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GCGGCCAGCCGCAGGCACAGCTGGAGGACATGGGACAGACACTGCGCAATGTAAGTGCTTTGGCAATTTCGGTCGTTCTCCAGCGAACCACTCACATTTCCAAAACACTGCAGCTTTTCAGGCGGCTCAACTCGGAAGGACTAACGGAGACGATCGAGCTGCA

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
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...........................................................................................TCACATTTCCAAAACACTGCAG.................................................. 22 0 1 456.00 456 447 9

...........................................................................................TCACATTTCCAAAACACTGCA................................................... 21 0 1 34.00 34 34 0

............................................................................................CACATTTCCAAAACACTGCAG.................................................. 21 0 1 34.00 34 34 0

............................................................................................CACATTTCCAAAACACTGCA................................................... 20 0 1 6.00 6 6 0

...........................................................................................TCACATTTCCAAAACACTGC.................................................... 20 0 1 5.00 5 5 0

...............................................................................................ATTTCCAAAACACTGCAG.................................................. 18 0 1 4.00 4 4 0

...........................................................................................TCACATTTCCAAAACACTGCAGT................................................. 23 1 1 4.00 4 4 0

.............................................................................................ACATTTCCAAAACACTGCAG.................................................. 20 0 1 3.00 3 3 0

...........................................................................................TCACATTTCCAAAACACTGCAT.................................................. 22 1 1 3.00 3 3 0

..............................................................................................CATTTCCAAAACACTGCAG.................................................. 19 0 1 3.00 3 3 0

..................................................GTAAGTGCTTTGGCAATTTCGG........................................................................................... 22 0 1 2.00 2 2 0

..................................................GTAAGTGCTTTGGCAATTTCGGT.......................................................................................... 23 0 1 2.00 2 2 0

..............................................................................................CATTTCCAAAACACTGCA................................................... 18 0 1 1.00 1 1 0

............................................................................................CACATTTCCAAAACACTGCAT.................................................. 21 1 1 1.00 1 1 0

...........................................................................................TCACATTTCCAAAACACTGCAGC................................................. 23 0 1 1.00 1 1 0

...........................................................................................TCACATTTCCAAAACACTGCT................................................... 21 1 1 1.00 1 1 0

............................................................................................CACATTTCCAAAACACTGCAA.................................................. 21 1 1 1.00 1 1 0

Anti-sense strand reads

CGCCGGTCGGCGTCCGTGTCGACCTCCTGTACCCTGTCTGTGACGCGTTACATTCACGAAACCGTTAAAGCCAGCAAGAGGTCGCTTGGTGAGTGTAAAGGTTTTGTGACGTCGAAAAGTCCGCCGAGTTGAGCCTTCCTGATTGCCTCTGCTAGCTCGACGT
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droGri2 scaffold_14830:672691-

672853 -
dgr_111 ----GCGGCCAGCCGCAGGCA------------------------------------------------CAGCTGGAGGACATGGGACAGACACTGCGCAATGTAAGTGCTTTG----------GCAATT----------TCG--GTCGT-TCT----CC------------AGCGAACCACTCA--------CATTT--CCAAA------ACACTGCAGCTTTTCAGGCGGCTCAACTCGGAAGGACTAACGGAGACGATCGAGCTGCA

droVir3 scaffold_13047:12453733-
12453942 +

dvi_16654 ----GCGCCCAGCCTCAGTATGATGACATTAGCAGACAGATTGGTGGTGCACGGAACAGTGGCCAGTCACAGTCTGATGACATGGGTCAGGCGCTGCTCAATGTAAGTGCTTTG----------GTAATT----------TTG--GTTGT-TC-----CA------------AGTGAACCACTCA--------CATTT--CCAAA------ACACTACAGCTCTTTCGACGACTTATCTCGGAGGGATTGACGGAGACAATTGAGATGCA

droMoj3 scaffold_6540:29363572-
29363727 -

dmo_212 ----GAGCCCAACCGCAATTT------------------------------------------------------GATGACATGGGTCAGACACTACTCAATGTAAGTGCTTTG----------GTAATT----------TTG--GTCGG-TC-----CT------------ATTGAACCACTCA--------CATTT--CCAAA------ACACTACAGCTCTTTCGACGACTCATCTCGGAGGGATTGACGGACACCATTGAGTTGCA

droWil2 scf2_1100000004921:3101054-
3101203 +

----GAGCCCTACCGCAATAC------------------------------------------------------GAGGATATGGGTCAGACGTTGCGTAATGTCAGTGAGAC-----------------AAATTAAT-------GGGT--TT-TT---------------GA-GTAATTTTAA----T----GAT-----TATT------TAAATACAGCTTTTCAGACGCCTAACTTCCGAGGGACTAACGGATTCAATTGAGATGCA

dp5 2:42008-42163 - ----GAGCGCTGCCCCAATAC------------------------------------------------------GACGACATGGGACAGACGCTGCGGAATGTGAGTGATATT-----TGAAG--------A-------TTAGTGTCCAATC-TC---------------TA-TTAATTCCAA----C----TTTTT-----TT------GAATTTAAGCTCTTTCGACGCCTCACTTCTGAAGGATTAACCGACCTAATTGAGATCCA
droPer2 scaffold_7:2832406-2832561

-
----GAGCGCTGCCCCAATAC------------------------------------------------------GACGACATGGGACAGACGCTGCGGAATGTGAGTTATATT-----TGAAG--------A-------TTAGTGTCCAATC-TC---------------TA-TTAATTCCAA----C----TTTTT-----TT------GAATTTAAGCTCTTTCGACGCCTCACTTCTGAAGGATTAACCGACCTAATTGAGATCCA

droAna3 scaffold_13340:14472502-
14472649 +

----GAGCACTGCCGCAGTAT------------------------------------------------------GAGGAAATGGGTCAGACTTTAAGAAATGTAAGAAATAC-----------------TA-TTATT--------------TA----TT------------ACTTAAAA--------ACATATAATG--ACTTG------TTATGGCAGCTTTTCAGGCGCCTCTCCTCCGAGGGATTGACGGATCTCATTGAGATGCA

droBip1 scf7180000395971:697068-
697212 -

----GCGCTCTGCCTCAGTAC------------------------------------------------------GAGGAAATGGGACAGACCTTAAGAAATGTAAGTAATAT-----------------TAACTAAA-T-------------T----T------------TG--TAA----------TCATATTATG--ACGTT------TTGTGGCAGCTTTTCAGGCGCCTCTCCTCTGAGGGATTGACGGATCTCATTGAGATGCA

droKik1 scf7180000301923:202844-
203004 +

----GAGCCCTGCCGCAATAC------------------------------------------------------GAGGAAATGGGACAAACCCTCAGGAATGTGAGTGGAGT-----------------TGGGAAGAC---ACTTATAAATC-ACTTT------------TA--TAATTTTAT----G----TTTTT--CTTTA------CATTTGCAGTTGTTTAGACGCCTCTCCTCCGAGGGCTTGACGGACCTCATTGAGATGCA

droFic1 scf7180000454106:2111197-
2111349 +

----GCTCTCTGCCGCAGTAC------------------------------------------------------GAGGAAATGGGACAGACCCTCAGGAATGTGAGTAATTG-----------------TGCTTAAAGTTT-----------------------------TG-TATAGATTCA----ACATTTAATA--ACATT------CATTTGCAGCTTTTCAGGCGTCTTAGCTCTGAGGGACTGACCGATCTCATTGAAACGCA

droEle1 scf7180000491194:220511-
220565 -

-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGCAGCTTTTCAGACGCCTTAGCTCTGAGGGATTGACGGACCTTATAGAGATGCA

droRho1 scf7180000779488:280688-
280844 -

----GAGCCCTGCCGCAATAC------------------------------------------------------GAGGAGATGGGGCAGACGCTGAGGAATGTGAGTATAAGTTTCTTTAAAG--------T-------TTAA---GCTATA-TT----------------TTTTAATT--------------TTTACAATATC------CATTTACAGCTTTTTAGACGCCTAAGCTCTGAGGGATTGACGGATCTCATTGAGATGCA

droBia1 scf7180000302402:7801030-
7801180 -

--AGGAACAGTGCCGCAGTTT------------------------------------------------------GAGGAGATGGGGCAGACCCTGAGGAATGTAAGTAGATA-----------------TTCTTTTC--------------TT----TT----GAAATTCTG--------TAT----A----CTTAT--GCATT------TATTTGCAGCTCTTTAGGCGACTGAGCTCTGAGGGATTAACGGATCTAATTGAAATGCA

droTak1 scf7180000415364:57027-
57143 +

CCGGGAGCTATGCCGCAGTTC------------------------------------------------------GAGGAGGTGGGACAGACCCTCATGAATGTGAGTAGTTC-----------------TTAATGCA--T------------T----TTTATTCGTATTCTGTAAGTGCACTCAAAAA----TTTTT--TTAAA------AAATCG----------------------------------------------------C

droEug1 scf7180000407340:34250-
34403 +

----GAGCTACGCCACAGTAC------------------------------------------------------GAAGAGATGGGACAAACTCTGAGGAATGTGAGTAGATT-----------------TGGTTGTT--------------TT----TTAATATGAATTTTG--------TTTA---A----TTTTG--CCATT------CACTTACAGCTTTTCAGGCGCCTAAGCTCTGAGGGATTAACGGATCTTATTGAAATGCA

dm3 chr3R:5068719-5068867 - ----GAGCTCTGCCGCAGTAC------------------------------------------------------GAGGAGATGGGACAGACCTTGCGTAATGTATGTGGATT-----------------AGATCAAAAT--------------TG---------------TA-TAAATTGTAA----A----TTGTT--CCTTT------AACGTGCAGCTCTTTAGACGCTTAAGCTCTGAGGGATTAACGGATCTAATTGAGATGCA
droSim2 3r:15944731-15944882 + dsi_1222 ----GAGCTCTGCCGCAGTAC------------------------------------------------------GAGGAGATGGGACAGACTCTGCGTAATGTAAGTGGATT-----------------AGATCAAAAT--------------TG---------------TA-TAAATGGTAA----A----TTGTT-----GGTAATTTAACTTGCAGCTCTTTAGACGCCTAAGCTCTGAGGGTTTAACGGATCTCATTGAGATGCA
droSec2 scaffold_0:16813360-

16813508 +
----GAGCTCTGCCGCAGTAC------------------------------------------------------GAGGAGATGGGACAGACCCTGCGTAATGTAAGTGGATT-----------------GGATCAAAAT--------------TG---------------TA-TAAATGGTAA----A----TTGTT--CCCTT------AACTTGCAGCTCTTTAGACGCCTAAGCTCTGAGGGTTTAACGGATCTCATTGAGATGCA

droYak3 3R:9121139-9121294 - ----GAACTCTGCCGCAGTAC------------------------------------------------------GAGGAGATGGGACAGACCCTGCGGAATGTAAGTGTAACT----------TTAATGTAATTAAAGT--------------CA---------------TA-TGAATTGTAA----T----TTATT--CCCTC------AACTTGAAGCTTTTTAGACGCCTAAGCTCTGAGGGCCTAACGGATCTCATTGAGATGCA
droEre2 scaffold_4770:16531456-

16531604 +
----GAACTCTGCCGCAGTAC------------------------------------------------------GAGGAGATGGGACAGACCCTGCGCAATGTAAGCGGATT-----------------AAACTAGAGC--------------TA---------------TA-TGCCCTCTAA----T----TTGTA--CCCTT------AACTTGCAGCTTTTTAGACGCCTTAGCTCCGAGGGCTTAACGGATCTCATTGAGATGCA

Generated: 09/08/2015 at 06:57 PM

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

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
1
0
0
0
1
1
1
1
1
1
0
0
0
3
0

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14830:672691-672853
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14830:672691-672853
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_111.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:12453733-12453942
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_16654.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:29363572-29363727
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_212.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004921:3101054-3101203
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:42008-42163
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_7:2832406-2832561
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:14472502-14472649
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395971:697068-697212
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000301923:202844-203004
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454106:2111197-2111349
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491194:220511-220565
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779488:280688-280844
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:7801030-7801180
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415364:57027-57143
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000407340:34250-34403
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:5068719-5068867
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:15944731-15944882
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_1222.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:16813360-16813508
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:9121139-9121294
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:16531456-16531604


ID:

dgr_284

Coordinate:

scaffold_15110:3149231-3149291 +

Confidence:

confident

Class:

Mirtron

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dgri\GH15934-in]; CDS [Dgri\GH15934-cds]; CDS [Dgri\GH15934-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AGATCTTTCTGATAGATCAGACCAGTTACTTTCTCAACTTTACGACCAAGGTGAGATTCGATGATAACTGAATAATATTTCAATTACTTACTTATCATTATGTCTTCTCAGACGCGCAACAAGGTATTCACCAAAATCGTCGGTCTTCCCTTACCAAATAT

**************************************************..(((((..((((((((.(((.((((......)))).))).))))))))..))))).....**************************************************
Read
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body

M041
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..................................................GTGAGATTCGATGATAACTGA.......................................................................................... 21 0 1 435.00 435 250 185

..................................................GTGAGATTCGATGATAACTG........................................................................................... 20 0 1 50.00 50 31 19

...................................................TGAGATTCGATGATAACTGA.......................................................................................... 20 0 1 17.00 17 1 16

..................................................GTGAGATTCGATGATAACT............................................................................................ 19 0 1 10.00 10 5 5

...................................................TGAGATTCGATGATAACTGAAT........................................................................................ 22 0 1 6.00 6 1 5

.........................................................................................ACTTATCATTATGTCTTCTCAG.................................................. 22 0 1 3.00 3 2 1

..................................................GTGAGATTCGATGATAACTGC.......................................................................................... 21 1 1 2.00 2 2 0

..................................................GTGAGATTCGATGATAACTGAT......................................................................................... 22 1 1 2.00 2 2 0

.........................................................................................ACTTATCATTATGTCTTCTCAGT................................................. 23 1 1 2.00 2 1 1

.........................................................................................ACTTATCATTATGTCTTCTCA................................................... 21 0 1 1.00 1 0 1

...................................................TGAGATTCGATGATAACTG........................................................................................... 19 0 1 1.00 1 0 1

....................................................................................................................................AAAATCGTCGGTCTTCCCTTA........ 21 0 1 1.00 1 1 0

.......................................................................................TTACTTATCATTATGTCTTCTCTT.................................................. 24 2 1 1.00 1 0 1

..................................................GTGAGATTCGATGATAAC............................................................................................. 18 0 1 1.00 1 0 1

Anti-sense strand reads

TCTAGAAAGACTATCTAGTCTGGTCAATGAAAGAGTTGAAATGCTGGTTCCACTCTAAGCTACTATTGACTTATTATAAAGTTAATGAATGAATAGTAATACAGAAGAGTCTGCGCGTTGTTCCATAAGTGGTTTTAGCAGCCAGAAGGGAATGGTTTATA
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droGri2 scaffold_15110:3149181-

3149341 +
dgr_284 AGATCTTTCTGATAGATCAGACCAGTTACTTTCTCAACTTTACGACCAAGGTGAGATTCGAT-----GAT-AA---CTGAATAATATT----------------------------------------------------------------------TCAATTACTT------A-----C-------------T-----------------------------------------------------------------------------TATCATT-----AT--G---TCTTCTCAGACGCGCAACAAGGTATTCACCAAAATCGTCGGTCTTCCCTTACCAAATAT

droVir3 scaffold_13049:2100079-
2100296 +

dvi_17966 AGATCTTTCTGATCGATCAGACCAGCTATTTTCTCAACTTTACGACCAAGGTGGGCGAGATT--------C---------ATA--ATTGCAATTGCTTGACTGCGGGTCATCCAATATAATCAAGTCCTTCTGTCACAAATGCTA----TAAAGTGCCTCAGTTCTTA------A-----G-------------C------------------------------------------------------------------------------TCTATTAT---TC--C---ATGTTCCAGACTCGCAACAAGGTCTTCACCAAAATCGTGGGTCTGCCCTTGCCGAACAT

droMoj3 scaffold_5978:589-753 - AGATCTTTCTGATAGATCAGACAAGCTATTTTCTTAACTTTACAACTAAGGTAATATTT--------------------------------------------------------------------------------------AATAG----------------ATATTTTTCACTTGGATCTTTAC-ACACTTATTCT-------------TTTTGTTT----------------------------------------------------------------------GCTATTTAGACCCGTAACAAGGTGTTTACTAAGATTGTTGGTTTACCCTTGCCGAACAT
droWil2 scf2_1100000004762:3971807-

3971977 +
AAATCTTTCTGATTGATCAGACAAGCTATTTTCTTAATTTTACAACAAAGGTAATTTCA--------------------------------------------------------------------------------------A-------------------------------------------------------------------------------AGA-------------CAAGACTGATGTGA-GACTTGGGACTAAAAAATTGATT-CGCCATTTTCTTGTATGATAGGTTCGCAATAAAGTTTTTACCAAAATCGTTGGCCTTCATCCATCAAATAT

dp5 XR_group8:8384530-8384690 + AGATCTTCCTGGTGGACCAGACCAGCTACTTCCTCAACTTCACAACGAAGGTGGGTCACGCC--------C-----------------------------------------------------------------------CTA----GAGAGTTCTTCCTTTCCTA------A-----T-------------CCGTGAT-------------TCTATTTCGCAAA----------------------------------------------------------------------ACAGACTCGTAACAAGGTCTTCACCAAAATCGTGGGTCTTCCGCTACCGAATAT
droPer2 scaffold_40:576585-576745 + AGATCTTCCTGGTGGACCAGACCAGCTACTTCCTCAACTTCACAACGAAGGTGGGTCACGCC--------C-----------------------------------------------------------------------CTA----GAGAGTTCTTCCTTTCCTA------A-----T-------------CCGTGCT-------------TCTTTTTCGCAAA----------------------------------------------------------------------ACAGACTCGTAACAAGGTCTTCACCAAAATCGTGGGTCTTCCGCTACCGAATAT
droAna3 scaffold_13337:14640730-

