 0 0 0 0 1 0 0 0 1 7 5 2 1 8 2 3 0 1 0 0 1 2 0 2 3 0 0 0 2 2 2 0 0 1 1 0 0 0 1 1 0 1 0 1 0 0 0 1 0 1 0 0 4 1 0 0 0 0 1 0 19 2 0 2 0 0 0 0 0 0 1 0 0 0 2 3 26 1 2 1 5 0 7 0 1 0 4 0 0 0 4 0 0 1 0 8 1 0 0 2 0 3 0 1 2 2 6 1 2 0 5 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 6 0 1 0 1 0 1 0 0 3 1 0 1 0 0 0 0 0 1 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

..........................................................................................................TCGGGGCCAGTGACTAATCGCG...................................................................... 22 0 1 1569.00 1569 65 52 21 27 33 21 74 20 80 21 68 10 33 10 40 32 61 18 10 14 9 23 26 8 8 3 2 18 2 28 5 10 28 30 7 6 5 18 24 10 1 9 9 15 12 2 22 0 6 7 8 5 0 17 4 20 1 6 0 3 5 13 7 18 5 15 0 2 13 2 1 21 1 4 7 3 11 2 2 30 2 0 4 0 0 0 3 4 5 7 2 2 0 9 8 0 1 7 7 5 6 2 0 1 0 1 2 3 1 9 2 0 3 0 0 0 4 1 8 6 2 0 0 4 3 3 0 0 2 5 0 1 2 2 0 0 1 4 2 1 2 5 1 4 2 2 0 0 2 0 0 3 3 1 0 0 6 3 3 0 0 1 2 2 2 0 3 0 0 5 1 4 0 3 1 4 11 4 0 0 4 0 1 1 0 0 4 0 6 2 0 0 0 1 0 1 0 1 0 0 0 0 0 0 6 0 0 2 1 0 0 0 0 0 0 0 6 0 0 0 0 3 0 0 0 0 0 0 0 1 0 0 0 1 0 0 2 1 2 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 2 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

.....................................................................GCGCGATGAAGTCCATGG............................................................................................................... 18 0 1 1380.00 1380 6 3 52 60 2 29 3 756 3 2 3 2 7 1 7 10 1 0 1 3 10 0 3 2 121 9 4 11 7 0 2 0 3 0 0 1 0 9 8 4 0 0 0 0 9 0 1 16 0 0 2 1 0 2 6 5 14 1 0 12 3 7 2 3 5 4 6 2 0 1 2 0 0 6 3 4 4 0 0 3 0 1 2 1 2 8 1 5 4 2 0 0 0 1 0 1 0 1 1 5 2 1 0 0 3 2 0 0 0 1 3 3 0 2 1 0 0 0 0 2 0 1 9 1 0 0 0 1 0 0 0 1 2 0 0 0 7 1 3 0 0 2 2 0 1 0 5 0 1 0 0 0 0 0 0 0 0 0 0 0 1 1 1 0 0 0 1 0 0 0 0 1 0 0 0 0 0 1 1 0 0 1 0 0 0 0 1 3 0 0 0 1 0 0 0 0 0 1 0 2 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

................................................................ATTGCGCGCGATGAAGTCCATGGACT............................................................................................................ 26 2 1 1343.00 1343 26 31 170 114 20 104 27 110 30 7 26 30 23 20 50 22 30 10 44 23 21 21 5 6 26 28 25 0 10 10 12 6 10 43 1 15 1 0 6 0 4 4 0 22 8 1 2 0 0 8 6 0 0 3 0 3 2 1 0 1 4 1 0 1 1 0 0 2 0 2 0 1 1 3 1 0 0 7 0 0 0 0 0 0 2 0 1 0 1 0 0 1 0 0 0 3 1 1 0 1 2 7 0 4 0 0 0 22 0 1 0 3 5 2 0 0 0 0 0 0 1 1 0 2 0 0 0 0 1 0 0 0 0 0 6 0 0 0 0 2 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 1 0 1 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 4 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

...................................................................AAGCGCGATGAAGTCCATGGACT............................................................................................................ 23 2 1 1274.00 1274 30 21 67 60 14 18 11 55 12 4 7 10 17 27 34 30 3 4 69 15 18 2 2 7 19 13 27 5 0 7 28 27 6 14 284 40 6 7 0 3 5 6 1 77 0 5 3 2 5 3 0 0 0 0 1 1 15 3 0 10 1 5 3 0 1 1 4 2 0 2 0 0 4 7 2 3 2 2 0 0 1 0 2 0 2 6 1 0 0 2 0 0 0 0 1 2 0 1 0 0 0 4 0 0 0 1 1 2 0 0 1 2 2 5 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 13 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 1 2 0 0 1 0 0 0 0 0 2 1 1 0 0 0 0 0 0 0 0 0 3 0 0 1 1 0 0 0 1 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................TGCGCGATGAAGTCCATGGA.............................................................................................................. 20 1 1 1268.00 1268 54 38 56 77 23 22 37 151 21 37 29 30 12 17 34 8 29 14 22 9 18 1 3 4 28 11 14 8 5 3 13 13 2 21 3 20 4 11 4 8 4 7 9 16 1 4 3 7 2 8 10 2 6 4 4 12 2 9 0 17 9 1 2 3 8 5 10 3 6 2 0 2 3 3 5 6 2 0 0 0 2 0 8 0 0 2 1 3 4 3 9 2 0 1 0 1 3 1 2 1 9 3 0 0 1 0 1 5 1 2 5 0 3 5 2 0 2 0 3 0 1 2 0 0 4 0 0 3 1 0 4 0 1 2 0 8 8 3 1 0 0 7 0 0 2 1 0 1 1 2 1 1 1 1 0 0 0 1 0 0 0 0 1 0 0 0 0 1 0 0 0 0 1 0 2 1 0 0 0 0 1 1 0 0 0 0 2 2 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................ACCGCGCGATGAAGTCCATGGACT............................................................................................................ 24 2 1 1195.00 1195 12 16 94 94 1 101 4 103 5 2 3 4 38 37 49 48 6 2 35 1 21 2 1 24 12 13 18 6 18 0 18 9 2 7 1 4 9 14 5 2 28 8 11 4 2 5 1 1 8 1 5 6 0 2 0 0 9 1 1 0 1 163 3 0 0 0 10 1 0 4 0 0 1 1 0 1 0 7 2 0 1 0 0 2 1 4 3 0 1 1 0 3 4 0 0 1 0 0 0 1 0 0 0 0 4 0 1 0 0 0 0 2 3 0 0 2 0 1 0 1 1 2 0 3 0 0 4 1 0 0 1 1 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 0 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................AAAGCGCGCGATGAAGTCCATGGACT............................................................................................................ 26 3 1 1185.00 1185 12 8 135 115 2 30 1 132 2 0 0 0 26 67 96 35 1 1 93 0 28 2 1 15 28 23 15 4 2 1 25 52 0 6 0 8 13 7 1 0 18 3 5 25 0 10 0 0 6 0 0 0 0 0 0 0 6 1 0 0 3 1 1 0 1 0 2 8 0 1 0 0 1 3 1 0 0 25 0 0 0 0 0 0 0 1 2 0 0 2 0 2 6 0 0 1 0 0 0 0 0 0 0 0 0 0 6 0 0 0 0 11 6 0 0 2 0 0 0 0 0 0 0 3 0 2 0 0 2 0 0 0 0 6 1 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 4 0 1 0 0 0 0 0 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 2 0 3 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 1 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

.................................................................TAGCGCGCGATGAAGTCCATGGACT............................................................................................................ 25 2 1 1148.00 1148 33 29 36 57 27 66 20 36 24 8 8 6 7 31 11 6 25 16 52 19 12 15 5 4 10 8 6 7 8 6 21 14 11 32 6 14 6 3 3 1 26 7 1 32 1 10 0 0 0 4 2 6 0 1 1 0 1 0 179 1 3 2 0 0 0 1 2 1 2 1 1 1 3 1 2 0 0 4 1 0 1 2 0 0 3 2 10 0 3 0 0 0 0 0 1 9 8 0 0 1 0 1 66 1 0 1 0 0 0 0 0 0 1 0 3 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 1 3 1 0 0 0 0 0 0 0 0 0 1 1 3 1 0 0 0 0 0 0 1 2 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 1 2 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................TGGGGCCAGTGACTAATCGCGC..................................................................... 22 1 1 1109.00 1109 13 37 4 1 18 3 78 1 11 24 15 8 3 17 7 4 52 21 17 13 1 7 4 0 0 0 6 1 0 54 13 3 12 60 4 17 1 5 8 12 1 0 0 34 1 2 5 0 1 8 0 1 0 7 0 27 3 2 0 3 12 1 1 5 0 6 2 1 18 3 2 3 1 3 13 1 2 4 3 1 2 0 2 0 10 1 0 4 3 1 0 0 0 5 0 0 0 24 2 2 19 0 0 3 0 1 1 0 2 8 0 0 0 5 1 2 1 2 1 1 1 0 0 0 2 0 0 3 0 0 0 0 0 3 0 0 1 0 0 0 3 0 0 13 0 3 0 0 1 0 3 0 12 0 0 0 3 0 1 2 0 6 0 1 6 0 3 2 0 11 0 16 0 2 1 9 4 4 0 0 3 1 0 0 0 0 12 1 36 8 0 0 0 2 0 0 0 1 0 0 0 0 2 0 54 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 2 0 0 1 0 0 0 0 7 1 11 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 4 0 2 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 1 0 0 0 0 0 0 0 0 0

................................................................AATGCGCGCGATGAAGTCCATGGACT............................................................................................................ 26 2 1 1075.00 1075 14 11 162 117 4 50 2 135 6 1 5 2 18 37 74 35 3 2 62 7 28 9 0 7 35 32 16 1 8 1 8 11 2 10 0 8 2 2 1 0 9 3 1 13 0 4 0 0 2 3 0 0 0 0 0 2 2 1 1 0 2 0 0 0 0 0 1 1 0 3 0 0 1 2 0 0 1 8 0 0 1 0 0 0 0 2 1 0 0 1 0 0 8 0 2 5 0 0 0 0 0 1 0 0 0 0 3 2 0 0 0 6 7 1 0 1 0 0 6 0 0 2 0 1 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 1 0 2 0 0 0 0 0 0 0 0 3 0 0 0 1 0 0 0 1 0 0 0 1 3 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 7 0 3 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................AGCGCGCGATGAAGTCCATGGA.............................................................................................................. 22 1 1 1029.00 1029 23 10 91 121 10 61 17 264 12 2 4 2 16 24 19 4 6 6 34 1 37 2 3 2 42 4 8 4 12 3 14 4 6 6 1 3 1 3 1 2 3 9 4 6 3 5 1 3 2 1 0 0 2 0 1 1 8 1 0 0 3 1 0 1 0 3 8 0 0 1 0 1 2 1 3 0 0 3 1 0 0 0 1 0 2 1 2 0 1 2 0 2 0 0 0 2 2 0 0 1 0 1 1 1 0 0 2 2 0 1 0 0 2 0 0 1 0 1 1 0 0 2 0 1 0 0 11 0 1 0 1 1 0 1 0 0 1 0 0 1 1 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 1 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 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 1 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2L:7425745-7425942 - dme-

mir-
275-as

GCGAGGA-CTCG--CCTGCGAGCA-------TTTCGCTTATTTATA--TGG----------------------------------------TGAA-------------GATGG-AG----ATATATGTCTGC-CACCACGCGCGCTACTTCAGGTACCTGACTGT---ATAT-AAAAAA-----CCAGCCCCGGTCACTGATTAGCGCGCAAGGTAGGAGACTTT--AC---------AGTCGGG--GGAACATCATC-----AC--ATA---TAACGAGTAGGAACTGTGGTG-------GCTGGAG

droSim2 2l:7179722-7179916 - dsi_88 GCGAGGA-CTCG--CCTGCGAGCA-------TTTGGCTTATTTATA--TGG----------------------------------------CGGA-------------GATGG-AG----ATATATGTCTGC-CACCACGCGCGCTACTTCAGGTACCTGACTGT---ATAT-AAAAAA-----CCAGCCCCGGTCACTGATTAGCGCGCAAGGTAGGAGACTTT--TC---------AGCCGGG--GGAACATCATC-----AC--ATA---TAACGAGTAGGAGCT---GCG-------GCTGGAG
droSec2 scaffold_3:2941208-2941403 - GCGAGGAACTCG--CCTGCGAGCA-------TTTGGCTTATTTATA--TGA----------------------------------------CGGA-------------GATGG-AG----ATATATGTCTGC-CACCACGCGCGCTACTTCAGGTACCTGACTGT---ATAT-AAAAAA-----CAAGCCCCGGTCACTGATTAGCGCGCAAGGTAGGAGACTTT--TC---------AGTCGGG--GGAACATCATC-----AC--ATA---TAACGAGTAGGAGCT---GCG-------GCTGGAG
droYak3 2L:5473731-5473929 + TGGAGGA-CTCG--CCTGCGAGCT-------TTTGGCTTATTTATATATCG----------------------------------------TGGA-------------GTTGG-AG----ATATATGTCTGG-CACCACGCGCGCTACTTCAGGTACCTGACTGT---ATAT-AAAAAA-----CCAGCCCCGGTCACTGATTAGCGCGCAAGGTAGGAGACTCTGTTC---------AGTCGGG--GGAACATCATC-----GC--ATA---TAACGAGTAGGAGCT---GTG-------GCTGGAG
droEre2 scaffold_4929:16344468-