14640888 +
AAATCTTCTTGGTGGATCAGACCAGTTACTTCCTGAACTTCACTACCAAGGTGGATAGATATT------------T---AGTTTAATT-----------------------------------------------------------------------------------------------TTTTAC-ATAAAC--------------------------------------------------------------GTTATC---------CTTGCT-----AT--A---TCCTTGCAGACTCGCAACAAGGTTTTCACTAAAATTGTGGGACTTCCTTTGCCAAACAT

droBip1 scf7180000396641:669731-
669895 -

AAATCTTCTTGGTGGATCAGACCAGTTACTTCCTGAATTTCACAACAAAGGTGGATA---------------G---TTTAATTTTATT-----------------------------------------------TT-----------------------TAATAT-----------------TTT-AGAATAAAG--------------------------------------------------------------C------TTATAATT--TAAT-----GT--A---TCCCTGCAGACTCGTAACAAGGTTTTCACTAAAATTGTGGGTCTTCCTCTGCCAAATAT

droKik1 scf7180000302383:606119-
606271 +

AAATCTTCCTGGTGGATCAAACCAGTTACTTCTTGAACTTTACCACAAAGGTGGGTAATTTTT----------------------------------------------------------------------------------A----------------------------A-----GGTTTT-------------------------------------------------------------------------TGGAGATTGAAAGTTATCAG-----GT--T---ATTTTTCAGACCCGCAATAAAGTCTTTACCAAAATCGTGGGTCTACCTCTGCCAAATAT

droFic1 scf7180000454113:1451310-
1451478 +

AGATCTTCCTGGTGGATCAGACCAGTTACTTCCTCAATTTCACAACCAAGGTGGGTTCTCCTTTACTTAC-AAATT---GGTTTAATT------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGGTTTGAATTGTGATTTAACCT-----GC--T---TTCTTTTAGACTCGCAATAAAGTCTTTACCAAAATTGTGGGTCTGCCGCTTCCGAATAT

droEle1 scf7180000491249:5086826-
5086982 +

AAATCTTTCTGGTGGATCAGACCAGCTATTTCCTTAACTTCACCACAAAGGTGGGTTCCTT----------AG---CTTAGTAAAATA-----------------------------------------------TT--------------------------------------------------------------------------------------------------------------------------TAATAAATAAA--AATAATT-----GT--T---TATTTGTAGACTCGCAACAAAGTCTTTACCAAAATTGTGGGTCTGCCGCTGCCAAATAT

droRho1 scf7180000779786:8982-9147
+

AAATCTTTCTGGTGGATCAGACCAGCTATTTCCTTAACTTCACAACAAAAGTAGGTCTTTCTCGGTTAAT-AGCTT---AGTTTAATA-----------------------------------------------TT--------------------------------------------------------------------------------------------------------------------------GAAT--TAATGAAACTAATC-----GT--A---TATTTTCAGACACGTAACAAAGTATTTACCAAAATCGTGGGTCTGCCACTTCCAAATAT

droBia1 scf7180000302428:927147-
927310 +

AGATCTTCCTGGTGGATCAAACCAGCTACTTCCTTAACTTTACCACGAAGGTGGGTTTATCTTATCTTAA-AACTT---AGT------------------------------------------------------------------------------------------------------------AAG------------------------------------------------------------------AACACTTTATAAGCTGGTTT-----GC--T--TTATTTTCAGACTCGAAACAAAGTCTTCACAAAAATCGTGGGTCTGCCGCTTCCGAACAT

droTak1 scf7180000415707:3729-3963
-

AAATCTTCCTGGTGGATCAAACCAGCTACTTCCTTAACTTTACAACAAAGGTGGGTGATTCTGGGTTC--T-----------------------------------------------------------------------TTAAAAAG----------------ACATTTTGAAAGTGAATGATTAT-TC--------TTGAAATGTGAGAGATTATTCTTGAAAAGGGAGTGATTGTTCTTGAAAAA--------TGGGAGATTATTAACTGGTTT-----CT--T---TAATTTTAGACTCGAAATAAAGTCTTTACAAAAATCGTGGGTCTACCGCTTCCGAACAT

droEug1 scf7180000409466:1982819-
1982984 +

AGATATTCCTGGTGGACCAGACCAGCTACTTCCTTAACTTCACAACGAAGGTGAGCTATTATTTCCTAAA-AACTT---ACA------------------------------------------------------------------------------------------------------------ATG---------------------------------------------------------------AAGTTGAGATTATAATATGGATT-----GC--T---TATTTTCAGACTCGAAACAAAGTCTTCACAAAAATCGTTGGTCTGCCACTTCCAAACAT

dm3 chr3L:4217129-4217286 + AAATCTTCCTGGTGGATCAGACTAGCTACTTCCTCAACTTTACGACGAAGGTGAGTTTTTTTTTT-------------------------------------------------------------------------------------------------------------------------------------------------------------GTAAA--------------TAAAA---------T--GTGATCATTGCAAATGTTCTT-----AT--T---TC-TTTAAGACTCGAAATAAAGTTTTCACAAAAATCGTGGGTCTACCGCTTCCAAACAT
droSim2 3l:4177180-4177334 + dsi_591 AAATCTTCCTGGTGGATCAGACCAGCTACTTCCTCAACTTTACGACGAAGGTGAGATTTTTG----------------------------------------------------------------------------------------------------------------------------------------------------------------GTAA-A-------------CAAAA---------C--GGGACGATTACGAATGTTGTT-----AT--T---TC-TTTTAGACTCGAAATAAAGTTTTCACAAAAATTGTGGGTCTGCCGCTTCCAAACAT
droSec2 scaffold_2:4213939-4214093

+
AAATCTTCCTGGTGGATCAGACCAGCTACTTCCTCAACTTTACGACGAAGGTGAGTTTTTTG----------------------------------------------------------------------------------------------------------------------------------------------------------------GTAA-A-------------CAAAA---------C--GGGACGATTACAAATGTTGTT-----AT--T---TC-TTTTAGACTCGAAATAAAGTTTTCACAAAAATTGTGGGTCTGCCGCTTCCAAACAT

droYak3 3L:4791508-4791663 + AAATCTTCCTGGTGGATCAGACCAGCTACTTCCTTAACTTTACAACAAAGGTGAGTTTTGCGTAATTAAA-AAC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GTAGAGATTACCAATTTGTTT-----GT--T---TCTTTGAAGACTCGCAATAAAGTTTTCACGAAAATCGTGGGTCTACCGCTTCCAAACAT
droEre2 scaffold_4784:6929488-

6929646 +
AAATCTTCCTGGTGGATCAGACCAGCTACTTCCTCAACTTTACAACAAAGGTGAGTTTTTTC----------------------------------------------------------------------------------------------------------------------------------------------------------------GTAAAA-------------CAAAT---------TTGGTATAGATTACAAATTTGGTT-----GT--T---TCATTTAAGACTCGAAATAAAGTTTTCACGAAAATCGTGGGTCTACCGCTTCCAAACAT
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GCTCCAGCATTGTGTTTGTCTCGTCAATTGCGGGCTACGATGCATTCGAGGTAAGTGGGTAATTAGATTTTCAGTTAAGCTTGATTTTAACCAATCTACTTATCTACTTAAGCTACTCGGCGCCTACTCTGTGAGCAAGACGGCACTGATCGGTCTGACCAA

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

V109

male
body

..........................................................................................CCAATCTACTTATCTACTTAAG.................................................. 22 0 1 380.00 380 373 7

..................................................GTAAGTGGGTAATTAGATTTTCAGTT...................................................................................... 26 0 1 35.00 35 12 23

...........................................................................................CAATCTACTTATCTACTTAAG.................................................. 21 0 1 23.00 23 23 0

..................................................GTAAGTGGGTAATTAGATTTTCAGT....................................................................................... 25 0 1 13.00 13 1 12

..........................................................................................CCAATCTACTTATCTACTTA.................................................... 20 0 1 11.00 11 11 0

..........................................................................................CCAATCTACTTATCTACTTAA................................................... 21 0 1 10.00 10 10 0

..........................................................................................CCAATCTACTTATCTACTT..................................................... 19 0 1 8.00 8 8 0

.........................................................................................ACCAATCTACTTATCTACTTAAG.................................................. 23 0 1 4.00 4 4 0

..................................................GTAAGTGGGTAATTAGATTTTCAG........................................................................................ 24 0 1 4.00 4 3 1

..........................................................................................CCAATCTACTTATCTACT...................................................... 18 0 1 4.00 4 4 0

..................................................GTAAGTGGGTAATTAGATTTTC.......................................................................................... 22 0 1 4.00 4 2 2

...........................................................................................CAATCTACTTATCTACTT..................................................... 18 0 1 3.00 3 3 0

..................................................GTAAGTGGGTAATTAGATTTTCAGTTT..................................................................................... 27 1 1 2.00 2 0 2

..........................................................................................CCAATCTACTTATCTACTTAAGA................................................. 23 1 1 2.00 2 2 0

..............................................................................................TCTACTTATCTACTTAAG.................................................. 18 0 1 2.00 2 2 0

..................................................GTAAGTGGGTAATTAGATTTTCA......................................................................................... 23 0 1 2.00 2 2 0

..................................................GTAAGTGGGTAATTAGATT............................................................................................. 19 0 1 2.00 2 0 2

............................................................................................AATCTACTTATCTACTTAAG.................................................. 20 0 1 1.00 1 1 0

..................................................GTAAGTGGGTAATTAGATTTT........................................................................................... 21 0 1 1.00 1 1 0

...................................................TAAGTGGGTAATTAGATTTTCAGTT...................................................................................... 25 0 1 1.00 1 1 0

..................................................GTAAGTGGGTAATTAGATTT............................................................................................ 20 0 1 1.00 1 0 1

...........................................................................................CAATCTACTTATCTACTTAA................................................... 20 0 1 1.00 1 1 0

...................................................TAAGTGGGTAATTAGATTTTCAG........................................................................................ 23 0 1 1.00 1 1 0

..........................................................................................CCAATCTACTTATCTACTTAAGT................................................. 23 1 1 1.00 1 1 0

.............................................................................................ATCTACTTATCTACTTAAG.................................................. 19 0 1 1.00 1 1 0

...........................................................................................CAATCTACTTATCTACTTA.................................................... 19 0 1 1.00 1 1 0

............................................................................................AATCTACTTATCTACTTA.................................................... 18 0 1 1.00 1 1 0

..................................................GTAAGTGGGTAATTAGATTTTCAGTTA..................................................................................... 27 0 1 1.00 1 0 1

..........................................................................................CCAATCTACTTATCTACTTAAGC................................................. 23 0 1 1.00 1 0 1

Anti-sense strand reads

CGAGGTCGTAACACAAACAGAGCAGTTAACGCCCGATGCTACGTAAGCTCCATTCACCCATTAATCTAAAAGTCAATTCGAACTAAAATTGGTTAGATGAATAGATGAATTCGATGAGCCGCGGATGAGACACTCGTTCTGCCGTGACTAGCCAGACTGGTT

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

#
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Hit
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Total
Norm Total
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droGri2 scaffold_15110:6906672-

6906833 -
dgr_301 GCTCCAGCATTGTGTTTGTCTCGTCAATTGCGGGCTACGATGCATTCGAGGTAAGTGGGTAATTAG------ATTTTCAG-----------TTAA-GC------TTGAT-------T-----------TTAACC-----A--ATCTAC------TTATC-TACTTAAGCTACTCGGCGCCTACTCTGTGAGCAAGACGGCACTGATCGGTCTGACCAA

droVir3 scaffold_13049:7853295-
7853455 -

GCTCTAGCATAGTGTTTGTCTCGTCCATTGCCGGCTACGATGCATTTGAGGTTAGCTGT-------------CT-A----------------------------------C-AAGCTTACCCAGCATTTATCATATCTTA--ATC--TGTAACCTTTT----CAATAGCTGCTGGGCGCATACTCAGTGAGCAAGACGGCGCTAATTGGACTGACCAA

droMoj3 scaffold_6680:11506232-
11506387 -

GCTCTAGCATCGTCTTTGTTTCATCTATAGCTGGCTACGATGCATTTGAGGTCAGTGC--------------TTTATCAA--------TATAACA-AG---------------GCCT-----------TATCTT-----C--ATC--TGCGGCCTTAT----CTACAGCTGCTAGGCGCATACTCTGTGAGCAAGACGGCGTTGATTGGCTTGACCAA

droWil2 scf2_1100000004768:2686956-
2687112 +

CATCCAGCATTGTCTTTGTCTCATCCATAGCAGGCTACGATGCATTTGAGGTTAGTTTA--GTTCA-----------AAGGT----CGTCGATCA-AC------T-TCACT-ATGAT-----------G----------------ATT------TTTCT--CTTTCAGCTCTTGGGCGCCTATTCGGTAAGCAAAACTGCTTTAATTGGCCTTACCAA

dp5 XR_group3a:1249400-1249560 - GCTCCAGCATTGTCTTTGTCTCGTCCATTGCAGGTTACGATGCCTTTGAGGTTAGTATG--ACTGG-----ACTTATCCA--------TGGGTTA-GT---------------GGCT-----------TATCTC-----A--ACCTCC------TTATC--GTTGCAGCTGCTGGGTGCATACTCCGTCAGCAAGACGGCTCTCATCGGCCTCACCAA
droPer2 scaffold_23:1271000-1271160

-
GCTCCAGCATTGTCTTTGTCTCGTCCATTGCAGGTTACGATGCCTTTGAGGTTAGTATG--ACTGG-----ACTTATCCA--------TGGGTTA-GT---------------GGCT-----------TATCTC-----A--ACCTCC------TTATC--GTTGCAGCTGCTGGGTGCATACTCCGTCAGCAAGACGGCTCTCATCGGCCTCACCAA

droAna3 scaffold_13337:13403659-
13403817 +

GATCCAGCATAGTTTTCGTGTCCTCCATTGCGGGCTACGACGCCTTTGAGGTTAGTGTA--CTTTG------GTTATCAG--------TGGG------------T-GCTTA-TTGCT-----------TATCTA-----A--ATC--C------GTAAT--C-TTCAGCTACTGGGTGCCTATTCGGTCAGCAAGACGGCTCTAATTGGGCTGACCAA

droBip1 scf7180000396589:610976-
611139 -

GATCCAGCATAGTCTTTGTGTCCTCCATAGCGGGCTACGACGCCTTTGAGGTTAGTCTA--CTTTG------GTTATCAG--------TGGGTCA-AG------T-GCTTG-TGGCT-----------TATCTT-----A--CTC--C------GTAAT--C-TTTAGCTACTGGGTGCCTATTCTGTTAGCAAGACGGCTCTAATTGGGCTGACCAA

droKik1 scf7180000302274:572637-
572810 -

GCTCCAGCATCGTCTTTGTCTCCTCCATCGCAGGCTACGACGCCTTTGAGGTTAGTCTC--CTCTGGGAAGGCTTATCGG--------CGGGTCA-AA------T-GTCCGTAAGCT-----------TATCGC-----A--ATTCTC------TTATC--GTTGCAGCTGCTGGGGGCATACTCGGTGAGCAAAACGGCTCTGATTGGTCTTACCAA

droFic1 scf7180000453833:285729-
285885 +

ATTCCAGCATTGTTTTCGTCTCCTCCATTGCGGGCTATGATGCTTTCGAGGTTTGTTTC-------------CTTATCAG--------TGGTTCA-GT------G-GTTAA-ATGCT-----------TATCA------------GTT------TTAAT--CTTGTAGCTTCTTGGAGCTTACTCCGTAAGCAAAACAGCACTTATTGGTTTGACCAA

droEle1 scf7180000491268:580768-
580935 -

ACTCCAGCATCGTCTTTGTCTCCTCCATTGCGGGCTATGATGCCTTTGAGGTTAGTCCC-------------CTTCTTAT--------CTCTTAT-GTATGTACT-GTACA-TCCCT-----------TATCTC-----C--AATAAC------TTTAT--CTTGTAGCTACTTGGCGCCTACTCAGTCAGCAAGACAGCGCTTATTGGCTTGACCAA

droRho1 scf7180000765557:34755-34918
+

ACTCCAGCATCGTCTTTGTCTCCTCCATCGCGGGCTATGATGCGTTTGAGGTAAGTCCC--CTTTT-----------AATCT------CTTATTA-AT------T-GCACA-TTGCT-----------TATCTC-----C--TTTAAA------ATATT--TTTATAGCTACTTGGCGCATACTCCGTCAGCAAGACTGCACTAATTGGCTTGACCAA

droBia1 scf7180000302428:1849706-
1849869 +

GCTCTAGCATCGTTTTCGTCTCCTCCATCGCGGGCTACGATGCCTTTGAGGTTAGTCCC-------------CTTATCTA--------CGGTTCA-AT------T-GTTCAGTTGCT-----------TATCTG-----C--TTTACC------TTAATC-TCCACAGCTACTTGGCGCCTACTCCGTCAGCAAGACGGCGCTGATTGGCTTGACCAA

droTak1 scf7180000415157:280656-
280809 -

ACTCCAGCATCGTTTTCGTCTCCTCCATCGCGGGCTACGATGCCTTTGAGGTTAGTCGT------------GCTTATCTA--------AGGTTT---------------------CT-----------TATCTG-----G-CTTAACA------CTAATCTCTCTTAGCTACTGGGCGCCTATTCCGTCAGCAAGACGGCGCTGATTGGTTTGACCAA

droEug1 scf7180000409466:2891082-
2891243 -

ATTCCAGCATCGTTTTCGTCTCCTCCATTGCTGGTTATGATGCCTTTGAGGTTGGTAAC-------------CTTATCTA--------CGGTTCA-GT------C-GTTCA-AAGCT-----------TATCTA-----C--TCCACC------TTAAT--CTCATAGCTACTTGGCGCATATTCCGTCAGCAAAACTGCTCTGATTGGCTTGACCAA

dm3 chr3L:5133828-5133989 - ACTCCAGCATCGTTTTCGTCTCCTCCATTGCTGGCTATGATGCCTTTGAGGTTAGTCGC-------------CTTATCTG--------CGGTTCA-GT------T-GTTCA-ATGCT-----------TATCTC-----C--GTTATC------TTAAT--CGCATAGCTACTGGGAGCCTATTCCGTCAGCAAGACCGCGCTGATTGGCTTGACCAA
droSim2 3l:5064827-5064988 - ACTCCAGCATCGTTTTCGTCTCCTCCATTGCTGGCTATGATGCCTTTGAGGTTAGTCGC-------------CTTATCTG--------CGGTTCA-GT------T-GTTCA-ATGCT-----------TATCTC-----C--GCTATC------TTAAT--CTCACAGCTACTGGGAGCCTATTCCGTCAGCAAGACCGCGCTGATTGGCTTGACCAA
droSec2 scaffold_2:5085915-5086076 - ACTCCAGCATCGTTTTCGTCTCCTCCATTGCTGGCTATGATGCCTTTGAGGTTAGTCGC-------------CTTATCTG--------CGGTTCA-GT------T-GTTCA-ATGCT-----------TATCTC-----C--GCTATC------TTAAT--CTCATAGCTACTGGGAGCCTATTCCGTCAGCAAGACCGCGCTGATTGGCTTGACCAA
droYak3 3L:5695231-5695395 - ACTCCAGCATCGTTTTCGTCTCCTCCATTGCTGGCTACGATGCCTTTGAGGTTAGTCGC-------------CTTATCTA--------TGGTTCAAGT------T-GTTCA-ATGCT-----------TATCTC-----TGCTTAATC------TTAAT--CCCACAGCTACTGGGAGCCTATTCCGTCAGCAAGACCGCTCTGATTGGCTTGACCAA
droEre2 scaffold_4784:7826763-

7826932 -
ACTCCAGCATCGTTTTCGTCTCCTCCATTGCTGGGTATGATGCCTTTGAGGTTAGTCGC-------------CTTATCAGTTACCTTGTGGTTCA-GT------T-GTTCC-ATGCT-----------TATCTC-----T--GCTATC------TTAAT--CCCATAGCTACTGGGGGCCTACTCCGTCAGCAAGACCGCTCTGATTGGCTTGACCAA
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TACAATAAAGAGTCCGCATACAGATCTCGTCGCCACAAAGATGAGTGGCTTGTGTCGTTTTTAGGAGTAATTTTATATATTCGACTTAATTACTTCTACGGACGCCAAAGACCACTCAGCTTTTAGCAAAACGACGAGAACAGAGAATAATTGAGACCAATT

***********************************.((((.((((((((((.((.(((((.(((((((((((...............))))))))))).))))).))))).))))))).))))...************************************
Read
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body

..................................................TGTGTCGTTTTTAGGAGTAAT........................................................................................... 21 0 1 62.00 62 62

..................................................TGTGTCGTTTTTAGGAGTAATT.......................................................................................... 22 0 1 24.00 24 24

..................................................TGTGTCGTTTTTAGGAGTAA............................................................................................ 20 0 1 13.00 13 13

..................................................TGTGTCGTTTTTAGGAGTAATC.......................................................................................... 22 1 1 8.00 8 8

.........................................................................................TTACTTCTACGGACGCCAAAGA................................................... 22 0 1 7.00 7 7

.........................................................................................TTACTTCTACGGACGCCAAAG.................................................... 21 0 1 5.00 5 5

..................................................TGTGTCGTTTTTAGGAGTAATTC......................................................................................... 23 1 1 2.00 2 2

.........................................................................................TTACTTCTACGGACGCCAAA..................................................... 20 0 1 2.00 2 2

..................................................TGTGTCGTTTTTAGGAGTAATCA......................................................................................... 23 2 1 1.00 1 1

..................................................TGTGTCGTTTTTAGGAGTAATAA......................................................................................... 23 2 1 1.00 1 1

..................................................TGTGTCGTTTTTAGGAGTAATTCCT....................................................................................... 25 3 1 1.00 1 1

Anti-sense strand reads

ATGTTATTTCTCAGGCGTATGTCTAGAGCAGCGGTGTTTCTACTCACCGAACACAGCAAAAATCCTCATTAAAATATATAAGCTGAATTAATGAAGATGCCTGCGGTTTCTGGTGAGTCGAAAATCGTTTTGCTGCTCTTGTCTCTTATTAACTCTGGTTAA

************************************.((((.((((((((((.((.(((((.(((((((((((...............))))))))))).))))).))))).))))))).))))...***********************************
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Species Coordinate ID Alignment
droGri2 scaffold_15252:14671686-

14671847 +
dgr_12 TACAATAAAGAGTCCGCATACAGATCTCGTCGCCACAAAGATGAGTGGCTTGTGTCGTTTTTAGGAGTAATTTTATATATTCGACTTAATTACTTCTACGGACGCCAAAGACCACTCAGCTTTTAGCAAAACGACGAGAACAGAGAATAATTGAGACCAATT
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ATGTGTGTGTGTGTGTGTGTGTGTGTGTATATCCCTGGTATTGCTGCTGCAAATTTCCGCGGTGTCGTATTGTATTATCAAAATGGTATACTCTGAACCACAATACGATTCCTCAGAAATTCGCTGCTGTAAGTTACCGTTTTCAACCGTATAGCAACTGTGCCGATAAACCTATC

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

#
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V109

male
body
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body

..................................................AAATTTCCGCGGTGTCGTATTG........................................................................................................ 22 0 1 74.00 74 73 1

.................................................CAAATTTCCGCGGTGTCGTATT......................................................................................................... 22 0 1 54.00 54 53 1

.................................................CAAATTTCCGCGGTGTCGTAT.......................................................................................................... 21 0 1 20.00 20 20 0

..................................................AAATTTCCGCGGTGTCGTATT......................................................................................................... 21 0 1 16.00 16 15 1

..................................................AAATTTCCGCGGTGTCGTAT.......................................................................................................... 20 0 1 4.00 4 4 0

......................................................................................................ATACGATTCCTCAGAAATTCGCT................................................... 23 0 1 3.00 3 3 0

..................................................AAATTTCCGCGGTGTCGTATTT........................................................................................................ 22 1 1 2.00 2 2 0

.................................................CAAATTTCCGCGGTGTCGTATTG........................................................................................................ 23 0 1 2.00 2 2 0

.................................................CAAATTTCCGCGGTGTCGTATTT........................................................................................................ 23 1 1 2.00 2 2 0

......................................................................................................ATACGATTCCTCAGAAATTCG..................................................... 21 0 1 2.00 2 2 0

.......................................................................................................TACGATTCCTCAGAAATTCGCT................................................... 22 0 1 1.00 1 1 0

.................................................CAAATTTCCGCGGTGTCGTA........................................................................................................... 20 0 1 1.00 1 1 0

......................................................................................................ATACGATTCCTCAGAAATTCGCTT.................................................. 24 1 1 1.00 1 1 0

Anti-sense strand reads

TACACACACACACACACACACACACACATATAGGGACCATAACGACGACGTTTAAAGGCGCCACAGCATAACATAATAGTTTTACCATATGAGACTTGGTGTTATGCTAAGGAGTCTTTAAGCGACGACATTCAATGGCAAAAGTTGGCATATCGTTGACACGGCTATTTGGATAG

************************************.((((((((.((.((.((((((...((.((((((((((....(((.............)))...)))))))))).))...)))))).)).)).))))..))))..***********************************
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droGri2 scaffold_15081:2044856-

2045031 -
dgr_10 ATGTGTGTGTGTGTGTGTGTGTGTGTGTATATCCCTGGTATTGCT--------------------------------------------------------GCTGCAAATTTCCGCGGTGTCGT--------------------------------ATTGTATTAT----------------------------------------CAAAATGGTATACTCTG------AACCACAATACGATTCCTCAGAAATTCGCTGCTGTAAGTTACCGTTTTCAACCGTATAGCAACTGTG--CCGATAAACCT-ATC

droVir3 scaffold_12928:5704536-
5704656 -

GTGTGTGTGTGTGTGTGTGTGTGTGTGTATGT---------------TCTTATT--------------GTTGTTG------CT------------------------------------------GCTG------------CTGCTGTCGCTGCATTT-----------A---TT--------------------------------------TTATGCTCTTTGGCGC------GCTACGCTCTCGCAGCA------------------------------------------AG--CATCACTGCTAC-AA

droMoj3 scaffold_6540:2165313-
2165437 -

ATATGTACATGTATGTGTGTGTGTGAATGAAT---------TT--CTTTTACAAATTGTGCGCG--TTTC--------------------------------------------------TCATAATGTATAT------------------------------------GTAAAATC--------------------------------------AAACAATACAGCAC------AATGCATTTTTTAAA------------------------------------------CATA--TATATTAACTGC-TG

droWil2 scf2_1100000004909:7956429-
7956559 +

TGGTATTATCGCA-------------------------------------------------------------------------------------------GCAAGTTTCCGGGATATCGT--------------------------------ACTGTATTTC------------TAAACATTTC-----------------------------------------ATATACAATACGAAACCTCAGAAATTTGCTGCGGTTAGTTACCGTTAACAACTC---ATAAGAAAGGAGAGAATAA--AA-ATG

dp5 XL_group1a:3895806-3895909
+

CCGTGCGTATGCGTGTGTGCGTGTGTGTTTT-------------------GCAT--------------ACCCCCGATGTC--------------------------------------------------TGC------------------------------------ACGAACTT---------------------------------------AATCGTATA-TTT------ATTATAATTTTAAGA------------------------------------------TACT--CGTATCTACTATATG

droPer2 scaffold_2:684507-684575 + CTGTGTGTGTCTGTGTGTGTGTGTGTGTTTAT---------------CAGTGGG--------------ATTGCGG------TT------------------------------------------GTGTATGC--GTGA----------------------------------TA--TT--G-----------------------------------------------------------------------------------------------------------------------------T--GTT
droAna3 scaffold_13137:1059642-

1059761 +
GTATATGCATTTGTATGTATATGTATTTGTAT---------------TCGCGAA--------------A-------CAT------------------------------------------------ATGTAC--ATGGTTTCG----------------------------------------CCTAAGATGAAATAAACACCACTAAA--------ATACTCAGCAC------AC----------------------------AACCACATTAC----------------CATA--CCTATG-------AA

droBip1 scf7180000396740:449097-
449152 +

ATGTGTGTTTGTATGATTGTGTGTTTACTGT-------------------TATT--------------CCTTCAGCTGCTACT---------------------------------------------G---------------------------------------------------------------------------------------------------------------------------------------------------ATA--------------------------------AT

droKik1 scf7180000302517:1183432-
1183547 +

GTGTGCTTACCCCTGGTATAGCC------------------------------------------------------------------------------GCAGAAAGTTTCCGAG-TTTCGT--------------------------------AATGTATGGT------------T--ATATTTG-----------------------------------------AAATACAGTACGAGACATCAGAAATTTTCGGCAGTTAGCTACCGTAAACAA-------------------------------CC

droFic1 scf7180000454065:604569-
604633 -

GTGTGTGTGTGTGTGTGTTGGGGTTCGGGAGT---------------CCTCGGC------TGTGTTG--------------CT---------------------------------------------G--GTG--------------------------TGCTG------------TT--G-----------------------------------------------------------------------------------------------------------------------------TAT-TG

droEle1 scf7180000490751:1118511-
1118642 +

TCCTTGGTATTATCGCA---------------------------------------------------------------------------------------GCAAGTTTCCGGGATTTCGT--------------------------------ACTGTATGAC---------------AAATTCT-----------------------------------------ATATACAATACGAAACCTTAGAAATTTTCTGAAGTTAGCTACCATACACTACCA---ATAAACCATG--ACTACAAGCAT-TTG

droRho1 scf7180000777214:243360-
243397 +

ATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT---------------GTGTGG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBia1 scf7180000301454:73649-
73680 +

ATGTATATGTATATGTATATGTATATGTATAT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000414746:72854-
72886 +

ATGTGTGTGTGTGTGTGTGTGTGTGTGCACGC---------------C-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEug1 scf7180000409110:586812-
586890 -

GCATGTGTGCGTGTGTGTGTGTTTGTGTATTT-------------GTTTTTGTA--------------TTTGTAT------TT------------------------------------------GTAT------------TTGCTGTGGTTGTGTTTTGC--------------------------------------------------------------------------------------------------------------------------------------------------AAT-AT

dm3 chrX:2733994-2734052 + GTGTGTGTGTGTGTGTGTGTGTGTGGGAATAT---------------CTGTGCC------------ATTCTCCCGCTGCC-----------------------------------------------------------------------------------------------------A-----------------------------------------------------------------------------------------------------------------------------CTT-CC
droSim2 3r:7447143-7447188 - GTGTGTGTGTGTGTGTGTGTGTGTGTTTGTTT---------------CCCTGTA---------------------TTGTC---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AC

droSec2 scaffold_21:403449-403495 - ATGTATGTATGTATGTGTGGATATGGCTATAT---------------AACTGG----------------------TTGTTGC-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TG
droYak3 2R:16034645-16034780 - GTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGT---------------TAGTGTG------CGTGTCA--------------TGGATACACATTTCGTGAAT------------------GCCGC--------------------------------CCAAGGTGACCAAGAAAGGAT--------------------------------------ATGCGAGG------CACCACCATTAGCCGCAGCT----------------AGAACTC-----------------------------GTAG--CT-GTA
droEre2 scaffold_4690:12443480-

12443556 +
ATGCATGCATGCATGTATGTATGTATGTATGT---------------ATGTAGT--------------GTTTGTG------TT------------------------------------------ACTT--GCGCAAA--------GTAGTAAAAA---------------------TT--G-----------------------------------------------------------------------------------------------------------------------------TCT-TA
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TGAAGCCGATGCTGGCGACACAGCAGCTGCTGCAACAGGGCGCCGATATCGTAAGAGGATATAGTGATTTTTTGTCAACTTTGCATATGTTTCAAAAACAACTTTATCACTTACAGGAGAAGATACGACTGGCGCTCAGCGAGGCGAATGCCCACATGGAAACGTC

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

V109

male
body

..............................................................................................AAAACAACTTTATCACTTACA................................................... 21 0 1 110.00 110 110 0

..............................................................................................AAAACAACTTTATCACTTAC.................................................... 20 0 1 23.00 23 23 0

...............................................................................................AAACAACTTTATCACTTACA................................................... 20 0 1 16.00 16 16 0

..............................................................................................AAAACAACTTTATCACTTACAG.................................................. 22 0 1 8.00 8 8 0

................................................................................................AACAACTTTATCACTTACAGT................................................. 21 1 1 6.00 6 6 0

................................................................................................AACAACTTTATCACTTACAG.................................................. 20 0 1 3.00 3 3 0

..............................................................................................AAAACAACTTTATCACTTACAGT................................................. 23 1 1 3.00 3 3 0

.................................................................................................ACAACTTTATCACTTACAGT................................................. 20 1 1 2.00 2 2 0

.............................................................................................AAAAACAACTTTATCACTTACA................................................... 22 0 1 2.00 2 2 0

...............................................................................................AAACAACTTTATCACTTACAG.................................................. 21 0 1 2.00 2 2 0

...............................................................................................AAACAACTTTATCACTTAC.................................................... 19 0 1 2.00 2 2 0

..................................................GTAAGAGGATATAGTGATTTTTTG............................................................................................ 24 0 1 1.00 1 0 1

..............................................................................................AAAACAACTTTATCACTTACAGA................................................. 23 1 1 1.00 1 1 0

.................................................................................................ACAACTTTATCACTTACAG.................................................. 19 0 1 1.00 1 1 0

.................................................................................................ACAACTTTATCACTTACA................................................... 18 0 1 1.00 1 1 0

................................................................................................AACAACTTTATCACTTACAGA................................................. 21 1 1 1.00 1 1 0

..........................................................................TCAACTTTGCATATGTTTCA........................................................................ 20 0 1 1.00 1 1 0

.............................................................................................AAAAACAACTTTATCACTTACAC.................................................. 23 1 1 1.00 1 1 0

Anti-sense strand reads

ACTTCGGCTACGACCGCTGTGTCGTCGACGACGTTGTCCCGCGGCTATAGCATTCTCCTATATCACTAAAAAACAGTTGAAACGTATACAAAGTTTTTGTTGAAATAGTGAATGTCCTCTTCTATGCTGACCGCGAGTCGCTCCGCTTACGGGTGTACCTTTGCAG

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

#
Mismatch

Hit
Count

Total
Norm Total

No data available in table
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droGri2 scaffold_15245:7393654-

7393819 -
dgr_51 TGAAGCCGATGCTGGCGACACAGCAGCTGCTGCAACAGGGCGCCGATATCGTAAGAGG--ATATAGTGATTTTTT-------------------GTCAACTTTGCAT---ATGT--TTCAAAA-----A---CA-------------ACTTTAT-CA-CTTACAGGAGAAGATACGACTGGCGCTCAGCGAGGCGAATGCCCACATGGAAACGTC

droVir3 scaffold_12875:12972527-
12972682 +

TGAAGCCAATGCTGGCCACGCAGCAGTTGCTCCAACAGGGCGCGGACATTGTAAGGCT--ATAGACTGCTC-TTG-------------------GTTAGCTTTG----------------GCTAATTGC--------------------TTTTA-TTTCGTGCAGGAAAAGATACGCTTGGCGCTGAGCGAGGCTAACGCACACATGGAAACGTC

droMoj3 scaffold_6496:20237788-
20237942 +

TGAAGCCCATGCTGGCCACACAGCAGCTGCTGCAGCAGGGCGCAGACATTGTAAGATA--ACTTG---CCT-CTACTTAAGT----------------GTTTCG----------------ATTAAC-------G-------------GTTTCTC-CC-ATTGCAGGAGAAGATCCGCTTGGCGCTGAGCGAGGCGAACGCACACATGGAAACGTC

droWil2 scf2_1100000004558:1887030-
1887185 +

TAAAACCCATGCTGGCCACTCAACAACTACTTCAACAGGGAGCTGATATAGTAAGTTT--TAC------------------------CTAGG------------TAAT--CCTATCCTAATCTAATCCT----T-------------CTTCTCT-TT-TTCTTAGGAGAAAATTCGTTTGGCTTTGAGTGAGGCTAATGCCCACATGGAAACCTC

dp5 3:4663596-4663771 - TCAAACCGATGCTGGCCACCCAACAGCTGCTCCAGCAAGGAGCGGACATTGTAAGTTCTACTCCCCAA------------GGATC--CCCAGGGATCAGCTCTGAAT---A-----------------T---TTGCTGAACTTTCTCATTTTCT-CA-TTTGCAGGAGAAGATCCGGCTGGCATTGAGCGAGGCCAATGCGCACATGGAAACATC
droPer2 scaffold_2:4851954-4852122 - TCAAACCGATGCTGGCCACCCAACAGCTGCTCCAGCAAGGAGCGGACATTGTGAGTTCTACTCCCCAA------------GGATC--CCCAGGGATCAGCTCTGAAAT--TTGC--TG------A---A----C-------------TTTCTCT-CA-TTTGCAGGAGAAGATCCGGCTGGCATTGAGCGAGGCCAATGCGCACATGGAAACATC
droAna3 scaffold_13266:1190459-