16344668 -
TCGAGGA-CTCG--CCTGCGAGCA-------TTTGTCTTATTTATA--TGG----------------------------------------TGGA-------------GATGG-AG----ATATATGTCTGG-CACCACGCGCGCTACTTCAGGTACCTGACTGT---ATAT-AAAAAA-----CCAGCCCCGGTCACTGATTAGCGCGCAAGGTAGGAGACTTT--TC---------AGTCGGG--GGAACATCATC-----AC--ATA---CAACGAGTAGGAGCT---GCG-GCTGGGGCTGCAG

droEug1 scf7180000409463:614650-
614848 -

TCGAGGA-CTCG--CCAGCGAGTTAAATG-------------------CGA----------------------------------------TGAA---------GACATATGG-AG----ATGTATGTCTGG-CACCACGCGCGCTACTTCAGGTACCTGACTGT---ATGT--AAAAA-----CCAGCCCCGGTCTCTGATTAGCGCGCAAGGTAGAAGACATT--TAAGCCTTTTCA---GGG--AGAACATCATT---ATAC--ATATACTGCCGAGTAGGAGCT---GTA-------GCTGGAG

droBia1 scf7180000302422:9125476-
9125666 -

TCGAGGA-CTCG--CCAGCGAGTTAAAGG-------------------CGG----------------------------------------TGGA-------------TGTGG-AG----ATGTCTGTCTGG-CACCACGCGCGCTACTTCAGGTACCTGACTGT---ATAC--AAAAA-----CCAGCCCCGGTCACTGATTAGCGCGCAAGGTAGGAGACTCT-TTA---------AGCCGGG--GGAACATCATC---------ATA---TGCCGAGTTGGGGCTGT--CGAGCTGTGGCTGGAG

droTak1 scf7180000415604:142385-
142574 +

TCGAGGA-CTCG--CCAGCGAGTTAAATGCGTT----------------------------------------------------------TGGA------GATGG--GTTGG-AG----ATGTATGTCTGG-CACCACGCGCGCTACTTCAGGTACCTGACTGT---ATAT--AAAAA-----CCAGCCCCGGTCACTGATTAGCGCGCAAGGTAGGAGACTTT--TC---------AGCCGGG--GGAACATCGTC-----AT--ATA---TACCGAGTAGGAGCT---GTA-------GCTGGAG

droEle1 scf7180000491028:1624823-
1624975 +

TCGAGGA-CTCG--ACT---------------------------------------------------------------------------GAA-------------AATGA-AG----ATATATGTCTGG-CACCACGCGCGCTACTTCAGGTACCTGACTGT---ATAT--GAAAA-----CCAGCCCCGGTCACTGATTAGCGCGCAAGGTAGGAGACTTT--TC---------AGTTG-G--GGAACATCAT----------ATG---TA-----------CT---GGA-------GCTGGAG

droRho1 scf7180000766421:7636-7790 + TCGAGGA-CTCG--ACT---------------------------------------------------------------------------GGA-------------AATGA-AG----ATATATGTCTGG-CACCACGCGCGCTACTTCAGGTACCTGACTGT---ATATGAAAAAA-----CCAGCCCCGGTCACTGATTAGCGCGCAAGGTAGGAGACTTT--TC---------AGCT-GG--GGAACATCAT----------ATA---TA-----------CT---GGA-------GCTGGAG
droFic1 scf7180000454115:155636-

155818 -
TCGAGGA-CTCG--ACGGCGAGCTAAACG-------------------TGC----------------------------------------TGGA-------------TATGG-AG----ATGTATGTCTGG-CACCACGCGCGCTACTTCAGGTACCTGACTGT---ATAT--AAAAA-----CCAGCCCCGGTCACTGATTAGCGCGCAAGGCAGTAGACTTTTTTC--------CAGCT-GG--GGAACATCAT----------GTA---TACCGAGTAGGAGCT---GAA-------GCTGGAG

droKik1 scf7180000302384:54784-54984
+

TCGAGGA-TTCG--AAA---------------TTCGCG-ATTCACG-----AGGTATGAGTTGTTG------------------------G------C-------------GA-TG----ATATATGTCTGG-CACCACGCGCGCTACTTCAGGTACCTGACTGT---ATAT--AAAAA-----CCAGCCCCGGTCACTGATTAGCGCGCAAGGTAAGAGACTTT-TTC---------AGCTGGGAAGGAACA-CATCCCGTCCCGCATA---AGCCAAGCTGGAGTT---GGA-------GGCCAAG

droAna3 scaffold_12916:15333981-
15334118 -

G-AAGGA-TTTG--CA------TTATATACT---------TTTGTA--TGG----------------------------------------C----------------------GG----ATATATGTCTGC-CACCACGCGCGCTACTTCAGGTACCTGACTGT----TGC--AAAAA-----CCAGCCCCGGTCACTGATTAGCGCGCAAGGTAGGAGACTGG--AG---------AGT------------------------------------------------------------GCTGGAC

droBip1 scf7180000396572:1689359-
1689528 +

TGAAGGA-TTTG--CA------TTATATACT------TTGCATGTA--TGT----------------------------------------CGGA-------------TATGGCGG----ATATATGTCTGC-CACCACGCGCGCTACTTCAGGTACCTGACTGT----TGC--AAAAA-----CCAGCCCCGGTCACTGATTAGCGCGCAAGGTAGGAGACTTT--GG------------------AGTACATG---------------------GGAGTTGGAG-T---ATA-------GCTGGAG

dp5 4_group1:4175711-4175866 - TAGTA---TTCCCT----------A--------------------------------------------------------------------GAAACGATGATGCCACA---CAGATG--TTCGTGTCTAG-CACCACGCGCGCTACTTCAGGTACCTGACTGC---AGTG-AAAAAA-----CCAGCCCCGGTCTCTGATTAGCGCGCATGGTAGGAGACTTT--CA---------AGAAGGT--GG------------------------------GTTGGGGTT---GTG----------GGAC
droPer2 scaffold_5:1086423-1086578 + TAGTA---TTCCCT----------A--------------------------------------------------------------------GAAACGATGATGCCACA---CAGATG--TTCGTGTCTAG-CACCACGCGCGCTACTTCAGGTACCTGACTGC---AGTG-AAAAAA-----CCAGCCCCGGTCTCTGATTAGCGCGCATGGTAGGAGACTTT--CA---------AGAAGGT--GG------------------------------GTTGGGGTT---GTG----------GGAC
droWil2 scf2_1100000004585:5257528-

5257692 +
GGTAAAT-CCCA--AAT--GGATTAAA------------------A-----TGGTTTT-TTTGTTGTGTCGTCGTTGTCGCCGTCGTCGTG------C-----------------GATGAATCTTGGTCTAA-AACCACGCGCGCTACTTCAGGTACCTGACTGT---ATTG-AATAAAATTACTCAGCCCTGGTCACTGATTAGCGCGCAAGGTAAGAGAC--------------------------------------------------------------------------------------

droVir3 scaffold_12963:15419942-
15420078 +

G-GAGGC--------A------TGGTAA--------------------------------------------------------------------------------GCTTA-AGATG--AATACGTCTGGCCACCACGCGCGCTACTTCAGGTACCTGACTGTGGGATAA-CCAAAA-----CCAGCCCCGGTCACTGATTAGCGCGCACGGTAAAAGACGGC--GCAGCG-----AGTTAGG--GGA----------------------------------------------------------

droMoj3 scaffold_6500:18399364-
18399491 +

GCGTAGA-AT-GCT----------A--------------------------------------------------------------------GAAT---TGCTAGCAGA---GCGTTG--AATGCGTCTAGCCACCACGCGCGCTACTTCAGGTACCTGACTGTGAGATAA-TCGAAA-----CCAGCCCCGGTCACTGATTAGCGCGCACGGTAAAAGAC--------------------------------------------------------------------------------------

droGri2 scaffold_15126:5008401-
5008526 -

CCGATGT-TT-GCT------------GA---------------------------------------------------GCAGGCGCCG----------------------TT-TGTTG--AATGCGTCTGGCCACCACGCGCGCTACTTCAGGTACCTGACTGTGGGATAA-TCAAAA-----CCAGCCCCGGTCACTGATTAGCGCGCGCGGTAAACGAC--------------------------------------------------------------------------------------

Generated: 09/09/2015 at 12:55 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
1
0
0
0
1
1
1
1
1
1
0
0
0
1
0
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AACATAAATTAACAGACAAATGATACTAAAAACCGTGCTGCCGAAAGAGACGGCGCATGCGACAATGAGCGAGACGGAGGTAGCGGAGATGGAGTCGAATGTATCTCCGTTCCTCCGGTTACGCTTACTGCAAGATGCTGAACTTGAGCCGAGCGTGCGTCGCCATAGCCCCCCCCCCCCCCCTCACCGCAT

****************************************************..((((....((.((((((...((((((.((((((((((..........))))))))))))))))....)))))).))....))))....**************************************************
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

GSM628272

ago2[414]
ovary
total RNA

GSM609222

ML-DmBG1-
C1

V091

fGS/OSS
total
Â 

GSM609237

ago2[414]
ovary
total RNA

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR029633

total
small RNAs
from hen1
homozygous
flies

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR029608

total small
RNAs from
hen1
heterozygous
flies

GSM609230

CS,ovary,AGO1IP

AGO1

V092

dcr-
2[G31R]
male
total
RNA Â 

V073

mbn2

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609225

ML-DmBG3-
C2

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

GSE24545

CS ovary
total
RNA

V142

Oxidation_female_body

V086

female
body,
aged

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM609238

embryo
14-24hr

GSM371638

S2-NP

GSM609242

s2+48 #2

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V074

S3

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

V078

Desiccation,
female head

SRR031692

Total
small
RNAs from
Oregon R

V139

Cold_female_body

GSM609234

CS Â male
total RNA
Â 

V012

Dcr2 male
(Katsutomo,
whole fly?)

V138

Male
cold
body

V146

S1
cell

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

GSM280084

loqs-/-
ovaries
(18-29nt)

GSM379067

SpnE
Mutant

SRR001348

ago2_oxidized

SRR001349

heterozygous_dcr-
2_untreated

SRR014275

Ovary_rep1_LK_P

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR097865

Drosophila
S2-NP
cells

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

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM609226

CMEW1
Cl.8+
cell

GSM609227

CMEW1
Cl.8+
cell

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V137

Male
aged
head

V140

Dessication_female_body

V077

cold,
female
head

GSM609223

male, one
day

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

SRR001347

ago2_untreated

SRR001664

homozygous_dcr-
2_untreated

GSM609229

embryo 2-
6hr

GSM609224

female,
one day

GSM609247

heat
female
head

V079

Oxidation,
female
head

V129

ML-
DmBG1-
c1

SRR031693

2'-O-
methylated
small RNAs
from
Oregon R

SRR032093

ago1
knockdown

GSM361908

s2-48
Biological
Replicate
#2

SRR010953

Aub
heterozygotes,
oxidized

V008

S2-
DRSC

SRR001339

WT_females_non-
beta-eliminated

SRR001337

WT_females_beta-
eliminated

SRR031694

2'-O-
methylated
small RNAs
from
Oregon R

GSM609239

IR- 2-
18hr

GSM399101

kc167
cell

GSM343833

S2R+ cell

V032

S1
cell

GSM272652

S2 -48
Biological
Replicate
#1

GSM343287

Drosophila
Toll 10b
mutant
embryos

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM609217

MLDmD20c5

V136

Male
aged
body

V015

DreRFHV148h

...................................................................AGCGAGACGGAGGTAGCGGAGA....................................................................................................... 22 0 1 12.00 12 0 0 1 0 0 2 0 0 1 0 1 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 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................AGCGAGACGGAGGTAGCGGAG........................................................................................................ 21 0 1 9.00 9 0 0 3 0 0 0 0 0 1 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 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

...................................................................AGCGAGACGGAGGTAGCGGAGAT...................................................................................................... 23 0 1 6.00 6 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................AGCGAGACGGAGGTAGCGGA......................................................................................................... 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

.........................................................................................................TCCGTTCCTCCGGTTACGCTTA................................................................. 22 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 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................TACTGCAAGATGCTGAACTTGA............................................. 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

........................................................................................................CTCCGTTCCTCCGGTTACGCTTA................................................................. 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

...................................................................................................................................AAGATGCTGAACTTGAGCCGA........................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................AGCGAGACGGAGGTAGCGGG......................................................................................................... 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

...................................................................AGCGAGACGGAGGTAGCGGAGC....................................................................................................... 22 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

.........................................................................................................TCCGTTCCTCCGGTTACGCTT.................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................GTAGCGGAGATGGAGTCTC.............................................................................................. 19 2 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

........................................................................................................................................................................CCCCCCCCCCCCCCCTCACC.... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

Anti-sense strand reads

TTGTATTTAATTGTCTGTTTACTATGATTTTTGGCACGACGGCTTTCTCTGCCGCGTACGCTGTTACTCGCTCTGCCTCCATCGCCTCTACCTCAGCTTACATAGAGGCAAGGAGGCCAATGCGAATGACGTTCTACGACTTGAACTCGGCTCGCACGCAGCGGTATCGGGGGGGGGGGGGGGAGTGGCGTA

**************************************************..((((....((.((((((...((((((.((((((((((..........))))))))))))))))....)))))).))....))))....****************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM609222

ML-DmBG1-
C1

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR010959

Ago3 IP in
heterozygotes

AGO3

V129

ML-
DmBG1-
c1

SRR029608

total small
RNAs from
hen1
heterozygous
flies

SRR029633

total
small RNAs
from hen1
homozygous
flies

V074

S3

SRR031692

Total
small
RNAs from
Oregon R

V073

mbn2

GSM467729

Dmel_wt_sRNAseq
GSM609218

Sg4

V008

S2-
DRSC

V145

S2-
DRSC

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR065800

zuc_H-
Y_ovaries

V133

Sg4

V091

fGS/OSS
total
Â 

GSM609223

male, one
day

SRR032093

ago1
knockdown

GSM609217

MLDmD20c5

GSM609227

CMEW1
Cl.8+
cell

SRR001345

ago2_non-
beta-
eliminated

V079

Oxidation,
female
head

V086

female
body,
aged

GSM609219

GM2 cell

GSM609225

ML-DmBG3-
C2

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V036

ML-
DmD20c5
cell

SRR001347

ago2_untreated

V146

S1
cell

V012

Dcr2 male
(Katsutomo,
whole fly?)