1190620 -
TGAAGCCCATGCTGGCCACCCAGCAGTTGCTCCAACAGGGTGCCGATATTGTAAGTGA--TCTCCCGA------------CTCTC--TCGAG------------GAATATATCC--TTTAACT-----C---TA-------------ATCCCTT-TT-TTTTTAGGAAAAAATTCGCCTGGCCTTGAGCGAAGCCAATGCCCACATGGAGACCTC

droBip1 scf7180000396730:2184666-
2184825 -

TGAAGCCCATGCTGGCCACCCAGCAGTTGCTGCAACAGGGTGCCGATATTGTAAGTA---ATCTTGGG------------TTATCTCTCGAG------------GATT--ACCACCTTAATCT-----G---TC----------------ATCC-TC-TTTTAAGGAAAAAATTCGCTTGGCGTTGAGCGAAGCCAATGCCCACATGGAGACATC

droKik1 scf7180000302386:411574-
411733 +

TGAAGCCCATGCTGGCCACGCAGCAGCTGCTGCAACAAGGAGCAGATATAGTAAGTTG--ATCATGGA------------GAGAA--------------------------TTTTTTAAAATTAAATAATTATA-------------TC-TTCGTAT-TTTCCAGGAAAAAATCCGATTGGCTCTAAGCGAGGCCAATGCCCACATGGAAACCTC

droFic1 scf7180000453773:406646-
406804 -

TAAAGCCCATGTTGGCCACCCAACAACTGCTTCAACAGGGTGCTGATATTGTAAGTTT--ATCGAGGA------------AAACA--TATTG------------GATT--TTGT--TTTAATT-----A---TA-------------ATCC-TT-CT-CTTACAGGAGAAAATCCGTTTGGCGCTAAGCGAAGCCAATGCCCATATGGAAACCTC

droEle1 scf7180000491214:2937961-
2938120 -

TTAAACCCATGCTGGCCACCCAGCAGCTGCTTCAACAGGGTGCCGATATTGTAAGTTA--ATCGTGTGA-----------GAGAC--CAATG------------CAAT--TTGT--TTTAATA-----C---TA-------------ATTT-AA-CT-TTTCCAGGAGAAGATCCGCCTGGCGCTGAGTGAGGCCAATGCCCACATGGAGACCTC

droRho1 scf7180000779263:68798-68956
+

TCAAACCCATGCTGGCAACCCAACAACTGCTTCAACAGGGTGCTGATATCGTAAGTTA--ATAGAGAA------------GTGAC--CAATA------------AAAC--TAGT--TTTAATT-----C---TT-------------AACT-CA-AT-TTTCCAGGAGAAAATACGCTTGGCGTTGAGTGAGGCGAATGCCCACATGGAGACCTC

droBia1 scf7180000302292:245727-
245886 -

TAAAACCCATGCTGGCCACCCAGCAACTTCTTCAGCAGGGTGCTGATATAGTGAGTTA--CTCATCAT------------TGAAT--CTATA------------GAAT--ATCT--CTAAACT-----T---TT-------------ATGTGTG-TC-ATTTCAGGAGAAAATTCGACTAGCGCTGAGCGAGGCCAATGCTCATATGGAGACCTC

droTak1 scf7180000415991:772642-
772796 -

TAAAACCCATGCTGGCCACCCAGCAGCTTCTTCAACAGGGTGCTGATATTGTGAGTTA--ATTACAAA------------ATAAT--GCATG------------AAAA--ATTT--CTTGATTTAA--------------------------TA-AT-TTTCCAGGAAAAAATTCGTCTGGCGCTGAGCGAGGCCAATGCTCATATGGAGACCTC

droEug1 scf7180000409462:1022378-
1022537 +

TAAAACCCATGTTGGCCACACAGCAACTTCTCCAACAGGGTGCTGATATTGTAAGTTA--TTTTAATA------------ATAAT----GTT------------GAAT--ACTTTATAAATCTA--------TA-------------TTTTTCT-CT-ACTCCAGGAGAAAATCCGTCTGGCACTGAGCGAGGCCAATGCCCATATGGAGACCTC

dm3 chr2R:7476091-7476252 - TTAAACCTATGCTGGCCACGCAACAACTTCTTCAACAGGGTGCTGATATTGTGAGTTA--ATCAATGC------------ATAAA-GTCATG------------ACAT--ACCA--TCAAACTAAATAC--------------------TTACG-AC-TTTTCAGGAGAAAATCCGCCTGGCACTGAGCGAAGCGAATGCCCATATGGAAACTTC
droSim2 2r:8180634-8180794 - TTAAACCTATGCTGGCCACCCAACAACTTCTTCAGCAGGGTGCTGATATTGTGAGTTA--ATCAATGA------------ATAAA--TCATG------------AAAT--TCCA--TCAAACTCAATAC--------------------TTACG-AT-TTTTCAGGAGAAAATCCGCCTGGCACTGAGCGAAGCCAATGCCCATATGGAAACTTC
droSec2 scaffold_1:5026910-5027070 - TTAAACCTATGCTGGCCACCCAACAACTTCTTCAACAGGGTGCTGATATTGTGAGTTA--ATCAATGA------------ATAAA--TCATG------------AAAC--TCCA--TCAAACTAAACAC--------------------TTATG-AT-TTTTCAGGAGAAAATTCGCCTGGCACTGAGCGAAGCCAATGCCCATATGGAAACTTC
droYak3 2R:9479078-9479237 + TTAAACCTATGCTGGCCACCCAACAACTTCTTCAACAGGGTGCTGATATTGTAAGTCA--ATCTGTGA------------ATAAA--TCAGG------------AAAT--ACCA--TGAAACTT--------AT-------------ACTTTCC-AA-TTTTTAGGAGAAAATCCGCCTAGCACTCAGCGAAGCCAATGCCCATATGGAGACTTC
droEre2 scaffold_4845:18319983-

18320139 +
TTAAACCCATGCTGGCTACCCAACAACTTCTTCAACAGGGTGCTGATATTGTGAGTTA--ATGATTAA----------------A--TCATC------------AAAT--ACCA--TGAAACTTAATAC--------------------TTTCG-AA-TTTTTAGGAGAAAATCCGCCTGGCACTGAGCGAAGCCAATGCCCATATGGAGACTTC
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TTGGAATTAGAAATCTTATAAACTATAAACTTTAAGTACGCGTTCCACTTGCAATATGTGCCTATATCAATCTGAACTTTGAGGGCTGCTATTGGATGTATTTGATAATCCTAGCAACCACCATCGTTCACATTGATGCGGCACACAATCACAAATAATTACAAAAATAATAAGCCCTTAAAAAACTAATATATTAATTATATAT

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

#
Mismatch

Hit
Count

Total
Norm Total

V109

male
body

M041

female
body

.......................................................................CTGAACTTTGAGGGCTGCTATTGG.............................................................................................................. 24 0 1 30.00 30 30 0

...............................................................................................................TAGCAACCACCATCGTTCACAT........................................................................ 22 0 1 14.00 14 13 1

...............................................................................................................TAGCAACCACCATCGTTCACA......................................................................... 21 0 1 13.00 13 11 2

.......................................................................CTGAACTTTGAGGGCTGCTATTG............................................................................................................... 23 0 1 7.00 7 7 0

..............................................................................................................CTAGCAACCACCATCGTTCAC.......................................................................... 21 0 1 2.00 2 1 1

.......................................................................CTGAACTTTGAGGGCTGCTAT................................................................................................................. 21 0 1 2.00 2 2 0

..............................................................................................................CTAGCAACCACCATCGTTCACA......................................................................... 22 0 1 2.00 2 2 0

.......................................................................CTGAACTTTGAGGGCTGCTATTGGA............................................................................................................. 25 0 1 1.00 1 1 0

...............................................................................................................TAGCAACCACCATCGTTCAC.......................................................................... 20 0 1 1.00 1 1 0

.......................................................................CTGAACTTTGAGGGCTGCTATTA............................................................................................................... 23 1 1 1.00 1 1 0

...............................................................................................................TAGCAACCACCATCGTTCACATT....................................................................... 23 0 1 1.00 1 1 0

..............................................................................................................CTAGCAACCACCATCGTTCACAT........................................................................ 23 0 1 1.00 1 0 1

...............................................................................................................TAGCAACCACCATCGTTCACC......................................................................... 21 1 1 1.00 1 1 0

.......................................................................CTGAACTTTGAGGGCTGCT................................................................................................................... 19 0 1 1.00 1 1 0

Anti-sense strand reads

AACCTTAATCTTTAGAATATTTGATATTTGAAATTCATGCGCAAGGTGAACGTTATACACGGATATAGTTAGACTTGAAACTCCCGACGATAACCTACATAAACTATTAGGATCGTTGGTGGTAGCAAGTGTAACTACGCCGTGTGTTAGTGTTTATTAATGTTTTTATTATTCGGGAATTTTTTGATTATATAATTAATATATA

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

#
Mismatch

Hit
Count

Total
Norm Total

V109

male
body

M041

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droGri2 scaffold_15081:2048187-

2048391 -
dgr_44 TTG---------GAATTAGAAATCTTATAAACTATAAACTTTAAGTACGCGTTCCACTTGC----------------AATATGTGCCTATATCAATCTGAACTTTGA-GGGCTGCTATTGGATGTATTTGATAATCCTAGCAACCACCATCGTTCACATTGATGCGGCACACAATCACAAATAATTACAAAAATAATAAGCCCTTAAAAAACTAA-----------------TATATTAATTATATAT

droVir3 scaffold_13042:912341-
912532 -

dvi_185 TTACACAAACGGG-------------------------TTTTAGGCACACGC---ATGTGCTCATGAGAAGCGCATAGAGAGGCGCCAATATCATATTGTACATTGAACGGTAGCTATCGGATGTATTTGATAATCCTAGCAACCGTCTTTGTGCAAAACGATGTGGCACACATTCAACATAAATAA----------------------------AAAATTTTATTTGTTATTAACAAATAAGTAAAT

droMoj3 scaffold_6328:2904505-
2904628 -

GTGCTC----------------------------------------------------------------------------------GTATCATTTTGTACATTGAATGGTAGCTATCGGATGTATTTGATAATCCTAGCAACCGTCTTTGTGCAAAATCATGGAGCACACGAGCAGCAAAATGAT----------------------------AATGATATAATAATGAT--------------AA

dp5 4_group4:509758-509814 - ATAA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATAAATATAAAATAAATAAATCTAAAATAAAT---AAATAT------------ATATTAAATAAATAT
droKik1 scf7180000302610:680797-

680846 +
AATCTC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAAAAATTATAAAATT---------TTAAAAATTAAA-----------------TAAATTAAATAAATAT
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ID:

dgr_52

Coordinate:

scaffold_15252:13248989-13249052 +

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

utr5 [utr5_plus_2224]

Repeatable elements

Name Class Family Strand

(CAA)n Simple_repeat Simple_repeat +

mature

1. scaffold_15203:3827780-3827801 -
2. dgr_52  scaffold_15252:13249030-13249051 +

star

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ATATGGCACTGATCTATATTTAGGCGACAACCCACACAAGTCAATTGCTCTTGTTCGTGTTGATGTTGTTCCTGCTGACTCTGTTTATACGTAGCAACATCAACAACAGCAACAGCAACAGCAACAGCAACAACAACAAGGCCTAATTAATTAACTGAAACGGG

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

V109

male
body

...........................................................................................TAGCAACATCAACAACAGCAAC................................................... 22 0 2 25.00 50 45 5

..................................................TTGTTCGTGTTGATGTTGTTC............................................................................................. 21 0 1 9.00 9 1 8

..................................................TTGTTCGTGTTGATGTTGTTCC............................................................................................ 22 0 1 7.00 7 1 6

...................................................TGTTCGTGTTGATGTTGTTCCT........................................................................................... 22 0 1 7.00 7 4 3

...........................................................................................TAGCAACATCAACAACAGCAA.................................................... 21 0 2 5.50 11 5 6

...................................................TGTTCGTGTTGATGTTGTTCC............................................................................................ 21 0 1 5.00 5 2 3

.....................................................TTCGTGTTGATGTTGTTCCTG.......................................................................................... 21 0 1 3.00 3 3 0

...................................................TGTTCGTGTTGATGTTGTTC............................................................................................. 20 0 1 2.00 2 1 1

.........................................................................................CGTAGCAACATCAACAACAGCA..................................................... 22 0 1 2.00 2 2 0

..................................................TTGTTCGTGTTGATGTTGTT.............................................................................................. 20 0 1 2.00 2 0 2

...........................................................................................TAGCAACATCAACAACAGCA..................................................... 20 0 2 1.50 3 3 0

..............................................................ATGTTGTTCCTGCTGACTCTGTTTATA........................................................................... 27 0 1 1.00 1 1 0

..................................................TTGTTCGTGTTGATGTTGTTCCA........................................................................................... 23 1 1 1.00 1 0 1

..........................................................................................GTAGCAACATCAACAACAGCAAC................................................... 23 0 1 1.00 1 1 0

.....................................................TTCGTGTTGATGTTGTTCCTGC......................................................................................... 22 0 1 1.00 1 0 1

..........................................................GTTGATGTTGTTCCTGCTG....................................................................................... 19 0 2 1.00 2 2 0

...........................................................................................TAGCAACATCAACAACAGC...................................................... 19 0 2 1.00 2 2 0

...........................................................................................TAGCAACATCAACAACAGCAACC.................................................. 23 1 3 0.33 1 1 0

............................................................................................AGCAACATCAACAACAGCAAC................................................... 21 0 18 0.28 5 5 0

...........................................................................................TAGCAACATCAACAACAGCAACT.................................................. 23 1 5 0.20 1 1 0

...........................................................................................TAGCAACATCAACAACAGCAAT................................................... 22 1 8 0.13 1 0 1

.............................................................................................GCAACATCAACAACAGCAAC................................................... 20 0 18 0.06 1 1 0

............................................................................................AGCAACATCAACAACAGCAA.................................................... 20 0 18 0.06 1 1 0

............................................................................................AGCAACATCAACAACAGCA..................................................... 19 0 20 0.05 1 1 0

Anti-sense strand reads

TATACCGTGACTAGATATAAATCCGCTGTTGGGTGTGTTCAGTTAACGAGAACAAGCACAACTACAACAAGGACGACTGAGACAAATATGCATCGTTGTAGTTGTTGTCGTTGTCGTTGTCGTTGTCGTTGTTGTTGTTCCGGATTAATTAATTGACTTTGCCC

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

#
Mismatch

Hit
Count

Total
Norm Total

No data available in table
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droGri2 scaffold_15252:13248939-

13249102 +
dgr_52 ATA----TGGCA---CTGATCTATATTTAGGCGACAACCCAC--ACA-AGTCAATTGCTCT------------TGTTCGTGTT---------------GATGTTGTTCCTGCTG-----------ACTCTGTTTATAC------------------GTAGCAACATCAACAACAGCAACAG---CAACAGCAACAGCAA------------CAACAACAAGGCCTAATTAATTA--ACTGA--AA-CGGG

droVir3 scaffold_12963:10114908-
10115035 +

ATA----TGGCA---CTGATCTATATTTAGGCGACAACCCAC--ACA-TTT-TGTTGTTGT---------------------------------------------TCCTG----------GCGGACTCTGTTTATAA------------------GT------------------AGTAA---CAACAACAACAGCAA------------CAACAACGAGGCCTAATTAATTA--ACTGA--AT-CGGG

droMoj3 scaffold_6500:2795219-
2795352 +

ATA----TGGCA---CTGATCTATATTTAGGCGACAACCCAC--ACA-AGTCAATT------TATGCTG------------------------------TTGTTGTTCCTTT---------TCGAACACTATTTATA----------------------------------------A--G---CAACAACAACAAGAA------------CAATAACGGGGCCTAATTAATTA--ACTGA--ATCGAGG

droWil2 scf2_1100000004909:11747515-
11747663 +

GTA----TATAACCC---ATTCACATATAAACATTTTCATGT--ACATAATCCGCTATAA----------------TTTTGTTAT------------TGGATTTGTTG---CTA-----------GCTC------TTA------------------ATAGTTACTCTGGACACAACAACAA---CAACAACAACAACAA------------CAACAACAAAACCTAAA---------ATGA--AATGAAA

dp5 4_group3:3012764-3012852 - -------------CAGTGATCTATATTTAGGCGACAACCCAC--ACA-ATTCACTTGTTGT-----------------------------------------------------------------CTGTGTTTATA----------------------------------------ACAA------CAACAAA----------------------ACAAGGCCTAATTAACT-TT---GA--------G
droPer2 scaffold_6:4077125-4077256 - ATACA---CACA---CAAATCTATATAGAAA-----ATCTAAGTGCA-AACCAATTGTGATTTAAGCTA------------------------------ATGACAG------CA-----------ACTAAATAAATAG------------------CTAA---------AA------ACAACAACAGCAGCAGCAGCAA------------CAACAACAGC-AACAAATACCA-AC---AA---------
droAna3 scaffold_13337:3556990-

3557115 +
-----------------------TATTTGAACAACAAACAAC--AAT-GGCAAA-GAT----AATGCTGCTAATGTTTTTGTTTT------------AGATGTTGTTGCTGCTG-----------TCGCCACTA----------------------GTAGT---------AGTA---GCAG---CAGCAGCAGCAACAG------------CAGCAGCAG--------CAGCT-AC---AA---------

droBip1 scf7180000396566:497513-
497626 +

ATA----TCGGATCCGTGATCTATATTTAGGCGACAACCCAC--ACG-ATTCACTTGTTGT-------------------------------------------------------------------CTGTTTATA----------------------------------------ACAA---CAACAACAACAAT-A------------CAAT-ACCAGACCTAATTAACT-TT-TCGA--GG-TGTG

droKik1 scf7180000302472:34215-34321
+

GTA----TCGGATCCGTGATCTATATTTAGGCGACAACCCAC--ACA-ATTCACTTGTTGT-------------------------------------------------------------------CTGTTTATA----------------------------------------AGAA---AAACAACAACAACAA------------GAGC-ACAAGGCCTAATTAACT-TT---GA---------

droFic1 scf7180000453948:1738236-
1738355 -

G-----------------------------GCTGCAGCCAAT--ACG-AATCAGCG----------------------TCGTTTTTGTTGTCGTGTC-G------------TCG-----------TCGT------TCATTCGGTTCTATTGAAACAGCA------------------ACAA---CAGCAACAACAACAGCAACAACAGCAGCAGCAACAA--------CAAC-----------------A

droEle1 scf7180000490579:574347-
574452 -

AT------CGGATCCGTGATCTATATTTAGGCGACAACCCAC--ACA-ATTCACTTGTTGT-------------------------------------------------------------------CTGTTTATA----------------------------------------A---------CAACAACACAAA------------GACCGACAAGGCCTAATTAACT-TT---GA--GG-TGTG

droRho1 scf7180000780103:214187-
214276 -

-------------CCGTGATCTATATTTAGGCGACAACCCAC--A-A-ATTCACTTGTTGT-------------------------------------------------------------------CTGTTTATA----------------------------------------ACAA--------------CAAA------------CACCGACAAGGCCTAATTAACT-TT---GA--GG-T---

droBia1 scf7180000301468:936090-
936194 +

-------------CCGTGATCTATATTTAGGCGACAACCCAC--ACA-ATTCACTTGTTGT-------------------------------------------------------------------CTGTTTATA----------------------------------------ACAG---AAACAACAACACAAA------------CACCGACGAGGCCTAATTAACT-TT---GA--GG-TGTG

droTak1 scf7180000415914:514947-
515053 +

AT-----------CCGTGATCTATATTTAGGCGACAACCCAC--ACA-ATTCACTTGTTGT-------------------------------------------------------------------CTGTTTATA----------------------------------------ACAA---AAACAACAACACAAG------------CACCGACAAGGCCTAATTAACT-TT---GA--GG-TGTG

droEug1 scf7180000409466:3048417-
3048560 -

A------------------------TTCAGCCAAAAACTGCA--ACA-AATTG-TT---------------------GTTGTTG---------------TTGTTGTTGCTTCTGCTGTTGTTCGATAACCATTT----------------------GTAGTTGCATTTGCAACAGCAACAG---CAACAACAACAGCAA------------CAACAGCAACTTGTAATGCCCTC--ATTGA--GG-ATGG

dm3 chr2L:16768182-16768289 + GTA----TCGGATCCGTGATCTATATTTAGGCGACAACCCAC--ACA-ATTCACTTGTTGT-------------------------------------------------------------------CTGTTTATA----------------------------------------ACAA---AAACAACAACACAAG------------CACCGACCAGGCCTAATTAACT-TT---GA---------
droSim2 2l:16334923-16335030 + GTA----TCGGATCCGTGATCTATATTTAGGCGACAACCCAC--ACA-ATTCACTTGTTGT-------------------------------------------------------------------CTGTTTATA----------------------------------------ACAA---AAACAACAACACAAG------------CACCGACCAGGCCTAATTAACT-TT---GA---------
droSec2 scaffold_7:414969-415076 + GTA----TCGGATCCGTGATCTATATTTAGGCGACAACCCAC--ACA-ATTCACTTGTTGT-------------------------------------------------------------------CTGTTTATA----------------------------------------ACAA---AAACAACAACACAAG------------CACCGACCAGGCCTAATTAACT-TT---GA---------
droYak3 2R:4333756-4333867 - ATTCGAATCGGATCCGTGATCTATATTTAAGCGACAACCCAC--ACA-ATTCACTTGTTGT-------------------------------------------------------------------CTGTTTATA----------------------------------------ACAA---AAACAACAACACAAG------------CACCGACCAGACCTAATTAACT-TT---GA---------
droEre2 scaffold_4770:6556210-

6556325 +
TTG----C-TGTTGCATGTTGCATGTTGTTGCTG---------------CTCTGGCTTTTG-------------------------------------------------------------------CTGCCGACA-------------------ACA---------GCAATAGCAACAG---CAACAGCAACAGAAA------------CAGCAGCAGGGC-AAAC-AAGT-TGAATGGCATC-CAGA
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Legend: mature star mismatch in alignment mismatch in read
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Flybase annnotation

intron [Dgri\GH18673-in]; CDS [Dgri\GH18673-cds]; CDS [Dgri\GH18673-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AATTCCATCACGGCGAGGAGCGCAAAATCATAGTATTCACAAAGGGCAACGTAAGTACATTCGGTGAGCAAATAACTGTTATGTTTGCTGACAAAATGCATTTACAGGAAGAGATTGCAGAAGCACGAGGAGCAGGCGCCTCCCTTGTGGGTGGCGT

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

V109

male
body

.....................................................................................TGCTGACAAAATGCATTTACAG.................................................. 22 0 1 25.00 25 24 1

..................................................GTAAGTACATTCGGTGAGCA....................................................................................... 20 0 1 14.00 14 2 12

..................................................GTAAGTACATTCGGTGAGCAA...................................................................................... 21 0 1 9.00 9 2 7

..................................................GTAAGTACATTCGGTGAGC........................................................................................ 19 0 1 4.00 4 0 4

.....................................................................................TGCTGACAAAATGCATTTACA................................................... 21 0 1 3.00 3 3 0

..................................................GTAAGTACATTCGGTGAGCAAA..................................................................................... 22 0 1 2.00 2 1 1

.....................................................................................TGCTGACAAAATGCATTTACAC.................................................. 22 1 1 2.00 2 2 0

......................................................................................GCTGACAAAATGCATTTACAGT................................................. 22 1 1 2.00 2 2 0

......................................................................................GCTGACAAAATGCATTTACAG.................................................. 21 0 1 2.00 2 2 0

..................................................GTAAGTACATTCGGTGAGCAAAG.................................................................................... 23 1 1 1.00 1 0 1

....................................................................................TTGCTGACAAAATGCATTTACAG.................................................. 23 0 1 1.00 1 1 0

.....................................................................................TGCTGACAAAATGCATTTACAGT................................................. 23 1 1 1.00 1 0 1

......................................................................................GCTGACAAAATGCATTTACAGTTT............................................... 24 3 1 1.00 1 1 0

..................................................GTAAGTACATTCGGTGAGCAAT..................................................................................... 22 1 1 1.00 1 0 1

Anti-sense strand reads

TTAAGGTAGTGCCGCTCCTCGCGTTTTAGTATCATAAGTGTTTCCCGTTGCATTCATGTAAGCCACTCGTTTATTGACAATACAAACGACTGTTTTACGTAAATGTCCTTCTCTAACGTCTTCGTGCTCCTCGTCCGCGGAGGGAACACCCACCGCA

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droGri2 scaffold_14906:2062002-

2062159 -
dgr_56 AATTCCATCACGGCGAGGAGCGCAAAATCATAGTATTCACAAAGGGCAACGTAAGTAC--------------------------------------ATTCGGTGAGCAA-ATAACTGTTATGTTTGCTGACAAAATGCATTTACAGGAAGAGATTGCAGAAGCACGAGGAGCAGGCGCCTCCCTTGTGGGTGGCGTG

droVir3 scaffold_12855:971762-971918
-

AGTTTCATCACGGCGAAGATCGCAAAATCATAGTATTTACTAAGGAAAATGTAAGTTTTT-AAAGAACAAAACAAAATGTTA-------TGCTCGT--------------------------------TAACCCATGGATTTTCAGGAGGAAATTACAAAGGCGCGCGAAGCGGGCGCCACGCTTGTGGGCGGCGTG

droMoj3 scaffold_6540:7562333-
7562494 +

AATTTGATCACGGCGAGGAACGTAAGATCATAGTATTCACAAAGGGCAATGTAAGTCTGACAATGAACAAATATATATTTAG-------T-------GCATGCTAAT---------------------ACACAAATATAATTTTAGGATGAAATTGTTGAAGCTCGCGAAGCAGGCGCTACTCTTGTGGGTGGCGTG

droWil2 scf2_1100000004902:2799355-
2799512 -

AGTTTGCCCATGGCGAGGAGCGCAAGATCATTGTGTTCACCAAGGGCAATGTAAGTAT--------------------------------------CTTACCTGTTTTA-GTGAAATTCGAATACCAAAACCCCCTTTGATTGTAGAACGAAATTATTGAAGCACGTGAAGCAGGAGCCTCGCTTGTTGGCGGTGTA

dp5 2:14649380-14649531 + AGTTTGAGCATGGCGAGGAGCGCAAGATCATTGTTTTCACCAAGGGAAACGTGAGGAA---------CATATCTTAACTTTG----GATTACTTAT--------------------------------TGAATAATCCGTTTTTAGGACGAAATCTTAGAGGCAAGAGAGGCCGGTGCTTCGCTTGTCGGTGGCGTG
droPer2 scaffold_0:5768207-5768362 - AGTTTGAGCATGGCGAGGAGCGCAAGATCATTGTTTTCACCAAGGGAAACGTGAGGAA---------TATATTTTAACTTTGATTGGATTACTTAT--------------------------------TGAATAATCCGTTTTTAGGACGAAATCTTAGAGGCAAGACAGGCCGGTGCTTCGCTTGTCGGTGGCGTG
droAna3 scaffold_13340:13225427-

13225584 +
AGTTCGAGCACGGCGAGGAGCGAAAGATCATCGTCTTTACCAAGGGAAACGTAAGAAA--------------------------------------CTCCATATATATACTTTATACATTATTTACCTCTTTA-AATCTTATTCAGAATGAAATTGTGGAAGCCAGAGAAGCTGGTGCGTCCTTGGTAGGAGGAGTG

droBip1 scf7180000396691:2097859-
2098015 +

AGTTCGAGCACGGCGAGGAGCGAAAGATCATCGTCTTTACCAAGGGAAATGTAAGGGA--------------------------------------CTG-AGATATATAGCTTATACTTTACTAACTTCATTA-AATCCTATTTAGAATGAAATAGTGGAAGCCAGAGAAGCTGGTGCGTCCTTAGTAGGAGGAGTG

droKik1 scf7180000302810:178176-
178330 -

GGTTTGAGCACGGGGAGGAGCGCAAGATCATAGTCTTCACCAAAGGAAACGTGAGTGTGC-CCAGAAGACTCCAG-G-------------------CTCCAG---------------------ATCTATATGGTTTTTCCTTGCAGAGCGAGGTCCTGGAGGCGCGGGAAGCGGGCGCGTCCCTCGTGGGCGGCGTG

droFic1 scf7180000454073:3320294-
3320452 -

AGTTTGAGCACGGCGAGGAGCGCAAGATCATAGTGTTTACTAAGGGAAATGTGAGTAA--------------------------------------AGCTTTGTGTATTTATGATCCCTTATTACCTCCATTTCTATCCTTTACAGATCGAAGTTCTCGAGGCTAGGGAAGCTGGCGCCTCGCTTGTCGGCGGCGTG

droEle1 scf7180000491212:1701107-
1701265 -

AGTTCGAGCACGGCGAGGAACGCAAGATCATTGTCTTTACCAAGGGAAACGTGAGTGG--------------------------------------ATCCTAATAGATCCTTGAACCCCCAGTAACTCTCTGTACTTCCTTCACAGAACGAAGTCTTGGAGGCCAGGGAAGCTGGTGCCTCGCTCGTCGGCGGCGTG

droRho1 scf7180000779995:90519-90677
+

AGTTTGATCACGGCGAGGACCGTAAGATCATCGTCTTTACCAAGGGAAATGTAAGTGA--------------------------------------ATCTCCATATTTCCAGAATCCCCGAATTACTCATTATATTCCCTTTACAGAACGAAGTCCTGGAGGCCAGGGAAGCTGGCGCATCGCTCGTTGGCGGCGTG

droBia1 scf7180000302402:6816972-
6817130 +

AGTTTGACCATGGCGAGGAGCGCAAGATTATTGTTTTCACCAAGGGAAACGTGTGTAA--------------------------------------AGATTCCTAGTTTTTGAATTCTTCAATAACACTTTGGAATTCCCTTGCAGAACGAAGTCGTGGAGGCCAGGGAGGCTGGAGCCTCTCTCGTCGGCGGCGTG

droTak1 scf7180000415750:38162-38320
+

AGTTTGAGCACGGCGAGGAGCGCAAGATTATAGTTTTCACCAAGGGAAATGTGAGTGG--------------------------------------TAGTCCATAGTTTGTAAATCCTTTTATAACATCTTGTAATTCCCTTTTAGAATGAGGTACTAGAGGCCAGGGAAGCTGGAGCCTCGCTCGTCGGCGGCGTG

droEug1 scf7180000409490:593660-
593818 -

AGTTTGAGCACGGCGAGGAGCGAAAGATAATTGTCTTCACCAAGGGAAATGTAAGTAA--------------------------------------AACTACCTAATTCTAAAATCCAAAAATATCATCTTTAAATTTCTCTATAGAACGAAGTCTTGGAGGCCCGAGAAGCTGGCGCCTCGCTTGTTGGCGGCGTC

dm3 chr3R:4127739-4127896 + AGTTTGACCACGGCGAGGAGCGGAAGATCATAGTTTTCACCAAGGGAAATGTGAGTGC--------------------------------------AGCTTCTTAGTAC-AAAATCATAAAATAACATCTTGAAATTTATTTCCAGAATGAAGTCCTGGAGGCCAGGGAAGCTGGCGCCTCGCTAGTCGGCGGCGTG
droSim2 3r:16839013-16839170 - AGTTTGACCACGGCGAGGAGCGGAAGATCATAGTTTTCACCAAGGGAAATGTGAGTGC--------------------------------------AGCTCCTTAGTAC-AAAAGCTTAAAATAACATCTTTAAATTCATTTCCAGAATGAAGTCCTGGAGGCCAGGGAAGCCGGCGCCTCGCTAGTCGGCGGCGTG
droSec2 scaffold_0:17701297-17701454

-
AGTTTGACCACGGCGAGGAGCGGAAGATCATAGTTTTCACAAAGGGAAATGTGAGTGC--------------------------------------AGCTCCTTAGTAC-AAAAGCTTAAAATAACATCTTTAAATTCATTTCCAGAATGAAGTCCTGGAGGCCAGGGAAGCCGGCGCCTCGCTAGTCGGCGGCGTG

droYak3 3R:8202977-8203135 + AGTTTGACCACGGCGAAGAGCGGAAGATCATTGTCTTCACCAAGGGAAATGTGAGTGG--------------------------------------AGCTCCGTAATTGAGAAATCATGAAACAACATCTTGAAATTCATTTCCAGAATGAAGTCCTGGAGGCGAGGGAAGCTGGTGCCTCGCTAGTCGGCGGCGTG
droEre2 scaffold_4770:17445722-

17445880 -
AGTTTGACCACGGTGAGGAGCGGAAGATCATTGTTTTCACCAAGGGGAATGTGAGTGG--------------------------------------AGCTCCTTAGTTACAGAATCATCAAAAATCATTTTAAAATTCATTTCCAGAATGAAGTCCTGGAGGCTAGAGAAGCTGGCGCCTCGCTAGTCGGCGGCGTG
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:17445722-17445880


ID:
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Confidence:
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Canonical miRNA
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Legend: mature star mismatch in alignment mismatch in read
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Show Alternate Folds

Flybase annnotation

intergenic

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TATCCCAGTCTATCGATAGACAACGATTGTCAGTTAGGCTATTCGGCTAACAATTGTTGTTGGATTGGAATCACGACTCTCCGCTGTTATGTAGAAATACATTGTTTAACAATAATAACAACGAGTCTCGCGCTTCAAATCAAATGCAATTGGTTCTTCAGCAATGCAAAGTGTACAATATGATTTTTGGATTTAGTTACC

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

#
Mismatch

Hit
Count

Total
Norm Total

V109

male
body

M041

female
body

.................................................................TGGAATCACGACTCTCCGCTGT.................................................................................................................. 22 0 1 53.00 53 51 2

.................................................................TGGAATCACGACTCTCCGCTGTT................................................................................................................. 23 0 1 5.00 5 5 0

.....................................................................................................................ACAACGAGTCTCGCGCTTCA................................................................ 20 0 1 2.00 2 2 0

.................................................................TGGAATCACGACTCTCCG...................................................................................................................... 18 0 1 2.00 2 2 0

.....................................................................................................................ACAACGAGTCTCGCGCTTCAAAT............................................................. 23 0 1 1.00 1 1 0

.....................................................................................................................ACAACGAGTCTCGCGCTTCAA............................................................... 21 0 1 1.00 1 1 0

.................................................................TGGAATCACGACTCTCCGCT.................................................................................................................... 20 0 1 1.00 1 1 0

.................................................................TGGAATCACGACTCTCCGCTGC.................................................................................................................. 22 1 1 1.00 1 1 0

.................................................................TGGAATCACGACTCTCCGC..................................................................................................................... 19 0 1 1.00 1 1 0

Anti-sense strand reads

ATAGGGTCAGATAGCTATCTGTTGCTAACAGTCAATCCGATAAGCCGATTGTTAACAACAACCTAACCTTAGTGCTGAGAGGCGACAATACATCTTTATGTAACAAATTGTTATTATTGTTGCTCAGAGCGCGAAGTTTAGTTTACGTTAACCAAGAAGTCGTTACGTTTCACATGTTATACTAAAAACCTAAATCAATGG

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

#
Mismatch

Hit
Count

Total
Norm Total

No data available in table
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droGri2 scaffold_15081:2044659-

2044859 -
dgr_45 TATCCCAGTCTATCGATAGACAA--CGATTGTCAGTTAGG--------------CTATTCG----GCTAACAATTGTTGTTGGATTGGAATCACGACTCTCCGCTGTTATGTAGAAATACATTGTTTAAC---------AATAATAACAACGAGTCTCGCGCTTCAAATCAAATGCAATTGGTTCTTCAGCAATGCAAAGTGTACAATATGATTTTTGGATTTAGTTACC

droVir3 scaffold_13042:907078-907225
-

dvi_343 GC-------CTATCGATAAACCTATCGA-TAAGCAT-------------AGCGCCCAATCGATTAGTTGACAATTGCTGTTGATTTGGAATCACGACACTCAACTGTTATGTAGAA-----------------------AACGATAACAGTGAGTCTCGCGTTCCAACTCAAAGGCAAT-AATTCTCGAGCAA-------------------------------------

droMoj3 scaffold_6328:2901283-
2901391 -

dmo_204 TC-------C-------------------------------------------------------GTTCACAATTGCTGTTGATTTGGAATCACGAAACTCATCTGTTATGTAGCG-----------------------AACGATAACAGTGAGTCTCGCATTCCAACTCAAAGGCAAT-AATTCAGTAGCAACG-----------------------------------

droWil2 scf2_1100000004909:7956558-
7956706 +

TG---------ATCAATATACATGTGTG-TGTGAGTGTGTTTGTGTGGGATCGCCATATT----------GTTTTGTAGATGTGTTGGAATCACGACATTCAACTGTTATGTTTACATA---TGTCTAACATTCTGTTATAGTATAACAGTGTGTCTTGCGTTCCTACTCAA----------------------------------------------------------

droEle1 scf7180000490751:1118639-
1118647 +

TTTGGCAGT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

Generated: 09/08/2015 at 06:12 PMcrit.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
4
0

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15081:2044659-2044859
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15081:2044659-2044859
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_45.html
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http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_343.html
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490751:1118639-1118647


ID:
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No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AGGACATTTTTGGGCCGCTGCAAAACGATTCTGTGATAATTGTCATACAGGTGAGTGGAATTTTGTTTGGAGCTACAAATGCTAGAAACATTTCTTACTCGCAGGTCCACACGAGGATCAATTATCTGCGCCATTTGATTGTTAGTTTGGCGCA

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

V109

male
body

..................................................................................TAGAAACATTTCTTACTCGCAG.................................................. 22 0 1 30.00 30 30 0

..................................................................................TAGAAACATTTCTTACTCGCAGT................................................. 23 1 1 8.00 8 6 2

..................................................................................TAGAAACATTTCTTACTCGCA................................................... 21 0 1 7.00 7 7 0

...................................................................................AGAAACATTTCTTACTCGCAG.................................................. 21 0 1 2.00 2 2 0

...................................................................................AGAAACATTTCTTACTCGCAGT................................................. 22 1 1 2.00 2 1 1

..................................................GTGAGTGGAATTTTGTTTGGAGC................................................................................. 23 0 1 1.00 1 1 0