SRR001346

ago2_beta-
eliminated

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR060644

A2_ovaries_total

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

V085

CME
W2
wing
disc

GSM609237

ago2[414]
ovary
total RNA

GSM609234

CS Â male
total RNA
Â 

GSE24545

CS ovary
total
RNA

V130

ML-
DmBG3-
c2

V144

OSC

SRR010954

Aub trans-
heterozygotes,
oxidized

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

GSM343832

S2R+ cell

SRR001339

WT_females_non-
beta-eliminated

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

V003

dsDcr-1
(katsutomo
RNA)

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

V037

Felix
sample
+mirtrons

GSM609229

embryo 2-
6hr

GSM628272

ago2[414]
ovary
total RNA

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V034

ML-
DmD16c3
cell

SRR032092

mock
oxidized

GSM609238

embryo
14-24hr

GSM280084

loqs-/-
ovaries
(18-29nt)

SRR029032

r2d2
knockdown

SRR032094

ago2
knockdown

GSM609221

1182-4H
cell

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

GSM609224

female,
one day

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1
GSM371638

S2-NP

V141

Heat_female_body
V128

S3

GSM399101

kc167
cell

GSM343833

S2R+ cell

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM609248

ML-DmD9
cell

V078

Desiccation,
female head

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V135

CME
W2
(wing
disc
line)

GSM286605

2-6h #1
(8)

SRR001344

dcr-
2_beta-
eliminated

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

V096

loqsKO/f00791
ovary

GSM360257

1st
instar #2

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

V015

DreRFHV148h

V080

Starvation,
female head

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

V137

Male
aged
head

V138

Male
cold
body

V140

Dessication_female_body

V142

Oxidation_female_body

V077

cold,
female
head

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM609230

CS,ovary,AGO1IP

AGO1

V126

CME
L1

.......................................................................................................AGAGGCAAGGAGGCCAATGCGAA.................................................................. 23 0 1 3.00 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................CTGCCTCCATCGCCTCTAC..................................................................................................... 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

........................................................................................................GAGGCAAGGAGGCCAATGCGAA.................................................................. 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

.......................................................................................................................................................................CGGGGGGGGGGGGGGGAGT...... 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 0 0 0 0 0 0

.............................................................TGTTACTCGCTCTGCCTC................................................................................................................. 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

..............................................................................................................................TGACGTTCTACGACTTGAACT............................................. 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

....ATTTAATTGTCTGTTTACTATGAT.................................................................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................TGAACTCGGCTCGCACGCAGCGGTAT......................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................GGGGGGGGGGGGGAGTGG.... 18 0 15 0.13 2 0 0 0 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

.......................................................................................................................................................................CGGGGGGGGGGGGGGGAG....... 18 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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:7719826-7720017 - sblock41610 AACATAAATTAACAGACAAATGATACT---AA------------AAACCGTGCTGCCGAAA---------------------------------------------------------------------------------------GAGACGGCGCATGCGACAATGAGCGAGACGGAGGTAGCGGAGATGGAGT---CG-----------------------------------------------------AATGTAT-------------CTCCGTTCCTCCGGTTAC------------------------------------GCTTACTGCAA-GATGCTGAACTTGAGCC----GAGCGTGCGTCGCC-ATAGCCC-------------------CCCCCCC----------CCC--------CCTCACCGCAT
droSim2 2r:8425104-8425291 - AACATAAATTAACAGACAAATGATACT---AA------------AAACCGAGCTGCCGAAA---------------------------------------------------------------------------------------GAGACGGCGCATGCGACAATGAGCGAGACGGAGGTAGCGGAGATGGAGT---CG-----------------------------------------------------AATGTAT-------------CTCCGTTCCTCCGGTTAC------------------------------------GCTTACTGCAA-GATGCTGAACTTGAGCC----GAGCGTGCGTCGCC-ATAGCCC-------------------CCCTC------------A----------CCTCACCACAC
droSec2 scaffold_1:5271755-5271942

-
AACATAAATTAACAGACAAATGATACT---AA------------AAACCGAGCTGCCGAAA---------------------------------------------------------------------------------------GAGACGGCGCATGCGACAATGAGCGAGACGGAGGTAGCGGAGATGGAGT---CG-----------------------------------------------------AATGTAT-------------CTCCGTTCCTCCGTTTAC------------------------------------GCTTACTGCAA-GATGCTGAACTTGAGCC----GAGCGTGCGTCGCC-GTAGCCT-------------------CCCC-------------T-CA-------CCTCACCACA-

droYak3 2R:9231917-9232105 + AACATAAATTAACAGACAAATGATACT---AA------------AAACCGAGCTGCCGAAA---------------------------------------------------------------------------------------GAGACGGCGCATGCGACAATGAGAGAGACGGAGGGAG------TGGAGT---CG-----------------------------------------------------AATGTAT-------------CTCCGTTCCTCCGGTTAC------------------------------------GCTTACTGCAA-GATGCTGAACTTGAGCC----GAGCGTGCGTCGCC-ATAGCCC-------------------CCCATCTCCCA------T-CC--------GCCATCCCAT
droEre2 scaffold_4845:18076680-

18076856 +
AACATAAATTAACAGACAAATGATACT---AA------------AAACCGAGCGGCCGAAA---------------------------------------------------------------------------------------GAGACGGCGCATGCGACAATGAGCGAGACGGAGGGAG------TGGAGT---CG-----------------------------------------------------AATGTAT-------------CTCCGTTCCTCCGGTTAC------------------------------------GCTTACTGCAA-GATGCTGAACTTGAGCC----GAGCGTGCGTCGCC-ATAGCCC-------------------CCTA---------------------------TCCGCCAT

droEug1 scf7180000409462:765293-
765475 +

AACATAAATTAACAGACAAATGATACT---AA------------AAACCGAGCTGCCGAAA---------------------------------------------------------------------------------------GAGACGGCGCATGGGATAATGAGAGAGACGGAGGGAG------TGGAGT---C---------------------------------------------------------GTAT-------------CTCCGTTCCTCGGGTTAC------------------------------------GGTTACTGCAA-GATGCTGAACTTGAGCC----AAGCGTGCGTCGCTCATAGCCC-------------------ACTCCTC----------CCC--------TTTAGCCGTAT

droBia1 scf7180000302292:505563-
505748 -

AACATAAATTAACAGACAAATGATACT---AA------------AAACCGAGCTGCCGAAA---------------------------------------------------------------------------------------GAGACGGCGCATGGGATAATGAGAGAGACGGAGGCAG------TGGAGT---CGTATC---------------------------------------------------TCCAG-----CTCCGCCCCTCCGCTCCTCCGGTTAC------------------------------------GGTTACTGCAA-GATGCTGAACTTGAGCC----GAGCGTGCGTCGCC-ATAAGCC-------------------CCCTT----------------------------CCGTAA

droTak1 scf7180000415820:68426-
68585 -

AACATAAATTAACAGACAAATGATACT---AA------------AAACCGAGCTGCCGAAA---------------------------------------------------------------------------------------GAGACGGCGCATGGGATAATGAGAGAGACGGAGGGAG------TC-----------------------------------------------------------------GTAT-------------CTCCGTTCCTCCGGTTAC------------------------------------GGTTACTGCAA-GATGCTGAACTTGAGCC----GAGCGTGCGTCGCC-ATAGCCC-------------------CCC-----------------------------------T

droEle1 scf7180000491214:3208823-
3209009 -

AACATAAATTAACAGACAAATGATACT---AA------------AAACCGAGCTGCCGAAA---------------------------------------------------------------------------------------GAGACGGCGCATGGGATAATGAGAGAGACGGAGGGAG------TTGTAT---C--------------------------------------------------------TGTAT-------------CTGCGTTCCTCCGGTTA------------------------------------------CTGCAA-GATGCTGAACTTGAGCC----AAGCGTGCGCCGCC-ATAACCC-------------------CCCTTC-G---CAACCA----CCCTTCCCCTTACCATAT

droRho1 scf7180000779932:112830-
113015 -

AACATAAATTAACAGACAAATGATACT---AA------------AAACCGAGCTGCCGAAA---------------------------------------------------------------------------------------GAGACGGCGCATGGGATAATGAGAGAGACGGAGGGAG------TTGTAT---C--------------------------------------------------------TGTAT-------------CTCCGTTCCTCCGGTTA------------------------------------------CTGCAA-GATGCTGAACTTGAGCC----AAGCGTGCGTCGCT-ATGGCCC-------------------CTCCAC-----CAACCC----CCCCCCCCACTTTTGTAG

droFic1 scf7180000453948:842290-
842474 -

AACATAAATTAACAGACAAATGATACT---AA------------AAACCGAGATGCCGAAA---------------------------------------------------------------------------------------GAGACGGCGCATGGGATAATGAGAGAGACGGAGGGAG------TCGCAT---GC-----------------------------------------------------GATATAT-------------CTCCTTTCCGCCGGTTAC------------------------------------GATTACTGCAA-GATGCTGAACTTGAGCC----GAGCGTGCGTCGAC-GTAACCC-------------------CCTTTCC----------CTC---------TATACCCCAC

droKik1 scf7180000302386:281686-
281882 -

AACATAAATTAACAGACAAATGATACT---AAAAAAAAGAAAAGAAACCGAGCTGCCGAAA---------------------------------------------------------------------------------------GAGACGGCGCATGGGATAATGAGAGAGACGGAGTGAG------AG-------C--------------------------------------------------------GGTAACGAGCGTTC---GAGGCGTTCCTCCGGTTA------------------------------------------CTGCAA-AATACTGAACTTGAGAC----GAGCGTGCGTCGCC-G-AGCTG-------------------CCTCTTGGC---------------CTCCTCCTGTCTCAG

droAna3 scaffold_13266:13184824-
13184995 +

AACATAAATTAACAGACAAATGATACT---AA------------AAACCGAGCTGCCGAAA---------------------------------------------------------------------------------------GAGATGGCGCATGGGATAATGAGAGAGAGGGAATGAG------CGG-----------------------------------------------------------------------------------GCGTTCCTCCGGTTACCGCACAGTC-----------------------------GTACTGCAA-A-AGCTGAACTTGAGCC----GAGCGTGCGTCGCC-GT--CTT-------------------CCAC-------------T-CC--------TCCACCTCCT

droBip1 scf7180000396730:744950-
745056 -

A-------------------------------------------------------------------------------------------------------------------------------------------------------------------TAATGAGAGAGAGGGAATGAG------CGG-----------------------------------------------------------------------------------GCGTTCCTCCGGTTACCGCACAGTC-----------------------------GTACTGCAA-A-AGCTGAACTTGAGCC----GAGCGTGCGTCGCC-AT--CCT-------------------CCAC-------------T-CC-------G-----TTCTC

dp5 3:16976725-16976986 - AACATAAATTAACAGACAAATGATACT---AA------------AAGCCGAGAC------A-----------------GA-GCGCGGTTCCGAGA-----GCGAGATGAAGTTGGAGA--------TGGAGATGG--AGACGGAGACGGAGATGGCGCATGGGATAATGAGGGAGAGCGAGCGGG------CGAACG---G------AAAGGTAAGGACAATCC--------------------------------------------TCCAACGCTGCGCTCCTCCGATTACCGCACAGTTGG-----TACTCCG----------------AACTGCGA-AAAACTGAACTTGAGAC----AAGCGTGCGTCGCT-CTCTGTC-------------------T--TCTG----------C-C--------TTGTGCCTTCT
droWil2 scf2_1100000004822:233299-

233515 +
AACATAAATTAACAGACAAATGATATTTATAAAAAAAGAAAAAAAAACCGAGAC------A-----------------GA-G--------ACAACAACAAATGAGATAA------------------AGAG--T-TGAGA--------GAAAAA------GCGAGAAAGAGAGAGAGAGAGAGAG------TG-AGT---GA-----------------------------------------------------GATGGTT-------------GGCCAGGCCTCCGATTACCGCACAGTT-----------------------------GGACTGCAA-A-AACTGAACTTGAGAC----AAGCGTGCCTAGAG--TAGTGT-------------------TTCC------------------------CCT--CTCCAT

droVir3 scaffold_12875:5364390-
5364678 -

AACATAAATTAACAGTCAAATGATATT---AA------------AAACCAA----CAGACAGAGACA-----------GAAGCACA---CAAAAC-----GCGAGATAG--CTGCA-----------AGAG--T-TAA------------GAGGGAGAGCGAGAGAGCGAGAGAGAGAGAGAGAG------CGA-GTAGG--TATTAAAAGGTGGAATTGATATGCC--------------AAGAGCTAACAGCAAA---------------------TGCGCCTCCGATTACCGCACAGTTGGACTCGGA-----CTCTGCGAGTGGCTGCGACAGCCA-G-AGCTGAACTTGAGCC----GGGCGCGCGTCTCC-T--GCCTAT------GCCCAATGTTGA----------------C-CCTC------CACCCCCTCC

droMoj3 scaffold_6496:24727969-
24728241 +

AACATAAATTAACAGTCAAATGATATAT--AA------------AAACCCA----CAGAAAAAGACATAAGAGGGGCAGA-G--------AGAAC-----GCGAAAGAG------------------AGAGATTATAATA--------GAGAGAGC------GAGAGCGAGAGATAGAGAGAGAG------AG----AGG--TATCAAAAGGTGGAAATAATATGCT--------------AAGAGCTAACAGC-AA---------------------TGCGCCTCCAATTACCGCGCAGTTGGACTTGG------CTTTGCGAGTAGCTGTGACTGCGACTGAGCTGAACTTGAGCC----GGGCGTGCGTCTCC-C-AGCCT-------------------GCCCA--------------------------GCCCCCCT

droGri2 scaffold_15112:359070-
359389 -

AACATAAATTAACAGTCAAATGATATT---AA------------AAATCCAACAACAAAAAGAGACACCA--------GA-GCACA---CTAAGA-----GCGAGATAGAGCTACTGTGGCAGCTATAGAGACAG--A------------GAGGGAGAGAGAGAGAGCGAGAGAGA--GAGGGAG------CGA-GTAGG--TATCATAAGGTAGAAATGATATGCTTACAACAAAAAAAAAAGAGCTAACAGCAAA---------------------TGCGCCTCCGATTACCGCACAGTTGGACTTGGACTGCG----------------AACTGAAC-CAAACTGAACTTGAGACGGACGGGCGTGCGTCTCC-TTTGCCTATAAGTAAGCC--------CCTCCAG----------T-CC-------GCCTACCGCCC
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CTGATTTGTGCGGTGTATGTGGTATATGGTCTGAGCTCTGGGTCTCAACAGATAGCAGATCGCCAAGGTGGGGCACTCTGGATGCCCTCCGATTGGCGATAGGCGGATAGGCGGCCACCAGGTTTATGAGAACGGAATTATGAATCGAACGGATCGTGA
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.....................................................AGCAGATCGCCAAGGTGGGGCA.................................................................................... 22 0 1 17.00 17 0 0 0 0 0 0 1 0 0 0 2 2 3 1 0 0 0 1 0 0 0 0 1 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 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