Anti-sense strand reads

TCCTGTAAAAACCCGGCGACGTTTTGCTAAGACACTATTAACAGTATGTCCACTCACCTTAAAACAAACCTCGATGTTTACGATCTTTGTAAAGAATGAGCGTCCAGGTGTGCTCCTAGTTAATAGACGCGGTAAACTAACAATCAAACCGCGT

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

#
Mismatch

Hit
Count

Total
Norm Total

No data available in table
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droGri2 scaffold_15074:2995012-

2995165 +
dgr_239 AGGACATTTTTGGGCCGCTGCAAAACGATTCTGTGATAATTGTCATACAGGTGAGTGGAATT---TTGTTT---GG-AGC-----------T------------------------------------------------------------------ACAAAT-----------GC--TAGA----------AACATTTCTTA-CTCGCAGGTCCACACGAGGATCAATTATCTGCGCCATTTGATTGTTAGTTTGGCGCA

droVir3 scaffold_12822:799312-
799469 -

dvi_2368 AGGACACGTTCGGGCCGTTGCAAAACGATTCTGTGATAATTGTCGTGCAGGTGGGTGAACTT---GTGTTT---T--------------------------------------------------------------------GTTTGTTTCCTTGGCTT-------------------TAGA----------AACATTTCCTA-CTCGCAGGTGCACACGCGCATCAATTATCTGCGCCATCTGATTGTCAGCCTGGCGCA

droMoj3 scaffold_6540:33460638-
33460801 -

AGGAGACGTTCGGGCCGCTGCAAAACGATTCTGTGATAATTGTCGTGCAGGTGCGTGGTTGATCGA--------TG-GTG--------------------------------AGTGATC---------------------------------------------GAC--------AG--TGAGTAATCAGTACAACATTTTGC--ATTCCAGGTGCACACGCGCATCAATTACCTGCGCCATCTAATTGTGAGCCTGGCGCA

droWil2 scf2_1100000004943:5226512-
5226671 -

AGGACATCTTTGGACCGCTGCAAAACGATTCTGTGATAATTGTCATCCAGGTGAGACCAAT----------AACTAAAAGAGAAACATAAAAATAAAC-TATAAATTTGATG-------------------------------------------------------------------------------------------TTTATTTAGGTGCACACGAGAATCACGTATTTGCGTCATTTAATTGTGAGTCTGGCCCA

dp5 2:951550-951711 - AGGACACATTCGGTCCTCTGCAAAACGACTCTGTGATAATTGTAGTCCAGGTGAGTGCGGGACCCACTCACAGCTA-AAG-----------AATGTCCTCATCAACGTGGTGGAA----------------------------------------------------------------------------------------TTCTTACAGGTGCACACGAGGATTACTTACTTGCGGCATCTGATTGTGAGCCTGGCGCA
droPer2 scaffold_7:3737757-3737918

-
AGGACACATTCGGTCCTCTGCAAAACGACTCTGTGATAATTGTAGTCCAGGTGAGTGCGGGACCCACTCACAGCTA-AAG-----------AATGTCCTCATCAACGTGGTGGAA----------------------------------------------------------------------------------------TTCTTACAGGTGCACACGAGGATTACTTACTTGCGGCATCTGATTGTGAGCCTGGCGCA

droAna3 scaffold_13340:20852993-
20853150 -

AGGACACCTTTGGTCCTCTACAGAACGACTCTGTGATAATTGTAGTCCAGGTAAAGGGCC-C---AGGTTT---C--------------------------------------------------------------------ATCAAATTTTAAGATATCAAA-----------GA--TAAA----------CATA------TCCTTTTAGGTTCATACAAGGATTACGTATCTGCGTCACTTGATCGTCAGCTTGGCCCA

droBip1 scf7180000396413:1552722-
1552894 +

AGGATACCTTTGGCCCTCTACAGAACGACTCTGTGATAATTGTAGTCCAGGTAAGGTG------------------------------------------------------GATCCTCTACAATACTCCTATATTTTATTTTCCTAGAA----------AT--CATTTGTTTTTCTTTAA--------------T---------ATTTTAGGTTCACACAAGGATTACCTATCTGCGCCACTTGATCGTGAGCTTGGCGCA

droKik1 scf7180000302810:877748-
877899 -

AAGACACATTTGGGCCCCTGCAAAACGATTCTGTGATAATTGTAGTCCAGGTAAGTAGCCTC---ACGC-----CA-AAG-----------AGGATC-------------------------------------------------------------------GCC--------CTTTAA--------------CAGTTCCAT-TCTAAAGGTGCACACGAGAATTACCTACCTGCGCCATCTAATCGTAAGCCTGGCGCA

droFic1 scf7180000453826:753728-
753886 +

AGGATGTGTTCGGGCCCCTGCAAAACGACTCTGTGATAATTGTTGTCCAGGTAAGAGGATAT---ATATTT---G--------------------------------------------------------------------ACAAGAA----------AACTGAT--------TTGTAATA----------AATAAATTTAA-ATCTCAGGTGCATACGAGGATAACCTATTTGCGCCACTTGATTGTAAGTCTGGCGCA

droEle1 scf7180000491280:2120443-
2120595 -

AGGACGTCTTCGGGCCCCTGCAAAACGACTCTGTGATAATTGTAGTCCAGGTAAGTGTACCT---ATTCTT---TA-AGG-----------TAGATCCTCTATAA------------------------------------------------------------------------------------------TGTCTTAAA-ACCGCAGGTGCACACGAGGATTACATATCTGCGACATTTGATTGTCAGTCTGGCCCA

droBia1 scf7180000302113:1551724-
1551823 +

AGGACGTCTTCGGGCCGCTGCAAAACGACTCTGTGATAATTGTGGTCCAG------------------------------------------------------------------------------------------------------------------------------------------------------------------GTGCACACAAGGATCACCTATCTGCGCCACCTGATCGTGAGTCTGGCCCA

droTak1 scf7180000415765:237333-
237432 -

AGGATGTCTTTGGCCCGCTGCAAAACGACTCTGTGATAATTGTGGTCCAG------------------------------------------------------------------------------------------------------------------------------------------------------------------GTGCACACGAGGATCACCTATTTGCGCCATCTGATTGTCAGTTTGGCTCA

droEug1 scf7180000409555:324634-
324733 -

AGGACGTCTTCGGGCCCCTGCAAAACGACTCTGTGATAATTGTAGTCCAG------------------------------------------------------------------------------------------------------------------------------------------------------------------GTGCACACAAGAATTACCTATCTGCGCCATCTGATCGTGAGTCTGGCGCA

dm3 chr3R:25844605-25844704 - AGGACGTCTTTGGACCGCTGCAGAACGACTCTGTGATAATCGTGGTCCAG------------------------------------------------------------------------------------------------------------------------------------------------------------------GTGCACACGAGGATCACCTACCTGCGCCACCTGATCGTCAGCCTGGCGCA
droSim2 3r:25191000-25191099 - AGGACGTGTTTGGACCGCTGCAGAACGACTCTGTGATAATCGTGGTGCAG------------------------------------------------------------------------------------------------------------------------------------------------------------------GTGCACACGAGGATCACCTACCTGCGCCACCTGATCGTCAGCCTGGCGCA
droSec2 scaffold_4:4690446-4690545

-

AGGACGTTTTTGGACCGCTGCAGAACGACTCTGTGATAATCGTGGTGCAG------------------------------------------------------------------------------------------------------------------------------------------------------------------GTGCACACGAGGATCACGTACCTGCGCCACCTGATCGTCAGCCTGGCGCA

droYak3 3R:26767159-26767258 - AGGACGTCTTTGGACCGCTGCAGAACGACTCTGTGATAATCGTGGTCCAG------------------------------------------------------------------------------------------------------------------------------------------------------------------GTGCACACGAGGATCACCTACCTGCGCCACCTGATCGTGAGTCTGGCGCA

droEre2 scaffold_4820:2163233-
2163332 +

AGGACGTCTTTGGACCGCTGCAAAACGACTCTGTGATAATCGTGGTCCAG------------------------------------------------------------------------------------------------------------------------------------------------------------------GTGCACACGAGGATCACCTACCTGCGGCACCTGATCGTTAGTCTGGCGCA
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:26767159-26767258
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:2163233-2163332
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

GAACGGAAATTGAGTTCCTCGATAGTTCGAAGTGTCTACAATTTGATGACGTAAGAATTGGATGGATTCTTTAATAAAGGGATTATTACTGAAACCGTTCTCTCTTACAGCTACCGGATACCACGTACTATCTGAAGGCCATGGACTATATCATTACGAA

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

V109

male
body

.........................................................................................TGAAACCGTTCTCTCTTACAGT................................................. 22 1 1 15.00 15 12 3

........................................................................................CTGAAACCGTTCTCTCTTACAG.................................................. 22 0 1 14.00 14 6 8

.........................................................................................TGAAACCGTTCTCTCTTACAG.................................................. 21 0 1 10.00 10 10 0

........................................................................................CTGAAACCGTTCTCTCTTACA................................................... 21 0 1 7.00 7 6 1

.........................................................................................TGAAACCGTTCTCTCTTACA................................................... 20 0 1 4.00 4 4 0

...........................................................................................AAACCGTTCTCTCTTACA................................................... 18 0 1 1.00 1 1 0

.......................................................................................ACTGAAACCGTTCTCTCTTACA................................................... 22 0 1 1.00 1 0 1

.......................................................AATTGGATGGATTCTTTAAT..................................................................................... 20 0 1 1.00 1 0 1

........................................................................................CTGAAACCGTTCTCTCTTACAC.................................................. 22 1 1 1.00 1 1 0

........................................................................................CTGAAACCGTTCTCTCTTACAGT................................................. 23 1 1 1.00 1 1 0

........................................................................................CTGAAACCGTTCTCTCTTACACG................................................. 23 2 1 1.00 1 1 0

........................................................................................CTGAAACCGTTCTCTCTTACAGA................................................. 23 1 1 1.00 1 1 0

Anti-sense strand reads

CTTGCCTTTAACTCAAGGAGCTATCAAGCTTCACAGATGTTAAACTACTGCATTCTTAACCTACCTAAGAAATTATTTCCCTAATAATGACTTTGGCAAGAGAGAATGTCGATGGCCTATGGTGCATGATAGACTTCCGGTACCTGATATAGTAATGCTT

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

#
Mismatch

Hit
Count

Total
Norm Total

No data available in table
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droGri2 scaffold_15110:1503897-

1504052 -
dgr_65 GA------AATTGAGTTCCTCGATAGTTCGAAGTGTCTACAATTTGATGACG---------TAAGAATTGG-AT-GGATTCTT-TAATA-----------------------------AA----G-GGATTATTA-------------------CT-----GAAACCGTTCTCTCTTACAGCTACCGGATACCACGTACTATCTGAAGGCCATGGACTATATCATTACG--AA---G

droVir3 scaffold_13049:179509-179659
-

GA------GATCGAGTTCCTCGACAATTCAAAGTGTCTACAATTCGATCAGG---------TGAGATTTGA-AT-TCTTTAAT-TAAAA-----------------------------TC----G-GTATCTAAC----------------------------TTTTG-CTCCATTTGCAGCTGCCAGACACCACGTACTATTCAAAGGCCATCGAGTACATCATTGCG--AA---G

droMoj3 scaffold_6680:973193-973347
+

GA------GATTGAATTCCTTGACAGCTCAAAGTGTTTGCAATATGAAGAGG---------TAATAAATTA-----AAATTTT-TAACA-----------------------------AAGA--C-TGAATGCTA-------------------AT-----CAAGTCGTCAATTCTTGCAGCTGCCGGACACGTCTCAGTACTCGAAGGCCATGGAATTGATAATAGCC--AA---A

droWil2 scf2_1100000004729:2300557-
2300712 +

C-------TGTCGAGTTCCTAGATACTTCGAAATGTCTACATGTAGATATTGTATGTACTATA-AACAGGA-G---AAATCTCTCCAAG-----------------------------A-----T-TCACGTTTC-------------------AT-----CGATTTG---TTTTTGATAGATACCAAATACAACGGTTTTTGTCGAGGCTATGGAAGCAATAATTGA----A---C

dp5 XR_group8:3991795-3991953 - GAAAAAAGCGTTTTGTATATGGATACGTCAACGTGCCTGCACTTAGACGAGG---------TATTTATTTA-CG--T---------------------TATCTATGAGTTTTT----------------------------TCATA--TCAGTT---------TCCTG-TGTAACTTCTAGCTTCCAAATACCACAGTCTATGTGGAAGCCGTGGAGATGATTATTAAG--AA---G
droPer2 scaffold_29:223586-223757 - GAAAAAAGCGTTTTGTATATGGATACGTCAACGTGCCTGCACTTGGACGAGG---------TATTTATTTT-----------G-TTTTCATCTCACGCCATCTATCAGTTTCTG---------------------------TCATA--TCAGTT---------TCTTG-TGTAACTTCTAGCTTCCAAATACCACAGTCTATGTGGAAGCCGTGGAGATGATTATTAAG--AA---G
droAna3 scaffold_13337:8996106-

8996262 +
AA------CATTGAGTACATAGACACATCCGAATGTTTACATTTTGACAAGG---------TAGTCCTTGG-T-------------------------GGTCCTTAAGTTTATG----------G-AAACTAATG-------------------CTGAAACCAATTCG-ATTTCATTGCAGATGCCTAATACATCGTCTTATGTTAAGGGAATGGAGGATATAGT---G--AA---T

droBip1 scf7180000395984:48670-48831
+

AA------CATTGAGTACATAGACACATCCAATTGTTTACATTTTGACAAGG---------TAAGTCCTTA-CT------------------------AGTCCATAAGTTTCTAAAGAAT-CTTA-AAACTAATC----------------------------TCTAA-ACCTAATTGCAGATGCCAAACACATCGGCTTATGTTTCGGGAATGGAGGCGATAGTAAAC--GCT--A

droKik1 scf7180000302577:1297221-
1297381 -

GA------TATCGAGCGTATTGATGCCTCGCCGTGTCTGCACTTTGATGGGG---------TATACATAAA-GC-CCTATCCA-----C-----------------------------AT------------TACTTAACTTTATATAA-TGTT---------ATGTG-TGTTCTTTTTAGCTACCCAATACCGGAGAATATATTGCTGGCATGCAGAAGGTCATTGAC--ACGGAT

droFic1 scf7180000454105:1433728-
1433882 -

AA------TATCGAGCACATTGACACCTCGCAGTGCCTGCACTTCGACAATG---------TATGAACAGT-AA-TACATCCCGCAAAC-----------------------------A-----T-GTACACTAA-------------------TT-----CAATTCG-ATAATATTTCAGCTGCCCAACACCAAGGAGTTTGTGGAGGGCATGGAGGACATTATTCGG--AA---C

droEle1 scf7180000491249:2180004-
2180154 +

AA------TATCGAGCACATTGACACCTCGCAGTGTCTGCACTTTGATAAGG---------TATGAATAAA-ACTTCATTTTG-ATATA-----------------------------AT----A-AGATTAT-A----------------------------AATCA-ACTATATTTCAGCTACCAAATACCTCGGAATTTGTGGCGGGAATGGAGAACATAATTTCA--AA---C

droRho1 scf7180000777063:143725-
143876 +

AA------CATCGAGCACATTGATACCTCGCAGTGTCTGCACTTCGACACGG---------TATGATCGAA-AT-GCAATGTG-GGCGA-----------------------------AT----ATAAATAACGA----------------------------ATTCA-ATCAAATTTCAGCTGCCTAACACCACGGCTTATGTGGAGGGAATGGAGGATATAATTGCG--AA---G

droBia1 scf7180000302428:9812354-
9812509 -

GA------CATCCAGTTCTTAGACACATCCACCTGTCTGAATATGGAGGGGG---------TGAGTCTGGC-CA-AGATGGTG-CTCCG-----------------------------TT----G-AAATTCGAA-----TATA----------TG-----GAAATTGTCTACCCGTTTAGCTGCCAGACAGCAAAGTTTATGTTGACGCCTTGGATAAGATCGTTTC---------

droTak1 scf7180000415378:298586-
298746 +

GA------TATAGAGCATATTGATACCTCGCAGTGTCTGCACTTCGACAGTG---------TATGATTTTATAT-TTAATTCG-GAAGA-----------------------------CC-AATG-TAATTAATA-----A-------------CT-----TAAAT---CCCTATCTACAGCTGCCAAACACAACTGCCTTTGTGGAGGGAATGGAGAATATAGTTGAGCACAA--G

droEug1 scf7180000409466:842352-
842503 -

GA------TGTCACATCCATTGACTTCTCAAAGTGTTTACAACTTTTATTAG---------TATGTTTGAA-AC-TAAAACTGGTCAAA-----------------------------AT----A-ATGATAATA----------------------------ACGTT-ACCGTTTTTTAGCTACCCGATTCTAATATATATGTGAAGGGAATGGAGAAAATAATTGAG--CA---G

dm3 chr3L:3119497-3119648 - AA------TATCGAACACATTGATTCCTCGCAATGCCTGCACTTCGACAACG---------TATGACTGGA-AC-TCAATTTG-TAATA-----------------------------AC----A-AAATTATTA----------------------------ACCCC-ATCGTATTTTAGCTCCCGAACACCAAAGAATTTGTAGAGGGAATGGAGAATATAGTTGCA--AGT--G
droSim2 3l:2977445-2977596 - AA------TATCGAACATATTGATTCCTCGCAGTGCCTGCACTTCGACAACG---------TATGACTGGA-AC-TCAATTTG-TAACA-----------------------------AC----A-AAATTATTA----------------------------ACCCC-ATCTTATTCTAGCTCCCGAACACCAAAGAATTTGTAGAGGGAATGGAGAATATAGTTGCA--AAT--G
droSec2 scaffold_2:3113227-3113378 - AA------TATCGAACATATTGATTCCTCGCAGTGCCTGCACTTCGACAACG---------TATGACTGGA-TC-TCAATTTG-TAACC-----------------------------AC----T-AAATTATTA----------------------------ACCCC-ATCTTATTCTAGCTCCCGAACACCAAAGAATTTGTAGAGGGAATGGAGAATATAGTTGCA--AAT--G
droYak3 3L:8823767-8823917 + AA------TATCGAGCACATTGATTCCTCGCAGTGCTTGCACTTCGACAATG---------TATGTTTGGA-AT-TCAATTTG-TACGA-----------------------------AT----A-TAAATAATA----------------------------ACCCA-AACGTCTTTCAGCTCCCGAACACCAAAGAATTTGTAGAGGGAATGGAGACTATAGTTGCA--AA---C
droEre2 scaffold_4784:3128200-