.....................................................AGCAGATCGCCAAGGTGGGGC..................................................................................... 21 0 1 9.00 9 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................AGCAGATCGCCAAGGTGGG....................................................................................... 19 0 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 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

.....................................................AGCAGATCGCCAAGGTGGGG...................................................................................... 20 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 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

....................................................................................CCCTCCGATTGGCGATAGGCGG..................................................... 22 0 1 3.00 3 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................AGCAGATCGCCAAGGTGG........................................................................................ 18 0 2 1.50 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................AGCAGATCGCCAAGGTGGGT...................................................................................... 20 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

.........................................................GATCGCCAAGGTGGGGCACTC................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................AGCAGATCGCCAAGGTGGGTT..................................................................................... 21 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

......................TATATGGTCTGAGCTCTGGGTC................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................AGCAGATCGCCAAGGTGGGGCAA................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................ATAGCAGATCGCCAAGGTGG........................................................................................ 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

.....................................................AGCAGATCGCCAAGGTGGGGCAC................................................................................... 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 0 0 0 0

.....................................................AGCAGATCGCCAAGGTGGGGCAT................................................................................... 23 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

.......................ATATGGTCTGAGCTCTGGG..................................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................ATTGGCGATAGGCGGATAG................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................CTGAGCTCTGGGTCTCAACAGA........................................................................................................... 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

.....................................................AGCAGATCGCCAAGGTGT........................................................................................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...ATTTGTGCGGTGTATGTTAG........................................................................................................................................ 20 3 16 0.06 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

Anti-sense strand reads

GACTAAACACGCCACATACACCATATACCAGACTCGAGACCCAGAGTTGTCTATCGTCTAGCGGTTCCACCCCGTGAGACCTACGGGAGGCTAACCGCTATCCGCCTATCCGCCGGTGGTCCAAATACTCTTGCCTTAATACTTAGCTTGCCTAGCACT

**************************************..((((..........((..((((((((((.((((((.......))))))))..))))))))..))........)))).....**************************************
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....................................................................................................TCCGCCTATCCGCCGGTGGTCC..................................... 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

..........................ACCAGACTCGAGACCCAGAG................................................................................................................. 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

...................................................................................CGGGAGGCTAACCGCTATCC........................................................ 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
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chrX:15010597-15010755 + sblock207585 CTGAT-TTGT--------------------------------------------GCGGTGTATGTG--GTATATGGTCTG--AGCTCTGGG--TCTCAACAGATAGCAGAT------------CG-----CC-----AAGGT--GGG-GCACTCTGGATGCCCTCCGATTG-GC---GATAGGCGGATAGGCGGCCACCAGGTTTATGAGAACGGAAT-TATGAAT----CG----------------------------------------AACGGATCGTGA
droSim2 x:14174568-14174727 + CTGAT-TTGTGG-----GTCTGGGGGTATAATAT--------------------GCGGTGTATGTG--GTATATGGTCCG--AGCTCTGGG--TCTCGACAGATAGCAGAT------------CG-----CC-----AAGGT--GGG-GCACTCTGGATGCCCTCCGATTG-GC---GATAGG--------CGGCCACCAGGTTTATGCGAACGGAAG-TGCGCTC------------------------------------------------------GTGA
droSec2 scaffold_32:457897-

458056 +
CTGAT-TTGTGG-----GTCTGGGGGTATAATAT--------------------GCGGTGTATGTG--GTATATGGTCCG--AGCTCTGGG--TCTCGACAGATAGCAGAT------------CG-----CC-----AAGGT--GGG-GCACTCTGGATGCCCTCCGATTG-GC---GATAGG--------CGGCCACCAGGTGTATGCGAACGGAAG-TGCGCTC------------------------------------------------------GAGA

droYak3 X:9201502-9201652 + CTGAT-TTGTGG-----GTCTGGGGTTATAATATGCCGCGTAC----------------ATATGTG--GTATATGGTCCG--AGCTCTGGG--TCTCGACAGATAGCAGAT------------CG-----CC-----AAGGT--GGG-GCACTCTGGATGCCCTCCGATTG-GC---GATAGG--------CGGACACCAGGTTTATGACAACGGA--------------------------------------------------------------------
droEre2 scaffold_4690:12002087-

12002220 -
GATG---------------------------TAT--------------------GTGCTGTATGAT--GTATATGGTTCG--AGCTTCGGG--TCTCTACAGCTAGCAGAT------------CA-----CC-----AAGGT--GGG-GCACGCTGGATGCCCTCCGATTG-GC---GATAGC--------CGGCCACCAGGTTTATGACAACGGAAA-CC-----------------------------------------------------------AAAC

droEug1 scf7180000409533:106889-
107072 +

CGGAA-TGGAGG-----GTCTGGGTCTAT-----GGGG--TACATAT-------GTGGTATATGTGGTACATATGGTCCG--AGCTATGGTTCTCTCGGCAGATAGCAGAT------------CG-----CT-----AAGGT-GGAG-GCACTCTGGATGCCCTCCGGTTGATT---GATAAC--------CGAGTAACAGGTTAATGCCA-TGGAAGCTACGTAA----GCA-----------------------TTTCCG---------------GGCAAGA

droBia1 scf7180000299226:433564-
433711 -

CTGAG-CTGATG-----GTCTGGG----------------------------------------------CTGCGGCCCG--AGCTTTGGG--TCGCGGCAGATAGCGGTT------------CT-----CC-----AAGGT--GGG-GCACTCTGGATGCCCTCCGGCCG-TT---GATAAG--------GGGCTTCCAGGTTAGTGGCAACGGAAA-TGCGTTC----CCA-----------------------GTTCCG---------------GGAGTGG

droTak1 scf7180000414452:98611-
98783 -

CTGAAATTGAGG-----GTTTGTGGT----GTATGTGGTGTA--TATGGTGTATATGGT--ATATG--GCATACGGTCCG--AGCTCTGGG--TCTCGGCAGATAGCAGAT------------CG-----CC-----AAGGT--GGG-GCACTCTGGATGCCCTCCGGTCG-TT---GATAAG--------GGGCTGCCAGGTTAATGGCAACGGAAG-TGCGTCT------------------------------------------------------CTGA

droEle1 scf7180000491277:512266-
512400 +

CTGAA-TTG-GG-----GTCTGGGCT-AT-------------------------A---TGTGTGTG--GTTTATGGTCCG--AGCTCTGGG--TCT---------------------------CG-----CC-----AAGGT--GGG-CAACTCTGGATGCCCTCCGCCTG-TT---GATAAG--------AAGCTGCCAGGTTAGAAGCAACGGAAA-TGAGTCC------------------------------------------------------CTAA

droRho1 scf7180000777097:528045-
528154 -

TGGAA-TTGGGG-----GTCCGGGGT------AT--------------------GTGGTTGA--TG--GTTTATGGTCCG--AGCTCTGGG--TCTCACCAGATAGCAGATCG---TCGA--TCG-----TC-----AAGGT--GGGGCAACTCTTGATGCCCTCCG---------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000454038:215454-
215658 +

CTGAA-TTGG-GTTTTGTTCTGGGGT------CT--------------------CTGCTC--TATG--CAATATGGTCCGAGAGCTCTGGG--TCTCGCCAGATAGCTGAT------------CG-----CC-----AAGAT--GGG-ACACTCTGGATGCCCTCCACCGT-TT---GATAAG---------------CAAGTTAACGGCAGCAAAAT-GGGGTCCTTTGCCATTTAATTATTACAATTTTTTATTTTTCCAAACAAAATTAAATTGATAGATA

droKik1 scf7180000299277:447998-
448076 +

CTCTC-CTTC----------T-------------------------------------CGGATCTC--GGATGGGGGCTG----------------------------------GGTCTG--GGC-----CTGGGTACTGAT-AGCG-ATACTCGGAATGCCCTGCGCTTG-G---------------------------------------------------------------------------------------------------------------

droAna3 scaffold_13117:1250660-
1250752 +

CTGGG-TTCG-G----------------------------------------------------------GTGCGATCCG--A----------TCA------------GATCAGACTCCG--GCGCTCT-GG----AAAGGT--GCG-GCACTGTGAATGCCCTCCGGTTATCTGGGGATCCG--------C-----------------------------------------------------------------------------------------GGA

droBip1 scf7180000396425:864199-
864274 -

CTGGG-TTCG-G----------------------------------------------------------GTGCGATCCG--A----------TCA------------GATCAGACTCCGGAGCA--CTGGA-----AAGGT--GCG-GCACTGTGAATGCCCTCCGGTT------------------------------------------------------------------------------------------------------------------

dp5 XL_group1a:1919466-
1919552 -

TAA------------------------------------------------------------GTA--AAATTACTTCGC--AGCT----G--TCTCGGCAGATATCAGAGCAAGCCCCA--GCC-----CC-----AAATCAAGTC-GCACTCTGGATGCCCTCCGCTT------------------------------------------------------------------------------------------------------------------

droPer2 scaffold_28:363940-
364026 -

TAA------------------------------------------------------------GTA--AAATTACTTCGC--AGCT----G--TCTCGGCAGATAACAGAGCAAGCCCCA--GCC-----CC-----AAATCAAGTC-GCACTCTGGATGCCCTCCGCTT------------------------------------------------------------------------------------------------------------------
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_28:363940-364026


ID:

sblock45206

Coordinate:

chr2R:11705395-11705491 -

Confidence:

Known Ortholog

Class:

intergenic

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

Antisense to intron [tun-in]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AGACGGGGTTTTGTTGGCCCGCTTCTCGCTCTTGGTCAACAATATCACTGCAAAGCAAAGGGCATGAAGCAGGCGATCTGCAAGGCGGCAACCGGTTTCGGCCAACTGCGCAGTTTGATCGCTTTTTTCATGTCTTTCTTTTATTTTTTTTTTTTGGGAGGAACTGCATTTGCTGAATTGTTGCCCTCACAAAGAGT

*******************************************........((((..((((((((((((.((((((((.((...((((...(((....)))....))))...))..)))))))).)))))))))))))))).............*******************************************
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..........................................................AGGGCATGAAGCAGGCGATCTG..................................................................................................................... 22 0 1 8.00 8 0 0 0 0 0 0 2 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 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

.....................................................................................................................ATCGCTTTTTTCATGTCTTTCT.......................................................... 22 0 1 8.00 8 0 0 0 0 0 0 0 3 1 0 0 2 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

..........................................................AGGGCATGAAGCAGGCGATCT...................................................................................................................... 21 0 1 4.00 4 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 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

.....................................................................................................................ATCGCTTTTTTCATGTCTTTC........................................................... 21 0 1 4.00 4 0 0 0 0 0 0 0 0 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

........................................................AAAGGGCATGAAGCAGGCGATC....................................................................................................................... 22 0 1 3.00 3 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TCGCTTTTTTCATGTCTTTCTT......................................................... 22 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

...........................................................GGGCATGAAGCAGGCGATCTG..................................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TCGCTTTTTTCATGTCTTTCTTT........................................................ 23 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................AGGGCATGAAGCAGGCGATCTT..................................................................................................................... 22 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

........................................................AAAGGGCATGAAGCAGGCGA......................................................................................................................... 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

........................................................AAAGGGCATGAAGCAGGCGAT........................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................AAGGGCATGAAGCAGGCGATCT...................................................................................................................... 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

..........................................................AGGGCATGAAGCAGGCGATC....................................................................................................................... 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

.....................................................................................................................ATCGCTTTTTTCATGTCTTTCTTT........................................................ 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

......................................................................................................................TCGCTTTTTTCATGTCTTTCT.......................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..ACGGGGTTTTGTTGGCCT................................................................................................................................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TCGCTTTTTTCATGTCTTTCTTTT....................................................... 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 0 0 0

..................................................................................................................................................TTTTTTTTTGGGAGGAA.................................. 17 0 3 1.00 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

.................................................................................................................................................TTTTTTTTTTGGGAGGAA.................................. 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 0 0 0 0 0 0

........................................................................................................................................................TTTGGGAGGAACTGCATTGTG........................ 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................TTTATTTTTTTTTTTTGGG....................................... 19 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................TTTTATTTTTTTTTTTTGG........................................ 19 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

TCTGCCCCAAAACAACCGGGCGAAGAGCGAGAACCAGTTGTTATAGTGACGTTTCGTTTCCCGTACTTCGTCCGCTAGACGTTCCGCCGTTGGCCAAAGCCGGTTGACGCGTCAAACTAGCGAAAAAAGTACAGAAAGAAAATAAAAAAAAAAAACCCTCCTTGACGTAAACGACTTAACAACGGGAGTGTTTCTCA

*******************************************........((((..((((((((((((.((((((((.((...((((...(((....)))....))))...))..)))))))).)))))))))))))))).............*******************************************
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..................................CAGTTGTTATAGTGACGTTTCGTTTCC........................................................................................................................................ 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
.......................................................................................................................GCGAAAAAAGTACAGAAA............................................................ 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................AAAGAAAATAAAAAAAAAAAA.......................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................AAGAAAATAAAAAAAAAAAA.......................................... 20 0 16 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................AAAGAAAATAAAAAAAAAAA........................................... 20 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................TGAGACGTTCCGCCGTT.......................................................................................................... 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr2R:11705345-11705541 - sblock45206 AGACGG---GG-TT--------------------TTGTTGGCCCGCTTCT-------CG-----CTCTTGGTCAACAATATCACTGCAAAGCAAAGGGCAT-GAAGCAGG-CGA-TCTGCAA-GGCG---G-CAACCGGTTTC--GGCCAACTGCGCAGTT-TGATCGCTTTTTTCATGTCTTTCT------------T-TT----ATTTTTTTTTTTTGGGAGGAACTGCATTTGC-TGAATTGT-TGCCCTCAC---AAAGAGT
droSim2 2r:12371840-12372027 - AGACGG---GG-TT--------------------TTGTTGGCCCGCTTCT-------CG-----CTCTTGGTCAACAATATCACTGCAAAGCAAAGGGCAT-GAAGCAGG-CGA-TCTGCAA-GGCG---G-CAACCGGTTTC--GGCCAACTGCGCAGTT-TGATCGCTTTTTTCATGTCTTTC--------------------------TTTTTTTTGGGAGGAACTGCATTTGC-TGAAATGT-TGCCCTTAC---ATAGGGT
droSec2 scaffold_1:9199087-

9199278 -
AGACGA---GG-TT--------------------TTGTTGGCCCGCTTCT-------CG-----CTCTTGGTCAACAATATCACTGCAAAGCAAAGGGCAT-GAAGCAGG-CGA-TCTGCAA-GTCG---G-CAACCGGTTTC--GGCCAACTGCGCAGTT-TGATCGCTTTTTTCATGTCTTTCT---------------T-------TTTTTTTTTTGGGAGGAACTGCATTTGC-TGAATTGT-TGCCCTCAC---ATAGGGT

droYak3 2R:17280564-17280774 + AGACGAAGGGG-TT--------------------TTGTTGGCCCGCTTCT-------CG-----CTCTTGGTCAACAATATCACTGCA-----AAGGGCAT-GAGGCAGG-CGA-TCTGCAA-GGCG---G-CAACCGGTTTC--GGCCAACTGCGCAGTT-TGATCGCTTTTTTCATGTCTTTCTTTATTTTGTTTTTTTT-TTTTTTTTTTTTTTTTTGGAGGAACTGCATTTGC-TGAATTGT-TGCCCTCAC---AAAGGGT
droEre2 scaffold_4845:14157230-

14157426 +
AGGCGG---GG-TT--------------------TTGTTGGCCCGCTTCT-------CG-----CTCTTGGTCAACAATATCACTGCA-----AAGGGCAT-GAAGCAGG-CGT-TCTGCAA-GGCG---A-CAACCGGTTTC--GGCCAACTGCGCAGTT-TGATCGCTTTTTTCATGTCTTTCT------------TTTTGTTTTTCTTTTTTTTTTGGGAGGAACTGCATTTGC-TGAATTGT-TGCCCTCAC---AAAGGGT

droEug1 scf7180000409672:606758-
606951 -

GGAAAG----G-CT---TCGTTGGTTCGACT---GTCTTGGCCCGCTTCT-------TG-----CTCTTGGTCA---ATATCACTGCAA----AAAGGCCCTTAAGCAGG-CGT-TCTGCAA-GGCG---GACAACCGGTTTC--GGCCAACTGCGCAGTT-TGATCGCTTTTTTCTT---------------------TTT-------GCCTTTTTTTGGGAGGGCCTGCATTTGG-CGTAGTGT-TACCCTTAC---AAAGGGC

droBia1 scf7180000302292:3950935-
3951128 +

GGACGG---GGGCTGACTTGCTGCTTCGGCCGGTCTGTTGGCCCGCTTCG-------CG-----CTCTTGGTCA---ATATCACTGCA-----AAGGGCCT-AAAGCTGA-CGA-TCTGCAA-GGCG---G-CAACCGGTTTT--GGCCAACTGCGCAGTT-TGATTGCTTTTTTTA----------------------------------CTTTTTTTGGGAGGCACTGCATTTGG-TGTAGTGTTTACCCTTAC---TAAGGGT

droTak1 scf7180000415795:878925-
879111 +

GCC-------G-CT--------------------CTGTTGGCCCGCTTCTCTGGTCCCGCTGGTCTCTTGGTCA---ATATCACTGCA-----AAGGGCCT-AAAGCTGG-CAA-TCTGCAAAGGCG---G-CAACCGGTTTC--GGCCAACTGCGCAGTT-TGATCGCTTTTTCCTTG---------------------TT-------TTTTCTTTTTGGGAGGAACTGCATTTGG-TGTAGTGT-TACCCTACA---AAAGGGT

droEle1 scf7180000491107:688481-
688646 -

AGTGAG---GG-GA--------------------CTGTTGGCCCGCTTCT-------CG-----CTCTTGGTCA---ATATCACTGCAA----AAGGGCCC-AAAGCAGG-CGA-TCTGCAA-GGCG---G-CAACCGGTTTTC-GGCCAACTGCGCAGTT-TGATCGCTTT------------------------------------------TTTTTGGGAGGAACTGCATTTGG-TTTAGTGT-TACTCTTAC---AAAGGGC

droRho1 scf7180000779911:404791-
404958 +

AGAAGGG--GG-AA--------------------CTGTTGGCCCGCTTCT-------CG-----CTCTTGGTCA---ATATCACTGCA-----AAGGGCCG-AAAGCAGC-CGA-TCTGCAA-GGCG---G-CAACCGGTTTTC-GGCCAACTGCGCAGTT-TTATTGCTTTT----------------------------------------TTTTTTGGGAGGAACTGCATTTGG-TTTGGTAC-TACTCTTAC---AAAAGGT

droFic1 scf7180000453809:202713-
202889 -

AAA-GG---GGTCT----C---------------CTCTTGGCCCGCTTCT-------CG-----CTCTTGGTTA---ATATCTCTGCAA----AAGGGCCCGAAAGCAGG-CGTTTCTGCAA-GGCG---G-CAACCGGTTTTT-GACCAACTGCGCAGTT-TGATCGTTTTTA--------------------------------------TTTTTTTTGGAGGAACTGCATTTGGCTGTATTGC-TACTCTCTCATAAAAGGGA

droKik1 scf7180000302682:1886255-
1886436 -

TCG------GC-TG--------------------TTGTTGGCCCGCATCGC--GTCGCG-----CTCTTGGTCA---ATATCACTGCA-----AAGGGCCC-GCAGCAGG-CGA-TCTGCAA-GTAG---G-CAACCGGTTTT--GGCCAACTGCGCAGTT-TGATCGCTTTGGGTTT-------------------TTGAT-------TTTTTTTTTTGGGTGGAACTGCACTCAG-TTTTTGGT-TACCCTTTC---AAAAGGG

dp5 3:19477667-19477788 + AAT-GG---GG------------------------TATGGGACTGGCTCT-------GG-----CTCTTGGTCA---ATATCATGGCA-----AAGAGCCC-GAATCGGGATGA-CATGGGA-TGGGATAT-TAACCGGTTTCCGGGGCAACTGCTCAGTTTTGATCGCCTTTT--------------------------------------------------------------------------------------------
droPer2 scaffold_37:479459-479580

+
AAT-GG---GG------------------------TATGGGACTGGCTCT-------GG-----CTCTTGGTCA---ATATCATGGCA-----AAGAGCCC-GAATCGGGATGA-CATGGGA-TGGGATAT-TAACCGGTTTCCGGGGCAACTGCTCAGTTTTGATCGCCTTTT--------------------------------------------------------------------------------------------

droGri2 scaffold_15245:5892648-
5892710 -

G----------------------------------------------------------------------------------------------------------------------------TG---G-CAACCGGTTTT--TAGCAACTGCGCAGTTTTGGCTGCATTTTGTTC-------------------CTGCT-------GCTTTTTTTT-----------------------------------------------

Generated: 09/09/2015 at 01:00 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
1
0
0
0
1
1
1
1
0
1
0
0
0
1
0
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779911:404791-404958
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ATACGTTCGAATGGTACATCATAAGTAATTTCTCATACGCCAGCGAGTTGAATGTTTACAACAACTAGATAATGCGTAACTACCTAATGAATGAACTGAAAATCATTAGTTCGAAACGTATTATTTAATTATTGCAATATAATAGCATATGCATATAATATGAATCTACACACACAGTTTATTACAAGAAT
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GSM609250

ML-DmD32
cell

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609225

ML-DmBG3-
C2

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

GSE24545

CS ovary
total
RNA

V015

DreRFHV148h

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

GSM379065

Zuc
Heterozygote

GSM399110

KC-48 #2

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V077

cold,
female
head

V145

S2-
DRSC

V147

1182-
4H
cell

V038

Felix
sample
S2
only

V073

mbn2

V074

S3

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

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

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM399101

kc167
cell

GSM609248

ML-DmD9
cell

GSM609238

embryo
14-24hr

GSM371638

S2-NP

GSM609222

ML-DmBG1-
C1

V146

S1
cell

GSM609217

MLDmD20c5

V034

ML-
DmD16c3
cell

GSM379064
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Mutant

GSM467729

Dmel_wt_sRNAseq

GSM272653

KC -48 #1

GSM399106

female
body #2

GSM399107

male body
#2

SRR010959
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heterozygotes

AGO3

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

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

GSM609247

heat
female
head

V023

Dcr2
female
head

V032

S1
cell

V125

ML-
DmD9

V137

Male
aged
head
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Male
cold
body

SRR031703
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small RNAs
from r2d2
homozygous
flies

V078

Desiccation,
female head

V085

CME
W2
wing
disc

SRR031692

Total
small
RNAs from
Oregon R

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1
GSM385744

OSS_s2

V022

ML-
DmD32
cell

V008

S2-
DRSC

GSM609237

ago2[414]
ovary
total RNA

V080

Starvation,
female head

GSM609249

ML-DmD21
cell

GSM379054

Flam
Heterozygote

GSM379056

Krimp
Heterozygote

GSM379058

Piwi
Heterozygote

GSM379061

Squ
Heterozygote

GSM385822

OSS_s8

GSM322533

female
head #1

GSM360262

0-2d
pupae

SRR001348

ago2_oxidized

SRR001349

heterozygous_dcr-
2_untreated

SRR014275

Ovary_rep1_LK_P

SRR014280

Ovary_rep1_w1118_P

SRR029031

loqs-ORF
knockdown

SRR031702

2'-O-
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small RNAs
from r2d2
heterozygous
flies

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

SRR065804

Piwi-
IP_zuc_H-
Y_ovaries

SRR097867

Drosophila
S2-NP
cells

SRR298711
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Df(2R)Dll-
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dSETDB1 Mutant

SRR341115

transfected
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targeting
nibblercell
type:
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(S2)
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GSM609240

IR+ 2-
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GSM609218

Sg4
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Dcr2 male
(Katsutomo,
whole fly?)

GSM609251

aged
female
head

GSM609220

ML-DmD21
cell

GSM609221

1182-4H
cell
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ML-
DmD8
cell

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

V079

Oxidation,
female
head

GSM628272

ago2[414]
ovary
total RNA

V092

dcr-
2[G31R]
male
total
RNA Â 

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1
V127

G2

V129

ML-
DmBG1-
c1

V131

ML-
DmD16-
c3
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Sg4
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ML-
DmD8
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Cold_female_body
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Dessication_female_body
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Felix
sample
+mirtrons

GSM322219

2-4day
pupae #1
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male body
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ML-
DmD20c5
cell

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

GSM609227

CMEW1
Cl.8+
cell

GSM609229

embryo 2-
6hr

GSM609234

CS Â male
total RNA
Â 

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

GSM322208

3rd
instar #2

GSM609241

s2+48 #1
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fGS/OSS
total
Â 

SRR001339

WT_females_non-
beta-eliminated
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female
body,
aged

SRR010954

Aub trans-
heterozygotes,
oxidized

V148

mbn2

SRR010953

Aub
heterozygotes,
oxidized

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

SRR065151

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR001347

ago2_untreated

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR065153

Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-armi
ovaries

GSM609223

male, one
day

.....................................................................TAATGCGTAACTACCTAATGA..................................................................................................... 21 0 2 17.00 34 2 3 0 2 1 0 0 1 1 1 0 0 1 1 0 1 0 2 0 0 1 2 0 0 0 0 0 1 0 0 1 1 1 0 0 0 0 0 0 0 0 0 2 0 0 0 0 1 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 1 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

..................................................................AGATAATGCGTAACTACCTAAT....................................................................................................... 22 0 2 12.50 25 0 2 0 0 0 0 0 0 0 2 0 0 0 2 0 0 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 2 0 2 0 0 0 0 0 0 0 0 2 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 1 0 0 1 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

........................................................................................................ATTAGTTCGAAACGTATTATT.................................................................. 21 0 2 10.50 21 0 0 0 3 0 0 1 0 2 2 3 0 2 1 0 0 0 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 1 0 1 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

.....................................................................TAATGCGTAACTACCTAATG...................................................................................................... 20 0 2 8.50 17 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 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 1 1 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 1 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

....................................................................ATAATGCGTAACTACCTAATG...................................................................................................... 21 0 2 7.00 14 0 0 0 0 2 1 1 0 1 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................ATAATGCGTAACTACCTAATGA..................................................................................................... 22 0 2 6.00 12 1 1 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 2 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................TAATGCGTAACTACCTAATGAA.................................................................................................... 22 0 2 5.50 11 0 0 0 0 0 0 2 3 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 0 0 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

..................................................................AGATAATGCGTAACTACCTAATG...................................................................................................... 23 0 2 4.50 9 0 0 0 0 1 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 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 1 0 0 0 0 0 0 0 0 0 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

.........................................................................................................TTAGTTCGAAACGTATTATTT................................................................. 21 0 2 3.50 7 1 0 0 0 0 0 1 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 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

..........................................................................................................TAGTTCGAAACGTATTATTTAA............................................................... 22 0 2 3.00 6 0 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................CATTAGTTCGAAACGTATTATT.................................................................. 22 0 2 2.50 5 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................TAGTTCGAAACGTATTATTT................................................................. 20 0 2 2.00 4 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................AGATAATGCGTAACTACCTAA........................................................................................................ 21 0 2 2.00 4 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 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