3128350 -
AA------TATCGAGCACATTGATTCCTCGCAGTGCTTGCACTTCGACAAGG---------TATGACTGGA-AT-TCAATTTG-TACGA-----------------------------AC----A-TAAATAATG----------------------------GCCCA-AACGTCTTTTAGCTCCCGAACACCAAAGAATTTGTAGAGGGAATGGAGACTATAGTTGCA--AA---C
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intron [Dgri\GH24062-in]; CDS [Dgri\GH24062-cds]; CDS [Dgri\GH24062-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CCTCAATTGGATCGCAGGGCACCGTTGGCGGTCTCGTTGTCGCTGGCATCGTAAGTGTTGAGTAGTAAGGCGGCAAAAATTATATTTTACCAGCTGCCTGGCAGGTGCTATTGTATCGCTATGTCCTGAATACCAAACACTTACAGATGCTGAAGACGATCGGTTGGCGTGTGCTCGTTGGTATTGGTGCCCTCTA

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

V109

male
body

..............................................................................................................................TGAATACCAAACACTTACAGT................................................. 21 1 1 122.00 122 89 33

..............................................................................................................................TGAATACCAAACACTTACAG.................................................. 20 0 1 36.00 36 36 0

...............................................................................................................................GAATACCAAACACTTACAGT................................................. 20 1 1 17.00 17 17 0

..............................................................................................................................TGAATACCAAACACTTACAGA................................................. 21 0 1 9.00 9 9 0

..............................................................................................................................TGAATACCAAACACTTACA................................................... 19 0 1 6.00 6 6 0

...............................................................................................................................GAATACCAAACACTTACAG.................................................. 19 0 1 5.00 5 5 0

..................................................GTAAGTGTTGAGTAGTAAGGC............................................................................................................................. 21 0 1 3.00 3 2 1

.............................................................................................................................CTGAATACCAAACACTTACAGT................................................. 22 1 1 2.00 2 1 1

..............................................................................................................................TGAATACCAAACACTTACAGTA................................................ 22 2 1 2.00 2 2 0

..............................................................................................................................TGAATACCAAACACTTACAGAT................................................ 22 0 1 1.00 1 1 0

...................................................TAAGTGTTGAGTAGTAAGGCGG........................................................................................................................... 22 0 1 1.00 1 1 0

.......................................................................................................................................................GAAGACGATCGGTTGGCGTGTGCTC.................... 25 0 1 1.00 1 1 0

..............................................................................................................................TGAATACCAAACACTTACACT................................................. 21 2 1 1.00 1 1 0

.............................................................................................................................CTGAATACCAAACACTTACAG.................................................. 21 0 1 1.00 1 1 0

....................................................................................................................CGCTATGTCCTGAATACCAAACACTT...................................................... 26 0 1 1.00 1 1 0

..................................................GTAAGTGTTGAGTAGTAAGG.............................................................................................................................. 20 0 1 1.00 1 0 1

..............................................................................................................................................................ATCGGTTGGCGTGTGCTC.................... 18 0 1 1.00 1 1 0

..................................................GTAAGTGTTGAGTAGTAAGGCGGCAAA....................................................................................................................... 27 0 1 1.00 1 0 1

..................................................GTAAGTGTTGAGTAGTAAGGCG............................................................................................................................ 22 0 1 1.00 1 0 1

.................................................................................................................................ATACCAAACACTTACACT................................................. 18 2 17 0.06 1 1 0

Anti-sense strand reads

GGAGTTAACCTAGCGTCCCGTGGCAACCGCCAGAGCAACAGCGACCGTAGCATTCACAACTCATCATTCCGCCGTTTTTAATATAAAATGGTCGACGGACCGTCCACGATAACATAGCGATACAGGACTTATGGTTTGTGAATGTCTACGACTTCTGCTAGCCAACCGCACACGAGCAACCATAACCACGGGAGAT

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droGri2 scaffold_14853:9609036-

9609231 -
CCTCAATTGGATCGCAGGGCACCGTTGGCGGTCTCGTTGTCGCTGGCATCGTAAGTGT----TGAG-T----A-GTA-AG--G-----------C--GGCA------AAAATTA-T------------------------------------------------------A-------------TTTTAC--CAG--CT-G------------------CCTGGCAGGTGCTATTGTATCGCTATGTC------CTGAATA----------CCAAACACTTACAGATGCTGAAGACGATCGGTTGGCGTGTGCTCGTTGGTATTGGTGCCCTCTA

droVir3 scaffold_12928:7549567-
7549761 +

CCTCGATTGGTTCGCAGGGCACCGTTGGCGGTCTCGTTGTTGCCGGCATTGTAAGTAT----GGTT-G----G--TG-T------------------GCTG------------------TGC--CCTG---------------------------------------ATTAT------------ATTCAC--CGG--CT-G------------------CCTAGCAGGTGCTATTATATCGCTATGTG------CTGAAAA----------CCGAACACTTGCAGATGCTGAAAACGATCGGCTGGCGCGTTCTTGTTGGCATTGGTGCCCTCTA

droMoj3 scaffold_6473:2483773-
2483938 -

CCTCGATTGGATCGCAGGGCACAGTGGGCGGTCTTGTTGTGGCGGGCATTGTAAGTAT----TGCT-G----GG-A-GA-GAGTCC---TGAT---------------------------------------------------------------------------------------------------------------------------------------------------GTTATTTG------CTGGATCTTTAAAACA-CTGAACACTTGCAGATGCTGAAGACGATCGGGTGGCGCGTCCTTGTTGGCATCGGTGCACTCTA

droWil2 scf2_1100000004590:4727564-
4727796 +

CATCGATTGGATCACAGGGCACTGTTGGTGGTCTCGTTGTTGCTGGCATTGTAAGTAT----CGCA-AATAGTTGTA-AG--ATCGTTCCCCCGTCTACCG------------------------------------------------CAATTGCCCTCCCCCCTACCACCCTC----CCTCCCTCCC-----------T------------------TCAAGTAGGTGCTAATGAAACGCTATGTG------CTGAACA-------CACCCGAACAATTGCAGATGCTGAAAACGATCGGTTGGCGTGTTCTAGTCGGCGTAGGTGCCCTCTA

dp5 XL_group1a:6759672-6759932
-

CATCTGTCGGCGGTCAGGGCACAATGGGTGGCCTTTTGGTGGCCGGTATCGTAAGTAT----TATG-T----T-----------------------TGCTGTGTTTCTTT--TTT-------GTGTCTCTGCTGTTTGTGCAGCTAGCGACCTGTCGCCCCGCTCTCCCTGGCCCCCTGACCCCGCCCCA--AAA--TG-CAGATTGTGTACGATCATTTCAAGCCGATACCATTCCATCGCT----------------------------TATCTTACTTCCAGATGCTGAAAACAATCGGATGGCGCGTCCTGGTCGGTGTGGGTGCACTCTA

droPer2 scaffold_25:549916-550172 + CATCTGTCGGCGGTCAGGGCACAATGGGTGGCCTTTTGGTGGCCGGTATCGTAAGTAT----TATG-T----T-----------------------TGCTGGGTTTCCTT--TTT-------GTGTTTCTGCTGTTTGTGCAGCTAGCGACCTGTCGCTCCACTCTCCCTGGCCC----ACCCCGCCCCA--AAA--TG-CAGATTGTGTACGATCATTTCAAGCCGATAACATTCCATCGCT----------------------------TACCCCACTTCCAGATGCTGAAAACAATCGGATGGCGCGTCCTGGTCGGTGTGGGTGCACTCTA
droAna3 scaffold_13335:2117788-

2117998 -
GCTCGATTGGATCGCAGGGCACTGTGGGTGGCCTTGTGGTGGCCGGCATCGTAAGTTC----AAAT-A----G--TAG------TC---TCATGT--AACA------------------AAC--GCCT---------------------------------------CTTGT------------GCTCAG--CAAGCTC-C------------------GCAAGCAGGTGATAATGAAACGGTATGTGTATTCGCTGAATC----------CCGAACACTTGCAGATGCTGAAAACGATCGGATGGCGGGTACTTGTCGGCGTCGGCGCCCTCTA

droBip1 scf7180000396362:30147-
30357 +

GCTCGATTGGATCGCAGGGCACGGTCGGTGGACTTGTTGTGGCCGGCGTTGTAAGTTG----AAAA-A----A--TA-A--AACTC---TCTTG---------------------TAACGAC--GCCT---------------------------------------CTTGT------------GCTCAA--TGC--TC-C------------------GCAAGCAGGTGTTTATGAGACGGTATGTGTATTCGCTGAATC----------CCGAACACTTGCAGATGCTGAAAACGATCGGATGGCGTGTCCTTGTCGGTGTCGGCGCCCTCTA

droKik1 scf7180000302586:133702-
133902 -

CCTCCATCGGATCGCAGGGCACAGTGGGCGGCCTTGTGGTTGCTGGCATTGTAAGTAA----CTTT-G----T--T-CT-----------CCTGTCTGTTG------------------TG---TCCC---------------------------------------CTTGT------------GCCCAC--GAA--TG-C------------------CCAAGCAGGTGCTATTGAAACGTTACGGG------ATACAAA----------TAAACCCTTTCCAGATGCTGAAAACTATTGGTTGGCGTGTCCTGGTCGGTGTCGGCGCCCTCTA

droFic1 scf7180000454072:1118304-
1118506 -

CCTCGATTGGATCCCAGGGCACTGTTGGCGGCCTCGTCGTCGCTGGCATCGTAAGTTT----CGCT-G----C--TCCT-----------GACGTCTGTTC------------------AAC--GCCT---------------------------------------CTTGT------------GCTTAC--GAA--TG-C------------------CCAAGCAGGTGCTCTTCAATAGCTATGTG------CTGAAAA----------CTCATCACTTGCAGATGCTGAAAACGATCGGATGGCGCGTGTTGGTGGGCGTTGGCGCCCTTTA

droEle1 scf7180000490141:1006160-
1006363 +

CCTCCATTGGATCGCAGGGCACCGTTGGCGGTCTCGTCGTCGCCGGCATCGTAAGTGT----CCTC-C----G--T-CC-----------AACGTTCGCT----------------CCTCAC--ACCA---------------------------------------CTTGT------------GCTCAC--AAA--TG-C------------------CCAAGCAGGTGCTATTGAATCGCTATGTG------CTGAAAA----------CTCACCACTTGCAGATGCTGAAAACGATTGGATGGCGCGTCCTGGTTGGCGTGGGCGCCCTCTA

droRho1 scf7180000779986:740289-
740490 -

CCTCCATTGGATCCCAGGGCACCGTTGGCGGACTCGTCGTCGCCGGCATCGTAAGTGT----CCTT-A----C--T-CT-----------GACGTTCGCTC------------------TAC--GCCT---------------------------------------CTTGT------------GCTGAC--AAA--TG-C------------------CCAAGCAGGTGCTATTGAATAGCTATGTG------CTGAACA----------CTCACCACTTGCAGATGCTGAAAACGATTGGGTGGCGCGTCCTGGTGGGCGTGGGTGCCCTCTA

droBia1 scf7180000301760:3121829-
3122032 -

CCTCCATCGGGTCGCAGGGCACCGTGGGCGGCCTCGTCGTCGCCGGCATCGTAAGTGT----TCCCAG----C--T-CC-GCCTCC----------TCCTG------------------AAC--GCCT---------------------------------------CTTGT------------GCTCAC--AAA--CGCC------------------GCAAGCAGGTGCTACTGAATAGCTATGTG------CTGAATA----------CCCGTCACTTGCAGATGCTGAAAACGATCGGCTGGCGCGTCCTGGTGGGCGTGGGCGCCCTCTA

droTak1 scf7180000415381:137331-
137534 -

CCTCCATTGGATCCCAGGGCACCGTGGGTGGACTTGTCGTAGCCGGCATCGTAAGTTTGCGTTCAC----------------CTT---------T--AA----------------CCATCCCGTACCT---------------------------------------CTTGT------------GCTCAAGGAAA--CG-C------------------CCAAGCAGGTGCTTATGAATAGCTATGTG------CTGAAAT----------CCCAACACTTGCAGATGCTGAAAACCATCGGCTGGCGGGTTTTGGTCGGCGTGGGCGCCCTCTA

droEug1 scf7180000409033:595097-
595291 +

CCTCCATTGGATCCCAGGGCACCGTTGGCGGTCTCGTAGTCGCCGGTATCGTAAGTGT----CCTA-A----C--T--------AC-----------------------------TCGCAAC--ACCT---------------------------------------CTTGT------------GCTCAC--AAA--TG-A------------------CCAAGCAGGTGCTATTAAATAGCTATGTG------CTGAAAA----------CTCATCATTTGCAGATGCTGAAAACTATTGGCTGGCGCGTTTTGGTGGGCGTGGGAGCCCTGTA

dm3 chrX:6263676-6263875 + CCTCCATTGGATCGCAGGGCACCGTTGGTGGTCTCGTCGTAGCCGGTGTCGTAAGTGT----TAAC-G----G--TT-A--AATTA-----------------------------TCATAAC--ACCT---------------------------------------CTTGT------------CCTTAC--CAA--CG-A------------------CCAAGCAGGTGATAGTGCATAGCTATGTG------ATGAAAT----------CAAACCACTTGCAGATGCTGAAAACTATCGGCTGGCGTGTCCTGGTGGGCGTGGGTGCCCTCTA
droSim2 x:5887557-5887756 + CCTCCATTGGATCGCAGGGCACCGTTGGTGGCCTCGTCGTCGCCGGCATCGTAAGTGT----TAAC-G----C--TC-G--AATTA-----------------------------TCATAAC--ACCT---------------------------------------CTTGT------------CCTCAC--CAA--CG-A------------------CCAAGCAGGTGATAGTGCATAGCTATGTG------ATGAAAT----------CAAACCACTTGCAGATGCTGAAAACCATCGGCTGGCGCGTCCTGGTGGGCGTGGGCGCCCTCTA

droSec2 scaffold_4:508241-508442 - CCTCCATTGGATCGCAGGGCACCGTTGGTGGCCTCGTCGTCGCCGGCATCGTAAGTGT----TAAC-G----C--TC-G--AATTA-----------------------------TCATAAC--ACCT--------------------------------------CCTTGT------------CCTCAC--CAA--CGAC------------------CCAAGCAGGTGATAGTGCATAGCTATGTG------ATGAAAT----------CAAACCACTTGCAGATGCTGAAAACCATCGGCTGGCGCGTCCTGGTGGGCGTGGGCGCCCTCTA
droYak3 X:2255712-2255912 + CCTCCATTGGATCGCAGGGCACCGTTGGTGGCCTCGTCGTCGCCGGCATCGTAAGTGT----TAACAG----C--TC-A--GATTG-----------------------------TCGCCAC--ACCT---------------------------------------CTTGT------------GCTCAC--AAA--CG-C------------------TCAAGCAGGTGCTAGTGCATAGCTATGTG------CTGAAAT----------CAAACCACTTGCAGATGCTGAAAACCATCGGCTGGCGCGTGCTGGTGGGCGTGGGCGCCCTCTA
droEre2 scaffold_4690:15226574-

15226773 +
CCTCCATTGGATCGCAGGGCACCGTTGGTGGCCTCGTCGTCGCCGGCATCGTAAGTGA----TATC-G----C--TC-A--GATAT-----------------------------TCGCCTC--ACCT---------------------------------------CTTGT------------GCTTAC--AAA--TG-C------------------CCAAGCAGGTACTAGTACATAGCTGTATG------CTGAAAT----------CAAAACACTTACAGATGCTCAAAACCATTGGCTGGCGCGTACTGGTGGGCGTGGGCGCCCTGTA
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure
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Flybase annnotation

intron [Dgri\GH17761-in]; CDS [Dgri\GH17761-cds]; CDS [Dgri\GH17761-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CGAGGTGGACTCCAAATCCAACTCAGACGAGGAGTTCTTCGATTGTCTGGGTATGTGCCATCCATATGCTTTAGGTGCTCTAAACTAATTGTTGTCACTTACAGACACAAATGAGACGAACTCGCTGGCCAAATGGAGTTCGCTGGAGCTGTTG

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

V109

male
body

...................................................................................ACTAATTGTTGTCACTTACAG.................................................. 21 0 1 15.00 15 13 2

...................................................................................ACTAATTGTTGTCACTTACA................................................... 20 0 1 12.00 12 11 1

...................................................................................ACTAATTGTTGTCACTTACAGT................................................. 22 1 1 9.00 9 8 1

....................................................................................CTAATTGTTGTCACTTACAG.................................................. 20 0 1 3.00 3 3 0

.....................................................................................TAATTGTTGTCACTTACA................................................... 18 0 1 1.00 1 1 0

.............................................................................................................AATGAGACGAACTCGCTGGC......................... 20 0 1 1.00 1 1 0

...................................................................................ACTAATTGTTGTCACTTACAGTT................................................ 23 2 1 1.00 1 1 0

...........................CGAGGAGTTCTTCGATTGTC........................................................................................................... 20 0 1 1.00 1 0 1

..................................................................................................................GACGAACTCGCTGGCCAAATG................... 21 0 1 1.00 1 1 0

.....................................................................................TAATTGTTGTCACTTACAT.................................................. 19 1 2 0.50 1 1 0

Anti-sense strand reads

GCTCCACCTGAGGTTTAGGTTGAGTCTGCTCCTCAAGAAGCTAACAGACCCATACACGGTAGGTATACGAAATCCACGAGATTTGATTAACAACAGTGAATGTCTGTGTTTACTCTGCTTGAGCGACCGGTTTACCTCAAGCGACCTCGACAAC

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

#
Mismatch

Hit
Count

Total
Norm Total
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droGri2 scaffold_15081:119752-