.....................................................................TAATGCGTAACTACCTAATGAAA................................................................................................... 23 1 2 1.50 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................TAGTTCGAAACGTATTATTTA................................................................ 21 0 2 1.50 3 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................TAGTTCGAAACGTATTATT.................................................................. 19 0 2 1.50 3 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................CACACACAGTTTATTACAAGA.. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................ATAATGCGTAACTACCTAAT....................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................TAGATAATGCGTAACTACCTAAT....................................................................................................... 23 0 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 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TTAGTTCGAAACGTATTATT.................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TTAGTTCGAAACGTATTATTTA................................................................ 22 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 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

..........................................................................................................TAGTTCGAAACGTATTATTTAAT.............................................................. 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 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................TAGTTCGAAACGTATTATTTAAA.............................................................. 23 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................CCTAATGAATGAACTGAAAATCAT..................................................................................... 24 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................ATAATGCGTAACTACCTAATGAA.................................................................................................... 23 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 0 0 0 0 0 0 0 0

......................................................................AATGCGTAACTACCTAATGAAT................................................................................................... 22 0 2 0.50 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

........................................................................................................ATTAGTTCGAAACGTATTATTT................................................................. 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................ACAACAACTAGATAATGCGTA................................................................................................................. 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................AACTAGATAATGCGTAAC............................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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

TATGCAAGCTTACCATGTAGTATTCATTAAAGAGTATGCGGTCGCTCAACTTACAAATGTTGTTGATCTATTACGCATTGATGGATTACTTACTTGACTTTTAGTAATCAAGCTTTGCATAATAAATTAATAACGTTATATTATCGTATACGTATATTATACTTAGATGTGTGTGTCAAATAATGTTCTTA

***************************************************.......(((.((.((((((((((((......(((((((............)))))))......)))))))))))).)).)))......***************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM609225

ML-DmBG3-
C2

V125

ML-
DmD9

V130

ML-
DmBG3-
c2

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

GSM280085

WT testes
(18-24nt)

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

GSM609248

ML-DmD9
cell

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRR060645

yw67c23(2)_testes_total

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM609229

embryo 2-
6hr

SRR060643

A2_testes_total

SRR351333

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
nbr[f02257]

SRR060652

hs-
Penelope_testes_total

GSE24544

dcr-
2[L811fsX]
ovary
total RNA

V147

1182-
4H
cell

SRR060650

A1_testes_total

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

GSE24545

CS ovary
total
RNA

GSM609238

embryo
14-24hr

SRR317114

genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

V138

Male
cold
body

V012

Dcr2 male
(Katsutomo,
whole fly?)

SRR317116

genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

GSM609234

CS Â male
total RNA
Â 

SRR317115

genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM609233

r2d2[1],
ovary,
AGO1IP

AGO1

SRR341115

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM628272

ago2[414]
ovary
total RNA

SRR317111

genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old flies

GSM399101

kc167
cell

GSM609230

CS,ovary,AGO1IP

AGO1

V146

S1
cell

GSM609224

female,
one day

SRR341118

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V092

dcr-
2[G31R]
male
total
RNA Â 

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM399105

disk #2

V015

DreRFHV148h

GSM280082

WT
ovaries
(18-29nt)

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

GSM399100

Kc167
cell

GSM609223

male, one
day

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

V032

S1
cell

GSM379065

Zuc
Heterozygote

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V096

loqsKO/f00791
ovary

SRR014281

Ovary_rep1_wK(fem)_x_w1118(male)_F1

GSM275691

imaginal
disc

GSM609237

ago2[414]
ovary
total RNA

SRR014280

Ovary_rep1_w1118_P

GSM399107

male body
#2

GSM609220

ML-DmD21
cell

SRR065801

zuc_het(H-
Y)_ovaries

GSM609249

ML-DmD21
cell

V091

fGS/OSS
total
Â 

GSM609221

1182-4H
cell

SRR014274

Ovary_rep1_LK(fem)_x_Har(male)_F1

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

V136

Male
aged
body

SRX247212

AGO1-IP
from S2-
R+, FLAG-
HA-AGO2

AGO1

V145

S2-
DRSC

GSM379057

Krimp
Mutant

SRR014278

Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

V127

G2

GSM379066

Zuc
Mutant

V134

ML-
DmD8

SRR065800

zuc_H-
Y_ovaries

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

V034

ML-
DmD16c3
cell

GSM385744

OSS_s2

GSM385822

OSS_s8

V144

OSC

SRR014282

Ovary_rep1_wK_P

GSM286604

0-1h #3
(7)

V131

ML-
DmD16-
c3

GSM609222

ML-DmBG1-
C1

GSM385748

OSS_s6

SRR010954

Aub trans-
heterozygotes,
oxidized

GSM609235

CMEL1

GSM180335

imaginal
discs

V148

mbn2

GSM385821

OSS_s7

GSM379067

SpnE
Mutant

V140

Dessication_female_body

V126

CME
L1

SRR010953

Aub
heterozygotes,
oxidized

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

V139

Cold_female_body

SRR014279

Ovary_rep1_w1118(fem)_x_wK(male)_F1

V008

S2-
DRSC

V074

S3

GSM379064

Vasa
Mutant

V137

Male
aged
head

GSM609217

MLDmD20c5

SRR031692

Total
small
RNAs from
Oregon R

GSM379062

Squ
Mutant

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR060644

A2_ovaries_total

GSM379063

Vasa
Heterozygote

SRR014277

Ovary_rep1_NA_P

GSM609250

ML-DmD32
cell

V036

ML-
DmD20c5
cell

GSM609242

s2+48 #2

V141

Heat_female_body

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR029633

total
small RNAs
from hen1
homozygous
flies

V077

cold,
female
head

GSM360260

0-1d
Pupae (w)

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V128

S3

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM360262

0-2d
pupae

SRR014271

Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

V142

Oxidation_female_body

GSM379056

Krimp
Heterozygote

V073

mbn2

SRR014272

Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

V129

ML-
DmBG1-
c1

SRR097865

Drosophila
S2-NP
cells

GSM379058

Piwi
Heterozygote

GSM399110

KC-48 #2

SRR032152

Ago1-
associated
small RNAs
from
Oregon R

AGO1

V014

DTT
8h

SRR029028

untreated
(mock)

SRR014275

Ovary_rep1_LK_P
GSM371638

S2-NP

GSM379052

Aub
Heterozygote

GSM609244

KC+48 #2

V078

Desiccation,
female head

V132

ML-
DmD32

V030

ML-
DmD8
cell

GSM379051

Armi
Mutant

GSM379061

Squ
Heterozygote

GSM286602

male body

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR014273

Ovary_rep1_Har_P

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

GSM609239

IR- 2-
18hr

GSM286611

6-10h #2
(11)

GSM322219

2-4day
pupae #1

GSM322543

male head
#1

V006

r2d2 female:
possibly
heterozygous

V031

GM2
cell

GSM379054

Flam
Heterozygote

SRR001349

heterozygous_dcr-
2_untreated

GSM280083

dcr-2-/-
ovaries
(18-29nt)

GSM379060

SpnE
Heterozygote

GSM609241

s2+48 #1

V079

Oxidation,
female
head

GSM379053

Aub
Mutant

GSM379055

Flam
Mutant

SRR023400

total RNA
extracted
from P19
cells

V022

ML-
DmD32
cell

V080

Starvation,
female head

GSM280084

loqs-/-
ovaries
(18-29nt)

SRR023197

RNA
Library
from S2
control
cells

SRR029030

dcr-2
knockdown

SRR097867

Drosophila
S2-NP
cells

GSM609251

aged
female
head

V085

CME
W2
wing
disc

GSM609219

GM2 cell

GSM609227

CMEW1
Cl.8+
cell

GSM379059

Piwi
Mutant

GSM286605

2-6h #1
(8)

GSM286607

6-10h #1
(10)

SRR097866

Drosophila
S2-NP
cells

V133

Sg4

GSM280088

S2cell
(AGO1IP)

AGO1

SRR032095

AGO1 IP
dcr2
knockdown

AGO1

GSM609240

IR+ 2-
18hr

GSM379050

Armi
Heterozygote

SRR010957

Aub IP in
Ago3 trans-
heterozygotes

SRR010958

Piwi IP in
Ago3 trans-
heterozygotes

GSM343833

S2R+ cell

V086

female
body,
aged

SRR032094

ago2
knockdown

SRR341116

transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM609218

Sg4

GSM286606

2-6h #2
(9)

GSM272653

KC -48 #1

GSM322245

3rd
instar #1

SRR010959

Ago3 IP in
heterozygotes

AGO3

GSM609226

CMEW1
Cl.8+
cell

V135

CME
W2
(wing
disc
line)

GSM609243

KC+48 #1

SRR031696

Ago1-
associated
small RNAs
from
Oregon R

AGO1

SRR060646

yw67c23(2)_ovaries_total

V023

Dcr2
female
head

GSM272652

S2 -48
Biological
Replicate
#1

SRR001664

homozygous_dcr-
2_untreated

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

V037

Felix
sample
+mirtrons

GSM322208

3rd
instar #2

SRR023399

RNA bound
by P19
protein

AGO2

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

GSM1528798

follicle
cells

GSM467729

Dmel_wt_sRNAseq

GSM272651

S2-
48,+48,
KC-48,
+48 mix

SRR010955

Aub IP in
Ago3
heterozygotes

SRR029031

loqs-ORF
knockdown

SRR060651

A2_ovaries_Ago3

AGO3

GSM180336

pupae: 0-
1 day, 0-
2 day, 2-
4 day

GSM399106

female
body #2

SRR001338

IR_non-
beta-
eliminated

SRR001341

WT_males_non-
beta-
eliminated

SRR001343

dcr-2_non-
beta-
eliminated

SRR001345

ago2_non-
beta-
eliminated

SRR010956

Piwi IP in
Ago3
heterozygotes

SRR065805

Piwi-
IP_zuc_het(H-
Y)_ovaries

GSM343832

S2R+ cell

GSM180329

adult
bodies
(female
bodies,
male
bodies)

GSM180330

very
early
embryo
(0-1)

GSM180334

larvae:
1st
instar
and 3rd
instars

GSM467731

Dmel_loq_sRNAseq

GSM286613

0-1hr #1
(A)

GSM240749

female
head

GSM322338

2-4day
pupae#2

GSM322533

female
head #1

GSM360256

1st
instar #1

GSM361908

s2-48
Biological
Replicate
#2

GSM286603

female
body

S6

0-1,2-
6,6-
10h
embryo

SRR001347

ago2_untreated

SRR023407

RNA bound
by NLS-
P19
protein

AGO2

SRR060653

hs-Penelope_
ovaries_total

GSM609247

heat
female
head

GSM180328

adult
heads
(female
heads,
male
heads)

GSM239041

fly heads,
non beta-
eliminated

GSM239052

S2 cells,
non beta-
eliminated

GSM313160

dcr-2
homozygous,
oxidized

GSM467730

Dmel_r2d2_sRNAseq

GSM360257

1st
instar #2

GSM364902

12-24hr
embryo

SRR001344

dcr-
2_beta-
eliminated

SRR001348

ago2_oxidized

SRR010951

Ago3
heterozygotes,
oxidized

SRR010952

Ago3 trans-
heterozygotes,
oxidized

SRR023402

total RNA
extracted
from NLS-
P19 cells

SRR031700

2'-O-
methylated
small RNAs
from dcr-2
homozygous
flies

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

SRR060647

A2_ovaries_FLAG-
Ago2

AGO2

SRR341117

transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

......................................................................................................AGTAATCAAGCTTTGCATAATA................................................................... 22 0 2 43492.50 86985 24908 18336 7345 8118 1973 133 14 1797 2074 1116 305 1483 1134 1474 799 231 3 154 968 693 251 698 647 516 824 471 288 489 395 301 493 258 443 309 441 339 388 153 160 219 255 355 136 249 129 147 119 319 144 124 94 93 167 84 175 144 67 103 131 44 65 21 78 35 36 102 69 85 96 71 73 70 46 59 50 68 22 63 37 42 35 32 38 8 41 32 35 6 39 17 39 38 30 44 43 5 34 19 44 40 22 27 31 30 21 9 19 13 14 23 23 15 10 19 33 1 13 10 11 14 14 22 13 22 20 16 11 13 18 10 18 9 1 16 4 15 4 3 10 4 16 11 6 12 3 5 9 5 7 8 7 8 9 6 9 0 8 8 7 4 4 6 13 7 0 8 9 5 0 6 7 7 5 2 1 5 0 5 3 0 2 5 10 10 6 2 1 6 5 3 4 4 9 3 7 1 0 2 1 1 1 0 0 2 1 3 1 4 1 0 4 0 0 1 0 0 0 0 0 2 0 2 0 0 1 1 0 1 0 0 0 1 0 0 0 2 0 1 0 0 0 0 1 0 0 0 0 1 1 0 0 1 0 0 1

.......................................................................................................GTAATCAAGCTTTGCATAATA................................................................... 21 0 2 17263.50 34527 11591 8393 3327 1351 626 148 0 1347 331 411 299 667 206 288 212 284 0 114 167 450 216 112 95 197 66 115 173 209 115 148 88 80 76 44 11 42 93 118 58 104 29 11 70 39 91 100 34 43 109 48 77 60 45 67 21 23 24 15 16 40 40 14 36 42 38 13 17 27 20 38 39 36 15 15 11 17 2 8 23 23 30 17 33 13 8 5 19 8 13 5 13 18 15 3 10 6 5 10 6 3 14 12 6 7 15 11 6 11 9 4 8 12 13 7 4 8 4 6 18 10 14 12 10 0 6 10 7 6 4 4 3 8 1 7 3 3 6 9 4 2 2 5 6 2 3 7 3 3 3 1 6 6 3 2 3 2 2 3 4 3 3 3 2 2 2 3 4 0 4 4 2 4 5 4 4 0 0 5 0 0 0 2 0 0 1 1 0 0 2 4 3 1 0 5 0 1 1 1 2 1 0 2 4 1 2 2 1 0 0 0 0 2 0 0 1 0 1 3 1 0 2 1 0 0 0 0 0 0 1 0 2 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 1 0 0 0 0

..................................................................TCTATTACGCATTGATGGATTA....................................................................................................... 22 0 2 15955.50 31911 6621 1577 1357 2908 3607 5132 0 683 716 954 882 105 441 42 409 886 0 612 439 90 600 244 238 122 17 121 86 51 31 25 3 76 6 122 12 109 13 79 126 29 116 9 41 59 98 20 223 9 33 53 117 72 49 39 57 50 49 37 29 46 10 103 23 20 22 29 27 8 15 10 19 15 47 20 38 3 74 25 24 9 6 10 4 17 10 8 7 0 4 15 4 3 12 7 5 0 12 21 5 12 4 3 17 1 1 3 19 8 16 11 11 6 13 11 1 7 3 5 2 3 2 0 2 0 2 2 5 4 3 14 5 2 6 1 1 5 4 12 4 2 0 2 6 6 2 4 5 6 11 4 3 6 4 4 6 2 9 8 4 1 6 3 0 0 3 3 0 7 9 0 4 1 3 4 1 8 7 2 5 2 7 3 0 0 1 2 5 0 1 0 0 0 0 0 1 3 0 3 0 1 0 1 1 2 1 0 0 0 0 1 0 0 4 0 0 1 0 0 0 0 0 0 1 0 0 0 1 0 1 1 0 0 1 0 0 0 2 0 0 0 1 0 0 1 1 0 0 0 0 0 0 0 0 1 0

........................................................................................................TAATCAAGCTTTGCATAATA................................................................... 20 0 2 11806.00 23612 11510 6174 2701 409 116 16 0 629 65 124 30 83 70 29 50 66 0 19 24 227 60 17 14 34 6 62 32 33 34 9 4 36 15 11 68 5 9 51 25 62 2 35 19 4 6 17 3 3 32 16 13 36 2 11 1 3 0 1 0 6 12 1 13 17 24 2 13 3 6 20 0 7 1 17 0 8 1 1 8 15 11 12 3 6 5 3 8 13 9 4 12 9 0 5 0 16 3 0 0 0 8 5 0 7 6 4 0 3 5 0 2 6 3 0 1 5 1 9 0 2 3 0 0 3 3 4 4 0 2 0 0 0 6 0 14 1 6 0 2 10 0 1 0 0 1 0 0 3 0 0 1 2 0 3 0 2 1 0 0 12 0 1 0 4 6 1 0 3 1 0 1 2 0 1 0 0 0 0 2 0 0 0 0 0 0 1 0 0 1 0 1 0 0 1 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................CTATTACGCATTGATGGATTA....................................................................................................... 21 0 2 3949.00 7898 1781 1019 1194 305 438 664 0 159 75 103 366 8 52 3 180 82 0 325 103 54 60 29 47 76 0 18 61 4 65 19 0 49 5 16 1 32 3 6 13 29 20 2 43 8 11 9 12 1 17 32 17 8 5 3 20 10 1 12 3 6 4 6 1 11 5 0 7 11 2 6 1 1 3 13 5 6 0 0 1 3 1 8 0 7 9 3 2 5 1 0 3 0 1 2 3 4 0 5 2 3 0 3 1 3 0 0 1 0 0 0 0 1 2 0 1 0 0 1 0 0 3 3 4 3 2 1 1 4 4 0 1 0 1 0 2 0 0 0 0 0 1 1 2 0 0 0 2 0 1 1 1 0 0 0 0 0 0 0 3 0 0 0 0 1 1 0 0 0 0 0 0 0 0 1 0 0 0 1 0 2 0 0 0 0 0 1 0 3 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 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................TATTACGCATTGATGGATTA....................................................................................................... 20 0 2 1670.00 3340 654 462 284 96 108 386 0 50 19 51 338 0 19 0 43 103 0 283 22 28 84 6 8 12 0 15 31 0 20 4 0 28 0 7 1 1 1 3 8 6 3 2 29 0 2 5 1 0 4 16 7 4 0 1 4 0 1 0 0 4 0 0 0 2 3 0 2 3 4 1 1 3 6 1 0 1 0 0 2 1 1 3 0 3 4 1 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 1 0 0 0 1 1 1 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 2 0 0 1 2 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 1 0 1 0 0 0 0 0 5 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 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

.....................................................................................................AAGTAATCAAGCTTTGCATAATA................................................................... 23 1 2 1168.50 2337 188 177 38 273 93 10 80 13 37 60 83 43 40 127 164 45 33 60 46 12 31 17 22 28 29 6 28 23 47 75 46 14 26 10 4 8 27 1 19 2 7 5 8 13 6 39 3 10 1 10 2 0 6 24 1 4 5 5 0 3 1 4 0 1 1 5 0 7 0 0 1 0 1 0 3 4 2 1 1 1 1 0 3 1 2 1 1 0 0 2 0 0 2 1 0 1 5 1 0 0 1 0 1 0 2 5 0 6 0 0 0 1 0 0 2 3 2 0 2 4 0 0 0 0 2 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 3 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 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 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
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.......................................................................................................GTAATCAAGCTTTGCATAATAA.................................................................. 22 0 2 25.50 51 15 4 3 6 1 0 0 4 0 5 1 2 0 1 2 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................ACTATTACGCATTGATGGATTA....................................................................................................... 22 1 2 23.00 46 4 1 0 1 4 15 1 1 0 0 6 0 0 0 0 2 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................TATTACGCATTGATGGATT........................................................................................................ 19 0 2 23.00 46 10 4 1 0 1 4 0 3 0 0 6 0 0 0 0 4 0 7 0 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................TAATCAAGCTTTGCATAATAA.................................................................. 21 0 2 21.50 43 24 5 3 2 0 0 0 1 0 0 0 1 0 0 0 0 0 1 0 0 1 0 0 2 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................AGTAATCAAGCTTTGCATAATAA.................................................................. 23 0 2 20.00 40 16 3 1 3 0 0 0 1 0 0 0 2 2 1 0 0 0 0 0 1 0 1 0 2 0 0 0 0 0 0 1 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................AAGTAATCAAGCTTTGCATAAT.................................................................... 22 1 2 19.50 39 1 1 1 3 6 0 0 1 1 0 4 1 1 2 1 1 0 1 0 0 1 0 0 1 0 0 0 0 1 2 1 1 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 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 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................CAGTAATCAAGCTTTGCATAATA................................................................... 23 1 2 19.50 39 4 3 0 2 4 0 8 0 0 2 0 1 0 1 2 0 5 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 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................ATCTATTACGCATTGATGGATT........................................................................................................ 22 0 2 16.00 32 0 0 0 1 2 2 1 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 5 0 0 0 0 0 0 0 0 0 0 0 6 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 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 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 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:4262292-4262482 + dme-mir-

983-1-as
ATACGTTCGAATGGTACATCATAAGTAATTTCTCATACGCCAGCGAGTTGAATGTTTACAACAACTAGATAATGCGTAACTACCTAATGAATGAACTGAAAATCATTAGTTCGAAACGTATTATTTAATTATTGCAATATAATAGCATATGCATATAATATGAATCTACACACACAGTTTATTACAAGAAT

droSim2 x:3957148-3957296 + dsi_107 ATACGCTCGAATCGTACATCACAAGTAATTCCTCATCCGCCAGCGAGTTGAATGTTTACAATAACTAGATAATACCTGACGAACTCATGAATGA-CTGAAAATCATGTGTTCGAAAGGTATTACTAAATTACTGCAAGAT---ATCATATGCA--------------------------------------
droSec2 scaffold_4:2462215-2462363 - ATACGCTCGAATCGTACATCACAAGTAATTCCTCATCCGCCAGCGAGTTGAATGTTTACAATAACTAGATAATACCTAACGAACTCATGAATGA-CTGAAAATCATATGTTCGAAAGGTATTACTAAATTACTGCAACAT---ATCATATGCA--------------------------------------

droEre2 scaffold_4690:1633077-1633224
+

der_99 ATGGTTCCGAATCGCATATCATGAGCAATTTCTCACACGCCAACGAGTTGAATGTTAACAATAACTTAATAATCCGTTTCGCATTTATGAATGA-TTAAAGCACATAACTTCGAATCGAATTATTAAATCACTGTAACAT---AATAT-CACA--------------------------------------

droEle1 scf7180000491011:2113076-
2113084 -

AAAAACTCG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droWil2 scf2_1100000004963:2096723-
2096731 -

GTACGTTCG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

Generated: 09/09/2015 at 06:28 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
1
0
0
0
1
1
1
1
0
1
0
0
0
1
0

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:4262292-4262482
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme-mir-983-1-as.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:4262358-4262379
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:4262537-4262558
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme-mir-983-1-as.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:4262396-4262416
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:4262575-4262595
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:4262292-4262482
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme-mir-983-1-as.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:3957148-3957296
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_107.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:2462215-2462363
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:1633077-1633224
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_99.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491011:2113076-2113084
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004963:2096723-2096731
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TGCATTATGCTGACCTCAAAACTCATTAACTATGCCTTTTCGGGGCGAATTCGAGCAATTTAGCGCCACAGAATATGCAATCCTTTTTGGCTCCTAATTGCTGGCATTTGGCATCCGAAAATTTGCCTGTCCAATGAAGCATGCCGCCCAAATCCCC

***********************************.((((((((((.((....(((((((.((.((((.(((...........))).))))..))))))))).....)).)).)))))))).***********************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

SRR317113

genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

V015

DreRFHV148h

V146

S1
cell

V148

mbn2

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

SRR298711

strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

GSM239041

fly heads,
non beta-
eliminated

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

SRR298536

strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR317110

genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR298537

strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR065802

Piwi-
IP_zuc_mut_ovaries

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

V141

Heat_female_body

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

SRR014268

Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR317112

genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

V138

Male
cold
body

SRR032092

mock
oxidized

V142

Oxidation_female_body

V085

CME
W2
wing
disc

GSM609234

CS Â male
total RNA
Â 

GSM379054

Flam
Heterozygote

GSM379056

Krimp
Heterozygote

SRR001664

homozygous_dcr-
2_untreated

SRR014276

Ovary_rep1_NA(fem)_x_Har(male)_F1

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

SRR317117

genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM609240

IR+ 2-
18hr

GSM609247

heat
female
head

GSM399101

kc167
cell

V037

Felix
sample
+mirtrons

GSM609236

dcr-
2[L811fsX],
ovary,
AGO1IP

AGO1

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1
V073

mbn2

GSM609225

ML-DmBG3-
C2

GSE24545

CS ovary
total
RNA

V127

G2

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM609222

ML-DmBG1-
C1

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR001338

IR_non-
beta-
eliminated

V091

fGS/OSS
total
Â 

SRR298712

strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

V006

r2d2 female:
possibly
heterozygous

V031

GM2
cell

V092

dcr-
2[G31R]
male
total
RNA Â 

SRR029633

total
small RNAs
from hen1
homozygous
flies

SRR010954

Aub trans-
heterozygotes,
oxidized

SRR031699

Total
small RNAs
from dcr-2
homozygous
flies

SRR032096

AGO2 IP
dcr2
knockdown

AGO2

GSM609229

embryo 2-
6hr

GSM609224

female,
one day

GSM399107

male body
#2

SRR014270

Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR031692

Total
small
RNAs from
Oregon R

SRR060643

A2_testes_total

GSM628272

ago2[414]
ovary
total RNA

V036

ML-
DmD20c5
cell

V074

S3

V140

Dessication_female_body

SRR029030

dcr-2
knockdown

GSM609223

male, one
day

V129

ML-
DmBG1-
c1

V003

dsDcr-1
(katsutomo
RNA)

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

V086

female
body,
aged

V125

ML-
DmD9

SRR014269

Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR031698

2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

V079

Oxidation,
female
head

GSM609242

s2+48 #2

V022

ML-
DmD32
cell

GSM399110

KC-48 #2

SRR351332

age: 2-
3dgender:
male:female
= 1:1tissue:
whole
flygenotype:
control wild
type (w,
5905)

V008

S2-
DRSC

.....................................................................................TTTGGCTCCTAATTGCTGGCAT.................................................. 22 0 1 16.00 16 2 0 0 2 0 0 0 0 1 2 1 1 0 0 0 0 0 0 1 0 0 0 1 0 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 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TCGAGCAATTTAGCGCCACAGA..................................................................................... 22 0 1 8.00 8 1 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 1 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

.....................................................................................TTTGGCTCCTAATTGCTGGCA................................................... 21 0 1 5.00 5 0 0 3 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

...................................................CGAGCAATTTAGCGCCACAGAA.................................................................................... 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

.....................................................................................TTTGGCTCCTAATTGCTGGCATT................................................. 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

.................................................TTCGAGCAATTTAGCGCCACAGA..................................................................................... 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

.........................................................................................GCTCCTAATTGCTGGCATTTGG.............................................. 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

.......TGCTGACCTCAAAACTCATTAACTATG........................................................................................................................... 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

..........................................................TTTAGCGCCACAGAATATGCAATCCTT........................................................................ 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

......................................................................................TTGGCTCCTAATTGCTGGCA................................................... 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

.....................................................................................TTTGGCTCCTAATTGCTGGC.................................................... 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

...............................ATGCCTTTTCGGGGCGAAAGG......................................................................................................... 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 1 0 0 0 0 0 0 0 0 0 0 0 0 0 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

ACGTAATACGACTGGAGTTTTGAGTAATTGATACGGAAAAGCCCCGCTTAAGCTCGTTAAATCGCGGTGTCTTATACGTTAGGAAAAACCGAGGATTAACGACCGTAAACCGTAGGCTTTTAAACGGACAGGTTACTTCGTACGGCGGGTTTAGGGG