119905 +
dgr_258 CGAGGTGGACTCCAAATCCAACTCAGACGAGGAGTTCTTCGATTGTCTGGGTATGTGC----------------------CATC-C----------ATA---------TGCTTTAG----------------------------------------------------------GTGC--T--------------CT----AAACTAATTG---TT------GTCACTT-ACAGACACAAATGAGACGAACTCGCTGGCCAAATGGAGTTCGCTGGAGCTGTTG

droVir3 scaffold_12970:5224751-
5224909 -

dvi_13172 TGAGGTGGACTCCAAATCGAACTCAGACGAGGAGTTCTTTGATTGTTTGGGTAAGTGC----------------------GCTG---------------------------------------------------------------------------------------TGGCAT----GTTCAATATGGATGTC----CGACTAATTTATGC-------TTCTCTT-GCAGACACAAACGAAACGAACTCGTTGGCGAAATGGAGCTCACTCGAGCTGCTG

droMoj3 scaffold_6473:4793264-
4793434 -

GGAAGTGGACTCCAAATCGAACTCGGATGAAGAGTTCTTCGATTGCTTGGGTGAGTCGT----------------------------------------------------------------------------TCGATCTCGATCTCGATCTCCCGGCTCTCTAT-------GCAGC----------------TT----CGATTAAT----GCTC-----GCACTTT-GCAGACACAAATGAGACCAACTCGCTGGCCAAGTGGAGCTCACTGGAGCTGTTG

droWil2 scf2_1100000004590:1162638-
1162806 -

GGAAGTTGATTCTAAATCCAATTCAGATGAGGAATTCTTTGATTGCTTGGGTAAGATAA---------------------ACTATTAGTCTGTTCTATA---------CCATTGTT----------------------------------------------------------GTAA--ACCA------------------------TTTTTAATTTCATTTGTTTGT-TTAGACACAAATGAGACAAATTCATTGGCCAAGTGGAGTTCGTTGGAGCTGTTG

dp5 XL_group1e:1311887-1312041
+

GGAAGTGGACTCCAAGTCGAACTCTGATGAGGAGTTCTTTGATTGTTTAGGTGGGTCTGC--------------------CATT-T-------------------CGTTCAT----------------------------------------------------TGA-------GCAATAACCA------------------------TTTATGCCC-----CCTCTTT-GTAGACACCAATGAGACGAACTCTCTGGCCAAGTGGAGCTCCCTGGAGCTGCTG

droPer2 scaffold_18:157908-158062 + GGAAGTGGACTCCAAGTCGAATTCTGATGAGGAGTTCTTTGATTGTTTAGGTGGGTCTGA--------------------CATT-T-------------------CGTTCAT----------------------------------------------------TGA-------GCAATAACCA------------------------TTTATGCCC-----CCTCTTT-GTAGACACCAATGAGACGAACTCTCTGGCCAAGTGGAGCTCCCTGGAGCTGCTG
droAna3 scaffold_13248:2890139-

2890298 +
GGAAGTGGACTCCAAGTCCAACTCCGATGAGGAATTCTTCGACTGTTTGGGTAAGAAG----------------------ACTC-T----------ATA---------CTTTTAAA----------------------------------------------------------GAAA--TC-------------------CAACTAATCCGGAGATCCA--ATCCCCT-CCAGACACCAACGAGACCAACTCCCTGGCCAAGTGGAGCTCCCTGGAGCTGTTG

droBip1 scf7180000396429:123062-
123219 -

GGAAGTGGACTCCAAGTCCAACTCTGAGGAGGAATTCTTCGATTGTTTGGGTAAGCATAG--------------------ACCT-T-------------------AGACCATCCAA----------------------------------------------------------GAAA--TCCAATTCTA--AC--------AGC----------TA-----ATCCTCT-CTAGACACCAACGAGACCAACTCCCTGGCCAAGTGGAGCTCTCTGGAGCTGTTG

droKik1 scf7180000302344:225820-
225872 +

GGAAGTGGACTCCAAATCCAATTCGGATGAGGAATTCTTTGATTGCCTAGGTA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000454073:1303342-
1303423 -

CTAAATTAAACGCTT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTCCTT-----TTTTTCC-GCAGATACCAATGAAACAAACTCGCTGGCCAAGTGGAGTTCCCTGGAGCTGCTG

droEle1 scf7180000491044:45899-
45952 -

A--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAGACACCAATGAGACGAACTCGCTGGCCAAGTGGAGCTCTCTGGAGCTGCTG

droRho1 scf7180000777352:24135-
24198 -

A----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TT-----TTCGTCA-ACAGACACCAATGAAACGAACTCGCTGGCCAAGTGGAGCTCCCTGGAGCTGTTG

droBia1 scf7180000302041:694568-
694655 +

CTATACTAATTGCTTATTTTACTCT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TT-----TTCCCCC-ATAGACACCAATGAGACGAACTCGCTGGCCAAGTGGAGCTCCCTGGAGCTGCTG

droTak1 scf7180000414562:491234-
491320 -

AA---CTAATCG----------------------------------------------------------------------------T---------------------------A--------TGCCA------------------------------------------------------------------------------TTT-----CCCTTTTTCTTTCAAAAGACACCAATGAGACGAACTCGCTGGCCAAGTGGAGCTCCCTGGAGCTGCTG

droEug1 scf7180000409008:87079-
87241 +

GGAAGTGGACTCCAAGTCTAATTCAGATGAGGAATTCTTCGATTGTCTGGGTAAGCCATG--------------------TCGC-A-----------TAACATTCC------------------------------------------------------TAACTAT-------ATAG----------------TCA----AAGCTAATCCC--TTT-----TTATATC-GTAGATACCAATGAAACAAACTCCCTAGCCAAGTGGAGCTCTTTGGAGCTGCTG

dm3 chrX:13665187-13665359 + GGAAGTGGACTCCAAATCCAATTCGGATGAGGAATTCTTTGATTGCCTGGGTAAGCATTG--------------------CATT-A-------------------TGAATATTCTA------------------------------------------G--------------AGAA----ACTAAAATA--ATAG-AGAA--ACTAATATGTATTT-----TCATTTC-ATAGACACCAATGAGACGAACTCGCTGGCCAAGTGGAGCTCGCTGGAGCTGCTT
droSim2 node_24415:70784-70972 - GGAAGTGGACTCCAAATCCAATTCGGATGAGGAATTCTTTGATTGCCTGGGTAAGCATTG--------------------CATT-A-------------------TGACTATTCTT------------------------------------------GCTCTCAAAAGCGCAAGAT----TTTTAAATTAAGTAA-AGAA--ACTAATTTGTATTT-----TCATTTC-ATAGACACCAACGAGACGAACTCGCTGGCCAAGTGGAGCTCGCTGGAGCTGCTG

droSec2 scaffold_20:303894-304094 + GGAAGTGGACTCCAAATCCAATTCGGATGAGGAATTCTTTGATTGCCTGGGTAAGCATTG--------------------CATT-A-------------------TGACTAGTCTT---------TGTCTTCGTTTT---------------------GCTGTCAAAACTGCAAGAT----CTTTACTTTAGATAA-AGAA--ACTAATTTGTAGTT-----TCATTTC-ATAGACACCAACGAGACGAACTCGCTGGCCAAGTGGAGCTCGCTGGAGCTGCTGdroYak3 X:7957837-7958034 + GGAAGTGGACTCCAAATCCAATTCGGATGAGGAATTCTTTGATTGTCTGGGTAAGCATTAATAAATGTTGATTAACATAAAGAAATCGC---------------------------AAAATATCTTGCCTTCGTTTCAATTTCAATT-----------------------------------------ATAATTATT----CAATTAATTTATA-------------TT-TTAGACACCAATGAGACGAACTCGCTGGCCAAGTGGAGCTCGCTGGAGCTGCTG
droEre2 scaffold_4690:13219266-

13219495 -
GGAAGTGGACTCCAAATCCAATTCGGATGAGGAATTCTTTGATTGCCTAGGTAAGCATTAGCCAACTTTGATTTACATAAAGAATTCGCGTATTCTTTA------TGACAACGCT----------TGCCACTGT-TT---------------------GCCCTCAAAGCCGCGAATT----CTTTTCGATGGGTATA----CAACTAATTT-TAATT------TCAATT-TTAGACACCAATGAGACGAACTCGCTGGCCAAGTGGAGCTCGCTGGAGCTGCTG
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Flybase annnotation

intron [Dgri\GH15201-in]; CDS [Dgri\GH15201-cds]; CDS [Dgri\GH15201-cds]; utr3 [utr3_minus_4500]; utr3 [utr3_minus_4499]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CATTCCATTGTGCGTCACATTTTTACCGGATGGCGCCGCCCTCTTCGATGGTATGTGCACCATTTTGGGGTTTAATTGGAGCAGGGGCATCTTTGTAATCTCTTTATGTGCACTTACAGAGTTCCCCGAGAATAGCCGTTCCGATCGCATGCTCTTCCTGCAGGAGACC

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

V109

male
body

..................................................................................................TCTCTTTATGTGCACTTACAGT................................................. 22 1 1 36.00 36 36 0

..................................................................................................TCTCTTTATGTGCACTTACAG.................................................. 21 0 1 12.00 12 11 1

..................................................................................................TCTCTTTATGTGCACTTACA................................................... 20 0 1 4.00 4 4 0

...................................................................................................CTCTTTATGTGCACTTACAGT................................................. 21 1 1 4.00 4 4 0

..................................................................................................TCTCTTTATGTGCACTTACAGTT................................................ 23 2 1 2.00 2 2 0

...................................................................................................CTCTTTATGTGCACTTACAG.................................................. 20 0 1 1.00 1 1 0

......................................................................................................................................GCCGTTCCGATCGCATGCTCTTCC........... 24 0 1 1.00 1 0 1

..................................................................................................TCTCTTTATGTGCACTTACAC.................................................. 21 1 1 1.00 1 1 0

..........................................................................................................................................TTCCGATCGCATGCTCTTCCTG......... 22 0 1 1.00 1 1 0

...............................................................................................TAATCTCTTTATGTGCACTTACA................................................... 23 0 1 1.00 1 1 0

..................................................................................................TCTCTTTATGTGCACTTAC.................................................... 19 0 1 1.00 1 1 0

Anti-sense strand reads

GTAAGGTAACACGCAGTGTAAAAATGGCCTACCGCGGCGGGAGAAGCTACCATACACGTGGTAAAACCCCAAATTAACCTCGTCCCCGTAGAAACATTAGAGAAATACACGTGAATGTCTCAAGGGGCTCTTATCGGCAAGGCTAGCGTACGAGAAGGACGTCCTCTGG

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

#
Mismatch

Hit
Count

Total
Norm Total

No data available in table
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droGri2 scaffold_15110:7810205-

7810373 -
dgr_305 CATTCCATTGTGCGTCACATTTTTACCGGATGGCGCCGCCCTCTTCGATGGTATGTGCACCAT--------T----------TTGGGGT-T--------TAAT-TG--GAGCAGGGGCATCT------------------TTGTA-ATCTCT---------------------TTATGT---GCAC-TTACAGAGTTCCCCGAGAATAGCCGTTCCGATCGCATGCTCTTCCTGCAGGAGACC

droVir3 scaffold_13049:3662227-
3662383 -

CATTCCACTGTGCGTCACCTTTTTGCCAAATGGCGCCACTCTCTTTGACGGTCTGTACAGCCC--------G---CTCTGATCTTT--CTTCTTGCT--------------------------------------------------------------G-CTTA----CT---GTTTT-T-TTCA-TTGCAGAATTTCCCGAGGACAGCCGTGCAGATCGCATGCTCTTCCTGCAGGAGGCT

droMoj3 scaffold_6654:387608-387771
+

CATTCCCTTATGCGTCAACTTTTTGCCAGAAGGCAAAGGCCTCTTTGATGGTACGCGTGCATTGCTCCAA-C----------TCTT-------------TGAT-TGGT-----------------AA-CTATATAG----CC-----------------A-AT----------AATTCC---AATC-TTGCAGAATTTCCTGAGGACAGCCGCTCGGATCGCATGCTCTTCCTGCAGGAGGCT

droWil2 scf2_1100000004511:2414102-
2414256 +

CATTCCATTGTGTGTAACCTTTTTGCCAGATGGTGCTGGTCTTTTTGATGGTAAGCTATAATG--------T------------AT--ATTAACGAT---------------------------A-------------TG----C-G-------------ATTTA----AG-GCAATAT---ATATTTGTTAGAATTTCCTGAGGAATCGCGATCAGATCGTATGTTATTTCTACAAGAATCC

dp5 XR_group3a:1100924-1101084
-

CATTCCACTCTGTGTGACATTCCTGCCCAACGGAGCGGCTCTTTTCGATGGTATGCAGGAGGA--------TAT--------AGAT-------------TTAT-TG--AAATCATGATATCG------------------TCATG-AAATGT------------------------------TTTT-CCGCAGAATTCCCCGAGGAAAGCAGATCCGATCGCATGCTGTTCCTTCAAGAAGCC

droPer2 scaffold_23:1128473-1128633
-

CATTCCACTCTGTGTGACATTCCTGCCCAACGGAGCGGCTCTTTTCGATGGTATGCAGGAGGA--------TAG--------AGAT-------------TTAT-TG--AAATCATGAGATCG------------------TCATG-AAATGT------------------------------TTTT-CCGCAGAATTCCCCGAGGAAAGCAGATCCGATCGCATGCTGTTCCTTCAAGAAGCC

droAna3 scaffold_13337:1932168-
1932329 +

CATTCCACTTTGCACTACATTCCTGCCTGATGGAGCTACTCTTTTTGACGGTATTTTTAGATT--------C----------ATTTTA--GA-------AA-AC-TTT-----------------AAGATATTTAAACTT----T-A----C---------------------TTGTT----TGTT-GTTTAGAATTCCCTGAGGAATCTCGTTCAGATCGGATGCTGTTCCTCCAGGAAGCC

droBip1 scf7180000396569:1976618-
1976778 +

CATTCCACTTTGCACTACATTCCTGCCCGATGGAGCTGCACTATTTGAGGGTATCTTTAGATC------GAT----------TTTTGGA-AT-------C----------------------AACAG-ATATTTAA---------------------------------AC-TTTCACTATTTGTT-CTTCAGAATTCCCTGAGGAATCTCGTTCGGATCGAATGCTGTTCCTTCAGGAAGCC

droKik1 scf7180000302510:987788-
987948 +

CATACCCCTGTGCACCACTTTCCTGCCCAATGGAGCGGCCTTGTTTGAAGGTATTTCCAAATA--------T----------CTGTTT--GT-------AT-AT-TTT-----------------TA-GCTTCTCG-----------------------A-TGTT----C---TTGGTT---ATTT-TCGCAGAGTTTCCCGAGGAAAGCCGAGCGGATCGTATGCTGTTCCTGCAGGAGGCC

droFic1 scf7180000454113:561561-
561724 +

TATTCCTCTGTGTACTACATTCCTGCCCAATGCAGCTGGACTTTTCGATGGTATTTTCAGATA--------T----------TTTTTG--TT-------AA-A---------------------T-------------AG----TCG----CCTGGTTTATTTAA----CT-TTGTTTC---GTTT-CTGCAGAGTTTCCCGAGGAAAGCCGATCGGATCGCATGTTGTTCCTGCAGGAAGCT

droEle1 scf7180000491249:4075068-
4075228 +

CATTCCGCTCTGCACAACATTCCTGCCCAATGGAGCTGCTCTTTTCGAGGGTATATTAATTTA--------A----------ATATTT--TT-------AA-A---------------------T-------------TG----T-G----CCT-ATTTA-TTAA----TT-TTTAACA---ACGT-TTGCAGAGTTCCCCGAGGAAAGCAGATCGGATCGTATGTTGTTCTTGCAGGAGGCC

droRho1 scf7180000776850:437727-
437885 +

CATTCCGCTGTGCACAACATTCCTACCCAATGGGACGACTCTTTTTGATGGTATTTTAATAAT------A-T----------TTTT-------------TTAT-TTAA-----------------AA-GCATCTAG---------------------TTA-TTGA----C--------TATAACAT-TTACAGAGTTCCCTGAGGAAAGCAGATCCGACCGTATGTTGTTCTTGCAGGAGGCC

droBia1 scf7180000300910:1631407-
1631567 -

CATTCCGCTTTGCACTACATTCCTGCCCAACGGAGCCGCTCTTTTCGAAGGTACTTCGAAGGA--------CTAACCATAATATAA--TTTCATATC--------------------------------------------------------------A-TTTA----CT-TTGTATC---ATTT-TGGCAGAGTTCCCCGAGGACAGCAGATCGGATCGCATGCTGTTCTTGCAGGAGGCC

droTak1 scf7180000415095:292111-
292277 +

CATTCCGCTTTGCACGACATTCCTGCCCAATGGAGCTGCTCTGTTTGAGGGTACTTTTACTTA--------A----------TTATTT--TA-------AC-A---------------------T-------------TT----TAA----CATCTTTTA-TTAATTAATATTTGTAT----TATT-TTTCAGAGTTCCCCGAGGATAGCAGATCAGATCGCATGCTGTTCTTGCAAGAGGCC

droEug1 scf7180000409007:336418-
336573 -

CATTCCGCTTTGCACGACATTCCTGCCCAATGGTGTTCCTCTTTTTGATGGTATATTCTTAA---------C----------CTACTT--TCACATTATC----------------------ACC----------------------------------A-TTAA----CC-TTGTATT---ATTT-CTGCAGAATTTCCCGAGGAAAGTAGATCCGATCGTATGTTGTTCTTGCAGGAGGCC

dm3 chr3L:1524090-1524244 - CATTCCGCTTTGCACTACATTCCTGCCCAATGGCGCTGCCCTCTTCGATGGTACTTTAAGATA--------T----------TTGTATT-TT-------A----------------------AAC-------------AG----T-G-------------TTTAA----AC-TTGAACT---ATGA-TTGCAGAGTTTCCCGAGGAGAGCAGATCAGACAGAATGCTGTTCTTCCAGGAAGCC
droSim2 3l:1434300-1434454 - dsi_20520 CATTCCGCTTTGCACTACATTCCTGCCCAATGGCGCTGCTCTCTTCGATGGTACTTTAAGATA--------T----------TTGTGTT-TT-------A----------------------AAC-------------AG----T-G-------------TTTTA----AC-TTGAACT---ATGA-TTGCAGAGTTTCCCGAGGAGAGCAGATCAGACAGAATGCTGTTCTTCCAGGAAGCC
droSec2 scaffold_2:1550520-1550674

-
CATTCCACTTTGCACTACATTCCTGCCCAATGGCGCTGCCCTCTTCGATGGTACTTTAAGATA--------T----------TTGTGTT-TT-------A----------------------AAC-------------AG----T-G-------------TTTAA----AC-TTGATCT---ATGA-TTGCAGAGTTTCCCGAGGAGAGCAGATCCGACAGAATGCTGTTCTTCCAGGAAGCC

droYak3 3L:1473320-1473480 - CATTCCTCTTTGCACTACATTCCTGCCCAATGGAGCTGCTCTTTTCGATGGTATTTTAAGATA--------T----------TTCTTT--TC-------AA-CT-TTT-----------------TA-------------------G----CTT-CTTTA-TTGA----C---TGATTT---ATGA-TTGCAGAATTCCCCGAGGAAAGCAGAGCAGACAGAATGCTGTTCCTCCAGGAAGCC
droEre2 scaffold_4784:1502200-

1502360 -
CATTCCGCTTTGCACTACATTCCTGCCCAATGGAGCTGCTCTTTTCGATGGTATCTCAAGATC--------T----------TTCC----------------------------------------AGCTGTTCTA----------G----CCTTCGTTA-TTGA----CT-GTGAATT---ATGA-TTGCAGAATTCCCCGAGGAAAGCAGATCAGACAGAATGCTGTTCTTCCAGGAAGCC
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