***********************************.((((((((((.((....(((((((.((.((((.(((...........))).))))..))))))))).....)).)).)))))))).***********************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V093

loqs-KO,
40A; loqs-
PB
rescue/TM3
Â male
total RNA

SRR031703

Total
small RNAs
from r2d2
homozygous
flies

SRR031702

2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V0642

ago2
ovary,
AGO1-
IP,
reseq

AGO1

SRR029608

total small
RNAs from
hen1
heterozygous
flies

V086

female
body,
aged

V0662

r2d2
ovary,
AGO1-
IP,
reseq

AGO1

GSM609224

female,
one day

SRR029633

total
small RNAs
from hen1
homozygous
flies

V0632

wt
ovary
AGO1-
IP,
reseq

AGO1

SRX247213

FLAG-IP
from S2-
R+, FLAG-
HA-AGO2

AGO2

GSM609225

ML-DmBG3-
C2

SRR031697

Total small
RNAs from
dcr-2
heterozygous
flies

SRR032092

mock
oxidized

SRR031692

Total
small
RNAs from
Oregon R

V022

ML-
DmD32
cell

V032

S1
cell

GSM609231

ago2[414],
ovary,
AGO1IP

AGO1

GSM609222

ML-DmBG1-
C1

V080

Starvation,
female head

V085

CME
W2
wing
disc

GSM609223

male, one
day

V0652

dcr2
ovary,
AGO1-
IP,
reseq

AGO1

SRR010959

Ago3 IP in
heterozygotes

AGO3

V091

fGS/OSS
total
Â 

SRR029032

r2d2
knockdown

SRR031701

Total small
RNAs from
r2d2
heterozygous
flies

SRR001349

heterozygous_dcr-
2_untreated

GSM609217

MLDmD20c5

V034

ML-
DmD16c3
cell

V073

mbn2

GSM609234

CS Â male
total RNA
Â 

GSM609232

r2d2[1]
ovary
total RNA
Â¬â€ 

GSM343287

Drosophila
Toll 10b
mutant
embryos

GSM628271

r2d2[1]
ovary
total RNA
Â¬â€ 

V008

S2-
DRSC

V146

S1
cell

SRR031704

2'-O-
methylated
small RNAs
from r2d2
homozygous
flies

GSM609218

Sg4

V036

ML-
DmD20c5
cell

GSM609243

KC+48 #1

V077

cold,
female
head

GSM322219

2-4day
pupae #1

V136

Male
aged
body

SRR010954

Aub trans-
heterozygotes,
oxidized

V137

Male
aged
head

SRR010953

Aub
heterozygotes,
oxidized

V078

Desiccation,
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
dm3 chr3R:21243259-21243416 - dme_196 TG-CATT-----------ATGCTGAC----CTCAA-AACTCATTAACTAT----------------GCCTTTTCGG-G----GCGAATTCGAGCAA------------------------------------------TT-TAGCGCCACAG-AATATGCA----------------A--TCCTT-TT---TGGCTCCTAATTGCTGGCATTTGGCATC---------------------------------CGAAAA---TTTGCCTGTCCAATGAAGCATGCC---GC-CC---------------------------A---AAT--CCCC----------------------------------------------------------------------------------A
droSim2 3r:20754973-20755131 - TG-CATT-----------ATGCTGAC----CTCAA-AACTCATTAACTAT----------------GCCTTTTCGGGG----GCGAATTCGAGCAA------------------------------------------TT-TAGCGCCACAG-AATATGCA----------------A--TCCTT-TT---TGGCTCCTAATTGCTGGCATTTGGCATC---------------------------------CGAAAA---TTTGCCTGCCCAATGAAGCGTGCC---GC-CC---------------------------A---AAT--CCCC----------------------------------------------------------------------------------A
droSec2 scaffold_13:16763-16921 - TG-CATT-----------ATGCTGAC----CTCAA-AACTCATTAACTAT----------------GCCTTTTCGGGG----GCGAATTCGAGCAA------------------------------------------TT-TAGCGCCACAG-AATATGCA----------------A--TCCTT-TT---TGGCTCCTAATTGCTGGCATTTGGCATC---------------------------------CGAAAA---TTTGCGTGCCCAATGAAGCATGCC---GC-CC---------------------------A---AAT--CCCA----------------------------------------------------------------------------------A
droYak3 3R:25242372-25242530 + TG-CATT-----------ATGCTGAC----CTCAA-AACTCATTAACTAT----------------GCTTTTTTGGGG----GCGAATTCGAGCAA------------------------------------------TT-TAGCGCCACAG-AATATGCA----------------T--TCCTT-TT---CGGGCTCTAATTGCTGGCATTTGGCATC---------------------------------CGAAAA---TTTGCCTGCCCAATGAAGCATGCC---AC-CC---------------------------A---AAT--CCCC----------------------------------------------------------------------------------A
droEre2 scaffold_4820:6801470-

6801628 +
TG-CATT-----------ATGCTGAC----CTCAA-AACTCATTAACTAT----------------GCTTTTTTGGGG----GCGAATTCGAGCAA------------------------------------------TT-TAGCGCCACAG-AATATGCA----------------A--TCCTT-TT---TGGCATCTAATTGCTGGCATTTGGCATC---------------------------------CGAAAA---TTTGCCTGCCCAATGAAGCATGCC---AC-CC---------------------------A---AAT--CCCC----------------------------------------------------------------------------------A

droEug1 scf7180000409692:132356-
132532 +

CG-CATT-----------ATGCTGAC----CCCAAAAACTCATTAACTAT----------------GCTTTTTTGGGG----GCAAATTCGAGCAA------------------------------------------TT-TAGCACCACAG-GATATGCA----------------A--CGCTT-TT---TGGCTCCTAATTGCTGGCATTTGGCATC---------------------------------CGAAAA---TTCGCCTGCCCAATGAAGCAACA--CCAC-CA---------------------------A---CAT--TCTCCCAGAAACCAAAAAAG------------------------------------------------------------------A

droBia1 scf7180000302136:2070991-
2071149 -

TG-CATT-----------ATGCTGAC----CCCAA-AACTCATTAACTAT----------------GCTTTTTCGC-G----GCGAATTCGAGCAA------------------------------------------TT-TAGCGCCACAGCAAAATGCA----------------A--CGCTT-TT---TGGCCCCTAATTGCTGGCATTTGGCATC---------------------------------CGAAAA---TTTGCCTGCCCAATGAAGCATCCC---GC-CA---------------------------A---AAG--TCCT----------------------------------------------------------------------------------T

droTak1 scf7180000415257:88281-
88442 -

CA-CATT-----------ATGCTGAC----CCCAA-AACTCATAAACTAT----------------GCTTTTTCGG-G----GCGAATTCGAGCAA------------------------------------------TT-TAGCGCCACAG-AAAATGCA----------------A--CGCTT-CT---TGGCTCCTAATTGCTGGCATTTGGCATC---------------------------------CGAAAA---TTTGCCTGCCCGATGAAGCGTGGCACCAC-CG---------------------------A---AA-------------------------------------------------------------------------------A----TCCTTT

droEle1 scf7180000491212:624773-
624934 -

CG-CATT-----------ATGCTGAC----CCCAA-AACTCATTAACTAT----------------GCTTTTTTGG-GGTGGGCGAATCCGAGCAA------------------------------------------TT-TAGCGCCACAG-AATATGCA----------------A--CGCTA-TT---TGGCTCCTAATTGCTGGCATTTGGCATC---------------------------------AGAAAA---TTTCCCTGCCCAATGAAGCATGAC---AC-CC---------------------------A---CAT--CCCT----------------------------------------------------------------------------------C

droRho1 scf7180000779423:94274-
94442 +

CG-CATT-----------ATGCTGAC----CCCAA-AACTCATTAACTAC----------------ACTTTTTTGG-G----GAGAATCCGAGCAA------------------------------------------TT-TAGCGCCACAG-AATATGCA----------------A--CGCTT-TT---TGGCTCCTAATTGCTGGGATTCGGCATC---------------------------------AGAAAA---TTTCCCTGCCGAATGAAGCCTGCC---AC-CC---------------------------A---CAT--CCCCC--------GA---AT--------------------------------------------------------A----TCCCTT

droFic1 scf7180000454055:1160240-
1160411 -

CG-CATA-----------ATGCTGAC----CCCAA-AACTCATTAACTAT----------------GCTTTTT--GGG----GCGAATTCGAGCAA------------------------------------------TT-TGGCACCGCAG-AATATGCA----------------A--CGCTC-TT---TGGCCCCTAATTGCTGGCATTTGGCATC---------------------------------CGAAAA---TTTGCCTGCCCAATGAACCATACC---AC-CC---------------------------A---CAT--CCGAC--------GA---AT--------------------------------------------------------AACCTTCCTTT

droKik1 scf7180000302355:1260429-
1260675 +

TG-CAGC-----AGCTGTATAATGGCCAAAACCAA-AACTCATTAACTATC--CGTGGTAAGTTTCGCTTTTTAGAGG----CTAAATCCCAGCAA---TTTTAATTGCTCTCT------------------GCCAAATCCGGGTGCCGCAG-AATATGCA----------------A--CGCTCCTT---TGGCTCCTAATTGCAGGCATTTGCCATC---------------------------------CGAAAA-TTTTCGCTTGCCCAATGAAGCAGCAC---CCACA---------------------------A---CGTACCCCAC--------AAAAT--------------------------------ACGCCTAATACGACGCGGATCTCAAAA----CC--CT

droAna3 scaffold_13340:9232243-
9232393 +

C------------------TTCTCAG----CCCAA-AACTCATTAACTGG----------------G-----TCGGTG----GCAACTGCGCGC----------------------------------------CGAATT-TCGCGCCACAG-AGCATTCA----------------A--CGCTC-TT---TGGCTCCTAATTGCAGTCCTTTGGCATC---------------------------------CGAAAA---TGTTCTTGCCCAATGAAGCGTGG-----G-CC---------------------------A---CAT--CCTTC--------GG-----------------------------------------------------------------------A

droBip1 scf7180000396712:392282-
392443 +

TG-------------------CTTAG----CCCAA-AACTCATTAAATGGC--TCTGGAAAACCATGCTTTCTGGT-G----GC-AGT------------TGCAATTGCTCG--------------------G-CGAATT-TAGCGCCA-------------------------------CGCTC-TT---TGGCTCCTAATTGCAGTCTTTTGGCATC---------------------------------CGAAAC---TGTTCTTGTCCAATGAACCATGG-----G-CC---------------------------A---CAT--CCTTT--------GG-----------------------------------------------------------------------A

dp5 2:27460815-27460942 + ----------------------------------------------------------------------------------------------AA------------------------------------------TT-TAATGCCACAG-AATATGCTGGTGGTGCACGTTGGCC--CGCTT-TT---TGGCTCCTAATTG-----------CACC---------------------------------CAAAAA-CATTCGCCTGCCCAATGAAGCATGCCCCCGC-CC---------------------------C---CAC--CCCCC--------AAAGAAGAGCGCTGC----------------------------------------------------------A
droPer2 scaffold_6:2780202-2780357

+
----------------------------------------------------------------------------------------------AA------------------------------------------TT-TAATGCCACAG-AATATGCTGGTGGTGCACGTTCGCC--CGCTT-TT---TGGCTCCTAATTG-----------CACC---------------------------------CAAAAA-CATTCGCCTGCCCAATGAAGCATGCC---CC----------------------------------CAC--CCCCC--------AAAGAAGAGCGCTGCATGCCACCATTGGGGATACACTACTCCT--------------------A----TCAGCT

droWil2 scf2_1100000004902:6868729-
6869001 +

CGTCAT---------------TTAAC----CCCA---ACTCATTAACTATCATGATGGCA------AGTTTTTCGA-G----GC---TTTGAGCAAAAATTTTAATTGCACGCCCGCCGCCCTATTGCCTCCA-AAAATT-TACCGTCAGAG-AATATATATGCA-------TTGGGTTTTTTTT-TTTGTCGCTTCCTAATTGCAGGCAGCTTGCATGATGGCATTCACATTTAGCCCCCAAAAAAAAAATTGAGAA---TTTGGTTACCCAATGAAGCATGTC---T---GGCATCCATTGCTACTTCCTATCTCCCCA---CAC--TCCC----------------------------------------------------------------------------------A

droVir3 scaffold_13047:2129830-
2130045 +

TG-CCCTCCCCTACCCTTCCTTTGAC----CACAAAAAAACACTAACTCG-------GCAA-----ATTTTCT--TGG----CCGAAATCAAA--A---TTTTAATTGCACACG------------------G-AAAATA-TAACGCCACAG-AATATGCA----------------A--CGCTT-TT---CG---CCTAATTGCAACCGCCTGGCACT------------------------------------AAATTGGTCCCTGGTCCAATGAAGCATGCC---GC-AT--GCCCTGTCCTGCTACCAGGCAACCCAGTCCAT--AACC----------------------------------------------------------------------------------A
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	chr3R:4777401-4777494 -
	Known Ortholog
	three_prime_UTR
	3pUTR
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dme_249
	chr2L:7850678-7850863 +
	confident
	Canonical miRNA
	antisense_to_intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dme_255
	chr2R:5145400-5145461 -
	confident
	Canonical miRNA
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	sblock152513
	chr3R:18423296-18423379 +
	Known Ortholog
	intron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	sblock160004
	chr3R:27223596-27223699 +
	Known Ortholog
	CDS
	CDS
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	sblock2216
	chr2L:2765182-2765267 -
	Known Ortholog
	intron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	sblock96228
	chr3L:2633100-2633185 +
	Known Ortholog
	intron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	sblock223863
	chrX:3049143-3049225 -
	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-92a-as
	chr3R:21472228-21472322 -
	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


	CG1136_in2
	chr3L:4057416-4057474 +
	Known Ortholog
	mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dme_256
	chr2R:19758846-19758904 +
	confident
	Canonical miRNA
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	CG15160_in3
	chr2L:18592119-18592176 +
	Known Ortholog
	mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	sblock177188
	chrX:4976268-4976379 -
	Known Ortholog
	intron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	sblock175500
	chrX:3190685-3190762 -
	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_417
	chrUextra:23850148-23850247 +
	confident
	Canonical miRNA
	intergenic
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dme-mir-275-as
	chr2L:7425795-7425892 -
	Known Ortholog
	intergenic
	intergenic
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	sblock41610
	chr2R:7719876-7719967 -
	Known Ortholog
	intron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	sblock207585
	chrX:15010647-15010705 +
	Known Ortholog
	intergenic
	intergenic
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	sblock45206
	chr2R:11705395-11705491 -
	Known Ortholog
	intergenic
	antisense_to_intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dme-mir-983-1-as
	chrX:4262342-4262432 +
	Known Ortholog
	intron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dme_196
	chr3R:21243310-21243366 -
	confident
	Canonical miRNA
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs



