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TTGGGTAATCTTGCAGGGATGGACACTCAGTCGCTGGCTGCGCTTATGGCTGCTGCCGGACCAACTCTTGGCGGATTAAGTGGTGCATCCGGAGGAGCGGGATCCGGCAAGAGCCAGGCGCAGTCGCAATCATCCGCCACTTCGTCATCGTCTTCGGCTAGTAAA
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..................................................TGCTGCCGGACCAACTCTTGGCGG........................................................................................... 24 0 1 200.00 200 146 32 16 3 3 0 0 0 0 0 0 0

..................................................TGCTGCCGGACCAACTCTTGGC............................................................................................. 22 0 1 79.00 79 70 1 6 0 0 2 0 0 0 0 0 0

..................................................TGCTGCCGGACCAACTCTTGG.............................................................................................. 21 0 1 79.00 79 67 1 10 1 0 0 0 0 0 0 0 0

..................................................TGCTGCCGGACCAACTCTTGGCG............................................................................................ 23 0 1 33.00 33 20 1 5 2 3 2 0 0 0 0 0 0

...................................................GCTGCCGGACCAACTCTTGGCG............................................................................................ 22 0 1 13.00 13 4 5 0 1 2 1 0 0 0 0 0 0

...................................................GCTGCCGGACCAACTCTTGGCGG........................................................................................... 23 0 1 10.00 10 4 6 0 0 0 0 0 0 0 0 0 0

...................................................GCTGCCGGACCAACTCTTGGC............................................................................................. 21 0 1 5.00 5 5 0 0 0 0 0 0 0 0 0 0 0

..................................................TGCTGCCGGACCAACTCTTGGCGGA.......................................................................................... 25 0 1 4.00 4 3 1 0 0 0 0 0 0 0 0 0 0

...................................................GCTGCCGGACCAACTCTTGGCGGA.......................................................................................... 24 0 1 4.00 4 0 1 0 1 2 0 0 0 0 0 0 0

...................................................GCTGCCGGACCAACTCTTGG.............................................................................................. 20 0 1 2.00 2 1 0 1 0 0 0 0 0 0 0 0 0

..................................................TGCTGCCGGACCAACTCTTG............................................................................................... 20 0 1 2.00 2 1 0 0 0 0 0 0 0 0 0 1 0

..........TTGCAGGGATGGACACTCAGTTT.................................................................................................................................... 23 2 1 2.00 2 0 0 0 0 0 0 2 0 0 0 0 0

..................ATGGACACTCAGTCGCTGGCT.............................................................................................................................. 21 0 1 2.00 2 0 0 0 0 0 0 1 0 1 0 0 0

.....................GACACTCAGTCGCTGGCTG............................................................................................................................. 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0

.....TAATCTTGCAGGGATGGACACTCAGT...................................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0

..................................................TGCTGCCGGACCAACTCTTGGCGT........................................................................................... 24 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0

......AATCTTGCAGGGATGGACACTC......................................................................................................................................... 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0

...................................................................TTGGCGGATTAAGTGGTGCATCCGGA........................................................................ 26 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0

......................................................................................................TCCGGCAAGAGCCAGGCGCAGTCGCAAA................................... 28 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0

....................................................CTGCCGGACCAACTCTTGGCGG........................................................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

........TCTTGCAGGGATGGACACTCAGT...................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0

..................................................TGCTGCCGGACCAACTCTTGGCGGG.......................................................................................... 25 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0

....................................................CTGCCGGACCAACTCTTGG.............................................................................................. 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

....................................................CTGCCGGACCAACTCTTGGCGGA.......................................................................................... 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

........................................................CGGACCAACTCTTGGCGT........................................................................................... 18 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

.....................................................TGCCGGACCAACTCTTGGCT............................................................................................ 20 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0

.....................................................TGCCGGACCAACTCTTGGC............................................................................................. 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

.....................................................TGCCGGACCAACTCTTGGCGG........................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

...........................................TTATGGCTGCTGCCGGACCAACT................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0

............................................................................................................AAGAGCCAGGCGCAGTCGCA..................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0

..........................................................GACCAACTCTTGGCGGATTAAGTG................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0

............................................................................................................................................TTCGTCATCGTCTTCGGCT...... 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0

....................GGACACTCAGTCGCTGGCTG............................................................................................................................. 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0

....................GGACACTCAGTCGCTGGCTGC............................................................................................................................ 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0

..................................................TGCTGCCGGACCAACTCTTGGCGGAA......................................................................................... 26 1 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0

............................................................................................................................................TTCGTCATCGTCTTCGGCTAG.... 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0

...........................................................................................................................................CTTCGTCATCGTCTTCGGCT...... 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0

..................................................TGCTGCCGGACCAACTCTTGGA............................................................................................. 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

..................................................TGCTGCCGGACCAACTCTTGGTT............................................................................................ 23 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

........................................................CGGACCAACTCTTGGCGGA.......................................................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................TCGTCATCGTCTTCGGCT...... 18 0 2 0.50 1 0 0 1 0 0 0 0 0 0 0 0 0

............................................................................................................................................TTCGTCATCGTCTTCGGCC...... 19 1 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AACCCATTAGAACGTCCCTACCTGTGAGTCAGCGACCGACGCGAATACCGACGACGGCCTGGTTGAGAACCGCCTAATTCACCACGTAGGCCTCCTCGCCCTAGGCCGTTCTCGGTCCGCGTCAGCGTTAGTAGGCGGTGAAGCAGTAGCAGAAGCCGATCATTT
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...................................................................................................................TCCGCGTCAGCGTTAGTAGGC............................. 21 0 1 2.00 2 2 0 0 0 0 0

...........................................................................................CTCCTCGCCCTAGGCCGTT....................................................... 19 0 1 1.00 1 0 0 1 0 0 0

.....................................................................................................................................GGCGGTGAAGCAGTAGCAGAA........... 21 0 1 1.00 1 0 1 0 0 0 0

.....................................................................................................................CGCGTCAGCGTTAGTAGGCGG........................... 21 0 1 1.00 1 0 1 0 0 0 0
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Species Coordinate ID Alignment
droSim2 2l:200421-200585 - dsi_106 TTGGGTAATCTTGCAGGGATGGACACTCAGTCGCTGGCTGCGCTTATGGCTGCTGCCGGACCAACTCTTGGCGGATTAAGTGGTGCATCCGGAGGAGCGGGATCCGGCAAGAGCCAGGCGCAGTCGCAA------------------------------TCATCCGCCACTTCGTCATCGTCTTCGGCTAGTAAA---
droSec2 scaffold_14:212346-212510

-
dse_1839 TTGGGTAATCTTGCAGGGATGGACACTCAGTCGCTGGCTGCGCTTATGGCTGCTGCCGGACCAACTCTTGGCGGATTAAGTGGTGCATCCGGAGGAGCGGGATCCGGCAAGAGCCAGGCGCAGTCGCAA------------------------------TCATCCGCCACTTCGTCATCGTCTTCGGCTAGTAAA---

dm3 chr2L:214273-214437 - dme_410 TTGGGTAATCTTGCAGGGATGGACACTCAGTCGCTGGCTGCGCTCATGGCTGCTGCCGGGCCAACTCTTGGCGGATTAACTGGTGCATCCGGAGGAGCGGGCTCCGGCAAGAGCCAGGCGCAGTCGCAA------------------------------TCATCCGCCACTTCGTCATCCTCTTCGGCTAGTAAA---
droEre2 scaffold_4929:259840-

260004 -
der_1534 TTGGGTAATCTGGCGGGGATGGACACTCAGTCGCTGGCTGCGCTCATGGCTGCTGCCGGACCATCTCTTGGCGGATTAAGTGGTGCATCCGGAGGAGCGGGCTCCGGCAAGAGCCAGGCGCAGTCGCAA------------------------------TCATCCGCCACTTCGTCATCCTCTTCGGCCAGTAAA---

droYak3 2L:206707-206871 - dya_1802 TTGGGTAATCTGGCGGGTATGGATACTCAGTCGCTGGCTGCGCTCATGGCTGCTGCCGGGCCAACTCTTGGCGGATTAGGTGGTGCATCCGGAGGAGCGGGCTCCGGCAAGAGCCAGGCGCAGTCGCAA------------------------------TCATCCGCCACTTCGTCCTCCTCTTCGGCTAGTAAA---
droEug1 scf7180000409461:602652-

602822 +
CTAGGAAATCTGGCGGGGATGGATACCCAATCGCTCGCTGCGCTCATGGCTGCTGCCGGACCTACTCTTGGAGGGTTGACAGGCGCGTCAGGAGGAGTGGGTTCCGGCAAGAGCCAGGCGCAGTC------G------GGTGGTG------------GCTCTTCCGCCGCTTCGTCATCCTCGTCGGCCAGTAAG---

droBia1 scf7180000301547:44590-
44766 +

TTGGGAAATCTGGCGGGGATGGACACCCAGTCGCTGGCTGCGCTTATGGCTGCTGCCGGACCAACTCTTGGCGGATTGACTGGTGCGTCCGGAGGAGCGGGTTCCGGTAAGAGCCAGTCGCAGTCACAGTCG------GGTGGTG------------GCTCATCCGCTGCTTCCTCATCCTCCTCGGCCAGTAAG---

droTak1 scf7180000413017:324221-
324391 +

TTGGGCAATCTCGCCGGGATGGACACCCAGTCGCTGGCTGCGCTCATGGCTGCTGCCGGACCAACTCTTGGCGGATTGACTGGTGCATCCGGAGGAGCGGGTTCCGGCAAGAGCCAGGGGCAGTCACAGTCG------GG---TG------------GCTCATCCGCCGCCTCCTCA---TCCTCGGCCAGCAAG---

droEle1 scf7180000490454:160021-
160200 +

CTGGGAAATCTGGCGGGGATGGACACCCAGTCGTTGGCTGCGCTTATGGCTGCTGCCGGACCAACTCTAGGCGGATTGACGGGTGCTTCCGGAGGAGCGGGCTCCGGCAAGAGCCAGGTGCAGTCGCAGTCG------GGTGGCA------------GCTCATCTGCGGCTTCCTCATCCTCTTCGGCCAGCAAGAAA

droRho1 scf7180000779252:239979-
240155 -

TTGGGAAATCTAGCGGGGATGGACACCCAGTCGCTGGCTGCACTTATGGCTGCTGCCGGACCAACTCTAGGCGGATTGACTGGTGCTTCCGGAGGAGCGGGTTCCGGTAAGAGCCAGGTGCAGTCGCAGTCC------GGCGGTG------------GCTCATCCGGTGCTTCCTCATCCTCTTCGGCCAGCAAG---

droFic1 scf7180000453904:479799-
479975 -

CTGGGCAACCTGGCGGGCATGGACACCCAGTCGCTGGCTGCGCTAATGGCTGCTGCCGGACCAACTCTTGGCGGACTGACCGGTGCTTCCGGAGGAGCGGGTTCCGGCAAGAGCCAGGCGCAGTCGCAGTCG------GGCGGAG------------GTTCGTCCGCCGCTTCCTCGTCCTCCTCGGCCAGCAAG---

droKik1 scf7180000302401:520623-
520781 -

TTGGGCAACTTAGCTGGGATGGACACCCAGTCGCTGGCTGCGCTCATGGCTGCTGCCGGGCCAACTCTTGGCGGTTTGACGGGTTCAGCCGGCGGAGCGGGTTCCGGCAAGAGTCAAGGGCAGTCGTCG---------------------------------TCGGCCG---CCTCATCCTCCTCGGCCAGCAAG---

droAna3 scaffold_12943:4179562-
4179729 +

dan_4050 TTGGGCAATCTGGCCGGTATGGACACCCAGTCGCTGGCAGCGCTGATGGCTGCTGCCGGACCATCGCTTGGAGGACTGACAGGCAGTTCCGGAGCGGCGGGATCCAGCAAGAACCAAGGCCAGTC------T------GGCGGCG------------GCTCCTCCAACT---CGTCCTCATCGTCGGCGAGCAAA---

droBip1 scf7180000395973:401628-
401795 +

TTGGGCAACCTGGCGGGTATGGACACCCAGTCGCTGGCTGCGCTTATGGCGGCTGCCGGGCCTTCTCTCGGAGGGTTGACGGGCAGTTCCGGAGCGACGGGATCCGGCAAGAATCAAGGGCAGTC------T------GGTGGCG------------GCTCCTCGAACT---CGTCCTCATCATCGGCGAGCAAG---

dp5 4_group1:4397274-4397435 + dps_3851 TTGGGAAATCTGGCGGGCATGGACGCCAATTCGCTGGCTGCGCTCATGGCTGCTGCTGGGCCAACCCTGGGGGGCCTCACAGGCACCTCGGGCG---GGGGTTCCGGCAAGAGTCAGTCGCAGGT------C------GGCGGTGGCGGAGGCGGCAA------------------CTCCTCCTCGTCCAGCAAG---
droPer2 scaffold_5:812682-812843 - dpe_2515 TTGGGAAATCTGGCGGGCATGGACGCCAATTCGCTGGCTGCGCTCATGGCTGCTGCTGGGCCAACCCTGGGGGGCCTCACAGGCACCTCGGGCG---GGGGTTCCGGCAAGAGTCAGTCGCAGGT------C------GGCGGTGGCGGAGGCGGCAA------------------CTCCTCCTCGTCCAGCAAG---
droWil2 scf2_1100000004577:93984-

94151 -
dwi_5426 TTGGGTAATCTGGCTGGTATGGATGCCCAGTCGCTGGCTGCGCTCATGGCTGCTGCCGGGCCAACATTGGGTGGCCTAACGGGCAACTCTGG---TGCTGGATCCGGCAAGAGCCAGTCGCAGGG------C------GGCGGCGGTG---------CATCTTCATCCACTTCGT---CGTCTTCATCGAGCAAA---

droVir3 scaffold_12963:8889400-
8889570 +

dvi_24647 CTGGGTAATCTGGCCGGCATGGATGCCCAGTCGCTGGCTGCGCTCATGGCTGCTGCGGGACCAACGCTCGGCGGCCTTACAGGCAGCACG--A-GCGCGGGCACCGGCAAGAGCCAGTCGCAGTC------CAGCGCTGGCGGCA------------ACTCCTCCAGCGCCTCCT---CATCGGCGGCCAGCAAG---

droMoj3 scaffold_6500:2441430-
2441603 -

dmo_3157 TTGGGTAATCTGGCCGGCATGGATGCCCAGTCACTGGCTGCGCTCATGGCTGCTGCTGGACCAACGCTTGGCGGCCTCACAGGCAGCAC---AAACGCGGGCACCGGCAAGAGCCAGTCGCAGTC------C------AGTGGTGGCGGCA------ACTCCTCCAGCACCTCCTCCTCGTCGGCGGCCAGCAAG---

droGri2 scaffold_15252:12898765-
12898938 -

dgr_471 TTGGGTAATCTCGCTGGCATGGATGCCCAGTCGCTGGCTGCGCTCATGGCTGCTGCGGGTCCAACGCTCGGCGGCCTAACCGGCAGCTCGGG---CCTCGGCACCGGCAAGAGCCAGTCGCAGTC------C------GGCGGCGGTGGCA------GCTCCTCCAGTGCCGGTTCCTCTTCAGCGGCCAGCAAG---
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AAAAGAAAGCAACACTCAAATAAACTCACAAAGAATTCCTTATCGCCAAGAGGGGGCCAATGTTCCAAGGTTCTTTCGCCTTGAGAACTTTGAGCTTCCTCTGGCAAAGGAGATTATAATGTACAAATAATGTTGCAATAACCAGTTGAATGC
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................................................................................TTGAGAACTTTGAGCTTCCTCT................................................... 22 0 1 241.00 241 158 67 12 0 1 2 0 0 1 0 0 0

................................................................................TTGAGAACTTTGAGCTTCCTCTG.................................................. 23 0 1 33.00 33 14 9 8 2 0 0 0 0 0 0 0 0

................................................................................TTGAGAACTTTGAGCTTCCTCC................................................... 22 1 1 31.00 31 22 8 1 0 0 0 0 0 0 0 0 0

................................................................................TTGAGAACTTTGAGCTTCCTC.................................................... 21 0 1 28.00 28 21 4 2 0 0 0 1 0 0 0 0 0

................................................................................TTGAGAACTTTGAGCTTCCT..................................................... 20 0 1 23.00 23 16 6 0 0 1 0 0 0 0 0 0 0

................................................................................TTGAGAACTTTGAGCTTCCTCTGG................................................. 24 0 1 18.00 18 5 4 4 2 1 0 0 1 0 0 1 0

................................................................................TTGAGAACTTTGAGCTTCCTCTT.................................................. 23 1 1 11.00 11 7 4 0 0 0 0 0 0 0 0 0 0

................................................................................TTGAGAACTTTGAGCTTCCTCTGGT................................................ 25 1 1 7.00 7 2 0 3 1 0 0 1 0 0 0 0 0

................................................................................TTGAGAACTTTGAGCTTCCTCG................................................... 22 1 1 6.00 6 4 2 0 0 0 0 0 0 0 0 0 0

.........................................................................TTTCGCCTTGAGAACTTTGAGCTTCCT..................................................... 27 0 1 5.00 5 0 0 5 0 0 0 0 0 0 0 0 0

................................................................................TTGAGAACTTTGAGCTTCCTCTGGC................................................ 25 0 1 3.00 3 2 0 1 0 0 0 0 0 0 0 0 0

................................................................................TTGAGAACTTTGAGCTTCCTCTGGG................................................ 25 1 1 3.00 3 0 1 2 0 0 0 0 0 0 0 0 0

................................................................................TTGAGAACTTTGAGCTTCCTCTGGA................................................ 25 1 1 3.00 3 0 2 1 0 0 0 0 0 0 0 0 0

................................................................................TTGAGAACTTTGAGCTTCCTCTGCT................................................ 25 2 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0

................................................................................TTGAGAACTTTGAGCTTCCTCA................................................... 22 1 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0 0

.............................................................................GCCTTGAGAACTTTGAGCTTCC...................................................... 22 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0

................................................................................TTGAGAACTTTGAGCTTCCC..................................................... 20 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0

................................................................................TTGAGAACTTTGAGCTTCCTCTGA................................................. 24 1 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0

.................................................................................TGAGAACTTTGAGCTTCCT..................................................... 19 0 1 2.00 2 1 0 0 0 0 0 0 1 0 0 0 0

...............................................................................CTTGAGAACTTTGAGCTTCCTCT................................................... 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0

................................................................................TTGAGAACTTTGAGCTTCCTCTGGTT............................................... 26 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

.................................................................................TGAGAACTTTGAGCTTCCTCTGG................................................. 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

........................................................................CTTTCGCCTTGAGAACTTTGAGCTTCCT..................................................... 28 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

............................................................................CGCCTTGAGAACTTTGAGCTTCCTCTG.................................................. 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0

................................................................................TTGAGAACTTTGAGCTTCCTCTGGATT.............................................. 27 3 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0

.................................................................................TGAGAACTTTGAGCTTCCG..................................................... 19 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

................................................................................TTGAGAACTTTGAGCTTCCTCTGAT................................................ 25 2 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0

............................................................................CGCCTTGAGAACTTTGAGCTTCCT..................................................... 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0

................................................................................TTGAGAACTTTGAGCTTCC...................................................... 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0

........................................................................................TTTGAGCTTCCTCTGGCAAA............................................. 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0

.................................................................CAAGGTTCTTTCGCCTTG...................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0

..............................................................................CCTTGAGAACTTTGAGCTTCCTCTGG................................................. 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0

................................................................................................TCCTCTGGCAAAGGAGATTATAAT................................. 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TTTTCTTTCGTTGTGAGTTTATTTGAGTGTTTCTTAAGGAATAGCGGTTCTCCCCCGGTTACAAGGTTCCAAGAAAGCGGAACTCTTGAAACTCGAAGGAGACCGTTTCCTCTAATATTACATGTTTATTACAACGTTATTGGTCAACTTACG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR553487

NRT_0-2
hours
eggs

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 2r:13389874-13390026 + dsi_113 AAAAGA--------------------------AA-------------------------GCAAC-ACT--------CAAATAAACTCA------CAAAG--AATTCCTTATCGCCAA----------GAGGGGGCCAATGTTC--CAAGGTTCTTTCG---------------CCTTGAGAACTTTGAGCTTCCTCT----------------------------GGC----------------AAAGGAGATTATAA------------------T--GTACAAATAATGTT--GCAATAACC---------AG----------TT---G-------AATGC
droSec2 scaffold_1:10223628-10223779

+
AAAAGA--------------------------AA-------------------------GAAAC-ACT--------CAAATAAACTCA------CAAAG--AATTCCTTATCGCCAA----------G-AGGGGCCAATGTTC--CAAGGTTCTTTCG---------------CCTTGAGAACTTTGAGCTTCCTCT----------------------------GGC----------------AAAGGAGATTATAA------------------T--GTACAAATAATGTT--GCAATAACC---------AG----------TT---G-------GATGC

dm3 chr2R:12718758-12718908 + dme_411 AAGAAA--------------------------AA-------------------------AAAAC-ACT--------CAAATAAACTCA------CAAAG--AATTCCTTATCGCCAA----------G--GGGGCCAATGTTC--TAAGGTTCTTTCG---------------CCTTGAGAACTTTGAGCTTCCTCT----------------------------GGC----------------AAAGGAGATTATAA------------------T--GTACAAATAATGTT--GCAATAACC---------AG----------TT---G-------AAACC
droEre2 scaffold_4845:13131250-

13131399 -
AAATGA--------------------------AA-------------------------GAAAC-ACT--------CGAATAAACTCG------CAAGA--AATTTCTTATCGCCAA----------G--GGGGCCAATGTTC--CAAGGTTCTTTCG---------------C-CTGAGACCTTTGAGCTTCCTGT----------------------------GGA----------------AAAGGAGATTATAA------------------T--GTACAAATAATGTT--GGAATAACC---------AG----------TT---A-------AACGC

droYak3 2R:16257353-16257515 - AAAAGA--------------------------AA-------------------------GAAAC-ACT--------CAAATAAACTCG------CAAAG--AATTCCTTATCGCCAA----------G--GGGGCCAATGTTCGCCAAGGTTCTGTCG---------------C-CTGAGAACTTTGAGCTTCCTCT----------------------------GGAA-T-------------AAAGGAGATTATAA------------------T--GTACAAATAATGTT--GGAATAACC---------AG----------TTAA-GCAGAATAAACCC
droEug1 scf7180000409672:2416375-

2416548 -
AAAATA--------------------------AG-------------------------AAAAC-ACA---------AAATAAACTCG------CAAAG--AGTTTCTTATCGCCAA----------G--GGGGCCAATGTTC--CAAGGTTTTCTTGCTA----TGCTGCGCCTTTGAGAACTTTGAGCTTCCTCT----------------------------GGAAAG-------------AAAGGAGATTATAAAAAA-------------------ATAAAATATATA--ACAAAAAAAAACCAAACCAG----------TT---A-------AATTT

droBia1 scf7180000301506:2134358-
2134513 +

GAAAAA--------------------------AAAACG--------------------AGAAACGATT--------TAAATAAACTCG------GAAAG--AATTTCTTATCGCCCG----------G--GGGGCCAATGTTC--CAAGGTTTTTGTG---------------GCCTCAGAACTTTGAGCTTCCTCT----------------------------GGA----------------AAAGGAGATTATAAA-------------ACCAT--GTGTAAAGCAT--------AGAACC---------AG----------TT---G-------GAGAA

droTak1 scf7180000415389:230381-
230521 +

AAAAAA--------------------------AA-------------------------AC-GA-ATT--------TAAATAAACTTG------CAAAG--AATTTCTTATCGCCAA-------------GGGGCCAATGTTC--CAAGGTTTTTT-G---------------C-CTGAGAACTTTGAGCTTCCTCT----------------------------GGA----------------AAAGGAGATTATAAA-------------A-------------TATTATA--AAAATAACC---------AG----------TT---A-------AACAA

droEle1 scf7180000491214:1653010-
1653146 -

AAAA-------------------------------------------------------AAAAC-ATG--------TAAATCAACTCG------CAACG--AATTTCTTATCGCCAA-------------GGGGCCAATGTTC--CAAGGTTTTCT-------------------TTTGGAACTTTGAGCTTCCTCT----------------------------GCA----------------AGTGGAGATTATAAA-------------AC--T--GTAAAAATAAGGA------A-AACC----------------------T---A-------TACAA

droRho1 scf7180000780084:626337-
626473 -

AAACAA-----------------------------------------------------AAAAC-ATT--------TAAATAAAATCG------CAAAG--AATTTCTTATCGCCAA-------------GGGGCCAATGTTC--CAAGGTTTTCT-------------------TTGAGGACTTTGAGCTTCCTCT----------------------------GGA----------------AATGGAGATTATAAA-------------ACT-T--GTAAAA-------------ACAACC---------AA----------CC---A-------AACCA

droFic1 scf7180000453851:951342-
951487 +

CAAGAA-----------------------------------------------------AAACC-ATT--------TAAATAAACTCG------CGAAG--AATTTCTTATCGCCAA-------------GGGGCCAATGTTC--CAAGGTTTCTTTG---------------C-CTGAGAACTTTGAGCTTCCTCT----------------------------GGA----------------GGAGGAGATTATAAA-------------ACT-C--TTACAAACTA------CCA---ACC---------AA----------CCAACC--------AACC

droKik1 scf7180000302470:1132051-
1132200 +

AACAAG--------------------------AGCGTA--------------------AAAAGC-ATT--------AAAATAAACTCGAATAAACAGAG--TCTTTCTTATCGCCAG----------A-AGGGGCCAATGTTC--C-----------------------------TTAGGAACTTTGAGCTTTCATT----------------------------A------------------AGAAGAGATTATAAA-------------AG--A--TTATAAATTATGTAAAGTAATAA-----------AA----------AT---G-------ACTGC

droAna3 scaffold_13266:13876762-
13876965 -

AATAAA--------------------------AT-------------AAAAGAAATAAAAAAGC-TTTAAAAAAACTAAATAAACTTG------GAAGA--AATTCCTTATCGGGCCTTTGGGCCACG-GGGGGCCAATGTTC--CAAGGTTTTCTCGAAAAAAATAAAAC-AC-TTTGGTACTTTGAGCTCCCATT----------------------------AAAA--AAAAAATTATAAAAAAAAAGATTATAA-------------TAAAACGATTAAAAAGT----------A----A---------AA----------TT---A-------AATTT

droBip1 scf7180000396759:2259353-
2259528 +

AAAAAA--------------------------AAATCAAAATAAAATAAAAGAAATAAAAAAGC--TT--------TA---AAACTCG------GAAGA--AATTCCTTATCGGA------------G--GGGGCCAATGTTC--CAAGGTTTTCTCGAAAAA---------AC-TTTGATACTTTGAGCTCCCATT----------------------------AAA----------------AAAATACGATTTAAT-------------CGC-T--TTAAAAATT----------A----A---------AATAAAATACACTT---G-------GA-GT

dp5 Unknown_singleton_1898:47672-
47887 -

AACCCAGCCAAAAACTTAAACCGATTCTAAAAAA-------------------------AAAAC-ATT--------CGAAGAGAATGA------AATACATTACTTCTTATCGGGGA----------ACTGGGGACAATGTTC--CAAGGTTTTCGAA---------------AACTGAGAACTTTGAGCCGGCGCACACTCGATAATAATTAACAAGAATTCTCGGCAATAAATATGTACAT-------------AAAAGAAGAAAATACT--------------------A--AAAATAAC-----AAAAGAG----------GG---A-------AACAC

droPer2 scaffold_4:6545542-6545731 + TTAAAA--------------------------AA-------------------------TAAAC-GTT--------CGAAGAGAATGA------AATACATTTCTTCTTATCGGGGA----------GCTGGGGACAATGTTC--CAAGGTTTTCGAA---------------AACTGAGAACTTTGAGCCGGCGCACACTCGATAATAATTAACTAGAATTCTCGGCAATAAATATGTACAT-------------AAAAGAAGAAAATACT--------------------A--AAAATAAC-----AAAAGAG----------GG---A-------AACAC
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ID:

dsi_27502

Coordinate:

x:382055-382158 +

Confidence:

candidate

Class:

Mirtron

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GGCGAACATCGCGCTCGCCGCACGCCCAGGGCTTCATCGAGGTCGACCAGGTGGGTTGTCAGGTGGGTCAGTGGGCAGTAAGTTACTGCAGTACGGAAGTGGCGAGATGCTGTTGGCTAACATAACTCACGGATTTACCTCTTATTCCCACCAGAACGTCACAACACACCATCCCATTGTGCGCGAGGAGAAGATCGTGCCCAA

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

#
Mismatch

Hit
Count

Total
Norm Total

M023

head

M025

embryo

O002

Head

M024

male
body

SRR553487

NRT_0-2
hours
eggs

SRR553488

RT_0-2
hours
eggs

SRR618934

dsim w501
ovaries

SRR553486

Makindu_3
day-old
ovaries

.................................................................................................................................CGGATTTACCTCTTATTCCCACC.................................................... 23 0 1 86.00 86 77 7 2 0 0 0 0 0

.................................................................................................................................CGGATTTACCTCTTATTCCC....................................................... 20 0 1 15.00 15 15 0 0 0 0 0 0 0

.................................................................................................................................CGGATTTACCTCTTATTCC........................................................ 19 0 1 14.00 14 13 0 1 0 0 0 0 0

.................................................................................................................................CGGATTTACCTCTTATTCCCACCA................................................... 24 0 1 9.00 9 3 4 1 0 0 1 0 0

.................................................................................................................................CGGATTTACCTCTTATTCCCAC..................................................... 22 0 1 4.00 4 3 1 0 0 0 0 0 0

................................................................................................................................ACGGATTTACCTCTTATTCCC....................................................... 21 0 1 2.00 2 1 0 0 1 0 0 0 0

.................................................................................................................................CGGATTTACCTCTTATTCCCACCT................................................... 24 1 1 2.00 2 2 0 0 0 0 0 0 0

..............................................................................................................................TCACGGATTTACCTCTTATTC......................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0

.................................................................................................................................CGGATTTACCTCTTATTCCCACCAG.................................................. 25 0 1 1.00 1 1 0 0 0 0 0 0 0

.................................................................................................................................CGGATTTACCTCTTATTC......................................................... 18 0 1 1.00 1 0 0 1 0 0 0 0 0

...GAACATCGCGCTCGCCGCACGCC.................................................................................................................................................................................. 23 0 1 1.00 1 0 0 0 1 0 0 0 0

Anti-sense strand reads

CCGCTTGTAGCGCGAGCGGCGTGCGGGTCCCGAAGTAGCTCCAGCTGGTCCACCCAACAGTCCACCCAGTCACCCGTCATTCAATGACGTCATGCCTTCACCGCTCTACGACAACCGATTGTATTGAGTGCCTAAATGGAGAATAAGGGTGGTCTTGCAGTGTTGTGTGGTAGGGTAACACGCGCTCCTCTTCTAGCACGGGTT

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

#
Mismatch

Hit
Count

Total
Norm Total

O002

Head

SRR618934

dsim w501
ovaries

M024

male
body

M023

head

SRR553488

RT_0-2
hours
eggs

....................................................................................................................................TAAATGGAGAATAAGGGT...................................................... 18 0 1 1.00 1 1 0 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 x:382005-382208 + dsi_27502 GGCGAACATCGCGCTCGCCGCACGCCCAGGGCTTCATCGAGGTCGACCAGGTGGGTTGTCA-------GGTGGG----------------------------TCAG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGG----GCAGTAAGTTAC--TGCAGTACGGAAG---------------------------------------------------TGGCGAG-------ATGCTGTTGGCTAACAT-----------A---------------------------------ACTCACGGATTTACCTCTT-AT-TC-CCACCAGAACGTCACAACACACCATCCCATTGTGCGCGAGGAGAAGATCGTGCCCAA
droSec2 scaffold_10:316467-316686 + GGCGAACATCGCGCTCGCCGCACGCCCAGGGCTTCATCGAGGTCGACCAGGTGGGTTGTCA-------GGTGGG----------------------------TCAGT----------------------------------------------------------------GC--------------------------------------------------------------------------------------------------------------------TTCGTGGGGGCAGTGG----GCAGTAAGTCAC--TGCAGTACGGAAG---------------------------------------------------TGGCGAG-------ATGCTGTTGGCTAACAT-----------A---------------------------------ACTCACGGATTTACCTCTT-AT-TC-CCACCAGAACGTCACAACACACCATCCCATTGTGCGCGAGGAGAAGATCGTGCCCAA
dm3 chrX:469334-469553 + GGCGAACATCGCGCTCGCCGCACGCCCAGGGCTTCATCGAGGTCGACCAGGTGGGTTGTCA-------GGTGGG----------------------------TCAGT----------------------------------------------------------------GC--------------------------------------------------------------------------------------------------------------------TTCGTGGGGGCAGTGG----GCAGTAAGTCAC--TGCAGTACGGAAG---------------------------------------------------TGGCGAG-------TTGCTGTTAGCTAACAT-----------A---------------------------------ACTCACGAATCTACCTCTT-AT-TC-CCACCAGAACGTCACAACACACCATCCCATTGTGCGCGAGGAGAAGATCGTGCCCAA
droEre2 scaffold_4644:414640-414930

+
GGCGAACATCGCGCTCGCCGCACGCCCAGGGCTTCATCGAGGTCGACCAGGTGGGTTGTCA-------GGTGGG----------------------------TCAGTGTTTGG-----------------------------------------------------------------------------C---------TG-CCG----CAGACCGCCAGGTTGTCATACAGGAGGTTCGGTTTGAACCGGTTTGCTTCATCACCGTGTTCAGCTCGTGTATGACAACTTCGTGGGTGCAGTGGACGGACAGTAGGTCACATCCCAGTAGG----------------------------------------------------------------------------------ACAT-----------A---------------------------------ACTCACTCATCCACCTCTT-AT-CA-CCACTAGAACGTCACAACACACCATCCCATCGTGCGCGAGGAGAAGATCGTGCCCAA

droYak3 X:388712-388992 + GGCGAACATCGCGCTCGCCGCACGCCCAGGGCTTCATCGAGGTCGACCAGGTGGGTTGTCA-------GGTGGG----------------------------T-------------------------------------------------------------------------------------------------TGTCCGCTGGAAGACCGCCAGGTTGTCACACAGGGGGTC------------------------------TACTACTCGTGTATGACAACTTCGTGGG------------ACAGCAAGTCAC--TGCAGTGCGGAGG---------------------------------------------------TGGCCACTGGCCACCTGTTGTTCGCTTACATAACT--CACACA---------------------------------ACTCACTGATCTAACTCTT-AT-CC-CCACCAGAACGTCACAACACACCATCCCATCGTGCGCGAGGAGAAGATCGTGCCCAA
droEug1 scf7180000409277:854382-

854553 +
GGCGGATATCGCGCTCGCCGCACGCCCAGGGCTTCATCGAGGTCGATCAGGTGGGTGGC---GCTGAT-----------------------------GCACC-----------GCTAGCTTA--ATAGAAGTTG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------C-----------A---------------------------------ACTTACTAACCTCTTGA-TATC-CCGCGACTAGAACGTGACCACACACCATCCCATCGTGCTGGAGGAGAAGATCGTGCCCAA

droBia1 scf7180000301760:1523153-
1523226 +

TA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACCCATTGATTTA----------TC-CAACCAGAACGTGACCACACACCATCCCATCGTGCAGGAGGAGAAGATTGTGCCCAA

droTak1 scf7180000415281:248782-
248862 -

AACA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TACTAATCCAATTCTA-TC-CC-AAACTAGAACGTAACCACACACCATCCCATCGTCCAGGAGGAGAAGATCGTGCCCAA

droEle1 scf7180000491023:752097-
752192 +

GGCGGACATCGCGTTCGCCTCACGCCCAGGGCTTCATCGAGGTCGATCAGGTGGGTTGT---GGTCAA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GGTGCGGAGG----GCAGA-GATCAC--CGTA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCACAG

droRho1 scf7180000779514:247370-
247440 +

GGCGGACATCGCGCTCGCCGCACGCCCAGGGCTTCATCGAGGTCGATCAGGTGGGTTGT---GGTCAAGGTGGG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000453927:951441-
951695 +

GGCGAACATCACGCTCGCCGCACGCCCAGGGCTTCATAGAGGTCGATCAGGTGGGTTGTCA-------AA--GG----------------------------TCAAA------C---------------------------------------------------------GA-ACCG--AGAGAAGAGTACCCCGAAGATCATCATGAGTATAACAGTTATAGAAAA---------------------------------------------------------------------------------------------------GTGCGGTCT---------------------------------------------------CGGT------------CTTAATCTCTATT-----------------------TTTATCCCCTTAATCTTATTAAACACTTACTAATTTCGTAA-TATC-CT-CAACCAGAACGTGACCACACACCATCCCATCGTGCAGGAGGAGAAGATCGTGCCCAA

droKik1 scf7180000302469:1851968-
1852241 -

GGCGGACATCACGCTCGCCGCATGCCCAGGGCTTCATTGAGGTCGATCAGGTGAGAATTTGGTA--------------------------------------TCAAA----------------------------------------------------------------GATACAGAAAGAGAA---------------------------------------------------------------------------------------------------------------------GG----GATGTAGATCACAC---A-CACAAAATTTAGCTAAGAATTCCCAACTGGTTCTATACTTTTTCGTGATATATTTCCCCAT------------CTATCTTTCTCTCTCTTATATTCAATATTCTTTAATAATG-------------------------------TGTCGCTTTT-TTGAC-CATCTAGAACGTGACCACACACCATCCCATCGTGCAGGAGGAGAAGATCGTGCCCAA

droAna3 scaffold_12929:364334-
364558 +

GGCGGACATCACGTTCGCCGCACGCCCAGGGCTTCATTGAGGTGGATCAGGTGGGTTAA---AGACAAAAGAAATCTCAAAAAAAAGCAAAAACGAG-----TTATT------CCTAGCGAGTAACGAGTAACGA----GTTATCGATTTTCCCTAGCCAGTGTTGTAAAA---------------------------------------------------------------------------------------------------------------------------------------------------------------TG-------------------------------------------------------------------------------------------------------------------------------------------GTTTA--TTTT-CA-TC-ATTTTAGAATGTGACCACACACCATCCCATCGTGCAGGAGGAGAAGATCGTGCCCAA

droBip1 scf7180000395176:25850-
26058 -

GGCGGACATCCCGTTCGCCGCATGCCCAGGGCTTCATTGAGGTGGATCAGGTGAGTAAA---GCTTCA-----A-----------------------ATATC-----------GATAGCTAG--ACGATAGTCGATACATCTATCGA-------TAGCCAGTGTTGTAAAA---------------------------------------------------------------------------------------------------------------------------------------------------------------GG----------------------------------------------------------------------------------T---------TATATG---------------------------------TCTAAATATTAATATTTTT-TC-AC-TTTCTAGAACGTGACCACACACCATCCCATCGTGCAGGAGGAGAAGATCGTGCCCAA

dp5 XL_group1e:202879-202949 + TATCTC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGTT-TC-GC-TCTCTAGAACGTGACCACACACCATCCCATCGTACAGGAGGAGAAGATCGTGCCCAA
droPer2 scaffold_60:126220-126290 - TATCTC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGTT-TC-GC-TCTCTAGAACGTGACCACACACCATCCCATCGTACAGGAGGAGAAGATCGTGCCCAA
droWil2 scf2_1100000004590:2776445-

2776631 +
GGCGAACATCACGTTCACCGCATGCCCAAGGCTTTATTGAGGTGGATCAGGTGTGAAGTTA-------ATGAAA------------------------------------------------------------------------------------------------------------------------------TTTTCATTTGTTTATCACCAGTTGATTA---------------------------------------------------------------------------------------------------ATCCT------------------------------------------------TTTCTCTCT------------CTCTCTCTCTCTGTC-----------------------TA------------------------------------------TG-TC-GCATCAGAACGTGACCACACATCATCCCATCGTCCAGGAGGAGAAAATTGTGCCGAA

droVir3 scaffold_12970:10717202-
10717253 +

GGCGAACATCTCGCTCGCCGCATGCTCAGGGCTTCATTGAAGTCGATCAGGT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6473:10696079-
10696148 -

TTTCTC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------T--T-TCGCA-CCCACAGAATGTGACCACACACCATCCCATCGTACAAGAGGAGAAGATCGTGCCCAA

droGri2 scaffold_14853:6061464-
6061535 -

A---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGTATCTTTT-AT-AC-CCAACAGAATATGACCACACATCAACCCATCGTACAAGAGGAGAAAATTGTTCCCAA
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

utr5 [utr5_plus_3653]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CCGGAATGCAAGAAGTACGTATCCGTACGCTTGGTTATAAGTGGCTTAAGTGCAGTCCGTGAGCCAACTGAATTACGTGGCTATATCCTTCATTCATTGTGCTCCGGGCTGCTCCTGACTGCTCCTGGTTGCTCCTGGCAGCTCCTGGTTGCTCCTACCTTCTC

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

#
Mismatch

Hit
Count

Total
Norm Total

M023

head

SRR618934

dsim w501
ovaries

GSM343915

embryo

SRR553487

NRT_0-2
hours
eggs

SRR553488

RT_0-2
hours
eggs

SRR902009

testis

............................................................................................TTCATTGTGCTCCGGGCTGCT................................................... 21 0 1 13.00 13 13 0 0 0 0 0

............................................................................................TTCATTGTGCTCCGGGCTGCTC.................................................. 22 0 1 4.00 4 4 0 0 0 0 0

............................................................................................TTCATTGTGCTCCGGGCTGCTCC................................................. 23 0 1 2.00 2 2 0 0 0 0 0

............................................................................................TTCATTGTGCTCCGGGCTGCG................................................... 21 1 1 2.00 2 2 0 0 0 0 0

..................................................TGCAGTCCGTGAGCCAACTGAAT........................................................................................... 23 0 1 1.00 1 1 0 0 0 0 0

..................................................................................................GTGCTCCGGGCTGCTCCTGG.............................................. 20 1 1 1.00 1 1 0 0 0 0 0

............................................................................................TTCATTGTGCTCCGGGCTGCTT.................................................. 22 1 1 1.00 1 1 0 0 0 0 0

............................................................................................TTCATTGTGCTCCGGGCT...................................................... 18 0 1 1.00 1 1 0 0 0 0 0

...........................................................................................ATTCATTGTGCTCCGGGCTG..................................................... 20 0 1 1.00 1 1 0 0 0 0 0

Anti-sense strand reads

GGCCTTACGTTCTTCATGCATAGGCATGCGAACCAATATTCACCGAATTCACGTCAGGCACTCGGTTGACTTAATGCACCGATATAGGAAGTAAGTAACACGAGGCCCGACGAGGACTGACGAGGACCAACGAGGACCGTCGAGGACCAACGAGGATGGAAGAG

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

Species Coordinate ID Alignment
droSim2 2r:6419409-6419572 + dsi_135 CCGGAATGCAAGAAGTACGTATCC----------------------------------------GTA------CGCTTGGTTATAAGTGGCTTAAGTGCAGT---CCGTG-AGCC-AACTGAATTACGTGGCTATA---------TCCT---TCATTCA-----TTGTGCTCCGGGC--T------------------------------------------GCTCCTGA--CTGCTCCTGGTT--GCTCCTGG---CA-----------GCTCCTGGTTGCTCCTACC---------------TTCTC
droSec2 scaffold_1:3250639-3250791

+
CCGGAATGCAAGAAGTACGTATCC----------------------------------------GTA------CGCTTGGTTATAAGTGGCTTAAGTGCAGT---CCGTG-AGCC-AACTGAATTACGTGGCTATA---------TCCT---TCATTCA-----TTGTGCTCCGGGC--T------------------------------------------GCTCCTGA--CTGCTCCTGGTT--GCTCCTGG---CA--------GGAGC-----------------TCC------------TTCTC

dm3 chr2R:5641469-5641632 + CCGGAATGCAAGAAGTACGTATCC----------------------------------------GTA------CGCTTGGTTATAAGTGGCTTAAGTGCAGT---CCGTG-AGCC-AACTGAATTACGTGGCTATA---------TCCT---TCATTCA-----TTGTGCTCCTGGT--T------------------------------------------GCTCCTGA--CTGCTCCTGGTT--GCTCCTGG---CA-----------GCTGCAGGTTGCTCCTACC---------------TCTTC
droEre2 scaffold_4929:8722719-

8722873 -
CCGGAATGCAAGAAGTACGTATCC----------------------------------------GTG------CGCTTGGCTATAAGTGGCTTAAGTGCAGT---CCGTG-GGCC-AACTGAATTACGTGGCTATA---------TCCT---TCATTCA-----TTGTGCTCCTGGT--T------------------------------------------GCTCCTGT--TGGCTCCTGGTT--GCTCCTGG---CT-----------GCTCCTAGTTGCTCC------------------------

droYak3 2L:18267486-18267633 + CCGGAATGCAAGAAGTACGTATCC----------------------------------------GTC--CGTACGCTTGGTTATAAGTGGCTTAAGTGCAGT---CCGTG-AGCC-AACTGAATTACGTGGCTATA---------TCCT---TCATTCA-----TTGTGCTCCTGGT--T------------------------------------------GCTCTTGG--TTGCTCCTAGTT--CCTCCTAG------------------------T-------------------------TGCTC
droEug1 scf7180000409209:526483-

526642 -
CCGGAATGCAAGAAGTACGTATCC----------------------------------------GTA------C----GGTTATAAGTGGCTTAAGTGCAGT---CCGTG-AGCC-AACTGAATTATGTAGTTATA---------TCCT---TCATTCA-----TTGTGCTCCTGATTCTGCCCCGGATCCTGTGCCTGCTCCTGTTCCAGCTCCTCTT------------------------------------------------CCAGC-----------------TCC------------TGCTC

droBia1 scf7180000301506:1071727-
1071904 -

CCGGAATGCAAGAAGTACGTATCC----------------------------------------GTA------C----GGTTATAAGTGGCTTAAGTGCAGT---CCGTG-AGCC-AACTGAATTATGTAGTTATA---------TCCT---TCATTCA-----TTGTGCTCCTGTT------------------------------CCTGCTCCTGCTCCTGCTCCTGATCCCGCTCCTGGTCCCACTCCTGGTCCCACTCCTGTGCCAGC-----------------TCC------------TGCTC

droTak1 scf7180000415870:656721-
656850 -

CCGGAATGCAAGAAGTACGTATCC----------------------------------------GTA------C----GGTTATAAGTGGCTTAAGTGCAGT---CCGTG-AGCC-AACTGAATTATGTAGTTATA---------TCCT---TCATTCA-----TTGTGCTCCTGT------------------------------TCCTGCTCCAACTCCTGCTCCTGA-----------------------------------------------------------------------------TC

droEle1 scf7180000491107:1463910-
1464033 -

CCGGAATGCAAGAAGTACGTATCC----------------------------------------GTA------C----GGTTATAAGTGGCTTAAGTGCAGT---CCGTG-AGCC-AGCTGAATAATGTAGTTATA---------TCCT---TCATTCA-----TTGTGCTCCGGC------------------------------TCCAGCTC------------------------------------------------------GAGG-----------------TCC------------AGCTG

droRho1 scf7180000777217:538816-
538921 +

CCGGAATGCAAGAAGTACGTATCC----------------------------------------GTA------C----GGTTATAAGTGGCTTAAGTGCAGT---CCGTG-AGCC-AGCTGAATTATGTAGTTATA---------TCCT---TCATTCA-----TTGTGCTCCAGC-----------------------------------------------------------------------------------------------------------------------------------TC

droFic1 scf7180000453858:1085865-
1086011 -

CCGGAATGCAAGAAGTACGTATCCGAGTATCCGATTCTCCGGGTATCCGAGTATCCGTGTATCCGTG------C----GGCTTTAAGTGGCTTAAGTGCAGT---CCGAG-AGCC-GGCTGAATTACGTAGTTGTG---------TCCC---TCATTCA-----GGGAGCCCTGGC------------------------------TCC----------------------------------------------------------------------------------------------------

droKik1 scf7180000302476:1052160-
1052290 +

CCGGAATGCAAGAAGTACGTATCC----------------------------------------GTG------C----GGGCATAAGTGGCTTAAGTGCAGT---CCGGG-AGCC-AGCTGAATTATGTAGTTATACGACGAGTATCTT---TCATTCA-----TTGTGCG--------------------------------------------------------------------------------------------------AGC-----------------TCTGTGGCCTCTGTGTGTGC

droAna3 scaffold_13266:12913976-
12914062 +

CCGGAATGCAAGAAGTACGTACCC----------------------------------------GTATCCGT--ATTCGG--AAGAGTGGCTTAAGTGCTGA---CCATA-AGCC-AACTGAATTATATGGTTATA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBip1 scf7180000396730:1007747-
1007846 -

CCGGAATGCAAGAAGTACGTATTC----------------------------------------G--------------GT--AAAGTGGCTTAAGTGCAGA---CCATA-AGCC-AACTGAATTATGTGGTTATA---------TACTGGTCCAATG-GTCCATTGTGCT------------------------------------------------------------------------------------------------------------------------------------------

dp5 3:14265158-14265223 + CTGGAATGCAAGAAGT--------------------------------------------------------------------AAGTGGCTTAAGAGCAGT---CCGAGAAGCC-AACTGAATTATGTGGCTATA---------TC------------------------------------------------------------------------------------------------------------------------------------------------------------------
droPer2 scaffold_4:1050697-1050762

-
CTGGAATGCAAGAAGT--------------------------------------------------------------------AAGTGGCTTAAGAGCAGT---CCGAGAAGCC-AACTGAATTATGTGGCTATA---------TC------------------------------------------------------------------------------------------------------------------------------------------------------------------

droWil2 scf2_1100000004514:3610134-
3610194 +

CAAGAATGCAAGAAGT--------------------------------------------------------------------AAGTGGCTTATGTGCTGTTTCCCATAAAGCCAAAGTGAATTATAT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_12875:5954337-
5954395 +

CCAGAATGCAAGAAGT--------------------------------------------------------------------AAGTGGCTTAAGTGT------CCCAGCGACC-AAGTGAATTATGTAGCCA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6496:24094987-
24095041 -

CCAGAATGCAAGAAGT--------------------------------------------------------------------AAGTGGCTTAAGTG---T---CCGAGCGACC-AAGTGAATTATGTG-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_15112:875136-
875194 +

CCAGAATGCAAGAAGT--------------------------------------------------------------------AAGTGGCTTAAGTGT--T---CCACC-GGCC-AAGTGAATTATGTTACCA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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CACAGCTAGAAGAGATAAGTCAACAGATTGGATTTGCGCCGATCGGCTTGAATCTGCCTAACTGCTGTCTTGCAGGGCTGTAGGCTTCGGTCCAAAATTTAGTCTACAGTCGCTGCGATTCCGGGCAGTTGAAATGATGCAAGATGAGAGGCCCAGTCCATAACACTTAACGCTTTGTGCACCGTACAATTCAGT

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

#
Mismatch

Hit
Count

Total
Norm Total

M025

embryo

M023

head

GSM343915

embryo

M024

male
body

SRR618934

dsim w501
ovaries

M053

female
body

SRR553486

Makindu_3
day-old
ovaries

SRR553485

Chicharo_3
day-old
ovaries

SRR902009

testis

O002

Head

SRR553487

NRT_0-2
hours
eggs

............................................................................................................GTCGCTGCGATTCCGGGC..................................................................... 18 0 1 18.00 18 15 0 0 3 0 0 0 0 0 0 0

..............................................................................................AAATTTAGTCTACAGTCGCTGC............................................................................... 22 0 1 7.00 7 5 0 0 1 0 1 0 0 0 0 0

......................................................................TGCAGGGCTGTAGGCTTCGGTCC...................................................................................................... 23 0 1 5.00 5 2 1 1 1 0 0 0 0 0 0 0

..................GTCAACAGATTGGATTTGC.............................................................................................................................................................. 19 0 1 5.00 5 5 0 0 0 0 0 0 0 0 0 0

............................................................................................................GTCGCTGCGATTCCGGGCAGT.................................................................. 21 0 1 4.00 4 3 0 0 0 1 0 0 0 0 0 0

................................................................................................ATTTAGTCTACAGTCGCTGC............................................................................... 20 0 1 4.00 4 3 0 1 0 0 0 0 0 0 0 0

....................................................................CTTGCAGGGCTGTAGGCTTCGGTCC...................................................................................................... 25 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0

....................................................................................................................GATTCCGGGCAGTTGAAAT............................................................ 19 0 1 3.00 3 1 2 0 0 0 0 0 0 0 0 0

...............................................................GCTGTCTTGCAGGGCTGTA................................................................................................................. 19 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0

......................................................................TGCAGGGCTGTAGGCTTC........................................................................................................... 18 0 1 3.00 3 1 2 0 0 0 0 0 0 0 0 0

..................................................................................................TTAGTCTACAGTCGCTGCGATT........................................................................... 22 0 1 3.00 3 0 3 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................CCATAACACTTAACGCTTTGTGCACC............ 26 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TTCCGGGCAGTTGAAATGATGCAAGA................................................... 26 0 1 3.00 3 0 0 0 0 0 0 0 3 0 0 0

............................................................................................................GTCGCTGCGATTCCGGGCAG................................................................... 20 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................TGATGCAAGATGAGAGGCC.......................................... 19 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0

...........................................................................................CCAAAATTTAGTCTACAGTCGCTGC............................................................................... 25 0 1 2.00 2 1 0 0 1 0 0 0 0 0 0 0

............................................................................................................GTCGCTGCGATTCCGGGCA.................................................................... 19 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0

...........................................CGGCTTGAATCTGCCTAACTGCTGTCT............................................................................................................................. 27 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0

..............................................................................................................................................................CATAACACTTAACGCTTTGTGCACC............ 25 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0

...........................................................................................................AGTCGCTGCGATTCCGGGC..................................................................... 19 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0

...............TAAGTCAACAGATTGGATTTGCGCCGA......................................................................................................................................................... 27 0 1 2.00 2 0 0 0 0 1 0 0 1 0 0 0

..................GTCAACAGATTGGATTTGCGCCGAT........................................................................................................................................................ 25 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0

.................................................................................................TTTAGTCTACAGTCGCTGC............................................................................... 19 0 1 2.00 2 1 0 1 0 0 0 0 0 0 0 0

.............................................................................................AAAATTTAGTCTACAGTCGCTG................................................................................ 22 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0

....................CAACAGATTGGATTTGCGCCGATCGGCT................................................................................................................................................... 28 0 1 2.00 2 1 0 0 0 0 1 0 0 0 0 0

............................................................................................................GTCGCTGCGATTCCGGGCAGG.................................................................. 21 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0

..................GTCAACAGATTGGATTTGCGCC........................................................................................................................................................... 22 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0

.................................................................................................TTTAGTCTACAGTCGCTG................................................................................ 18 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0

.....................AACAGATTGGATTTGCGC............................................................................................................................................................ 18 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0

..............................................................................................AAATTTAGTCTACAGTCGCTG................................................................................ 21 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0

.............GATAAGTCAACAGATTGGAT.................................................................................................................................................................. 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

................................................................................................ATTTAGTCTACAGTCGCTGCGATT........................................................................... 24 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

............................................................ACTGCTGTCTTGCAGGGCTGTA................................................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0

...............................................................GCTGTCTTGCAGGGCTGTAGGCT............................................................................................................. 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

............................................................................................................GTCGCTGCGATTCCGGGCAGC.................................................................. 21 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

.......................................................................................................CTACAGTCGCTGCGATTCCGGGCAGT.................................................................. 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

........................................................................................................TACAGTCGCTGCGATTCCGGGCAGT.................................................................. 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

......................................................................TGCAGGGCTGTAGGCTTCGGTCCA..................................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

.............................................................CTGCTGTCTTGCAGGGCTGTAGGC.............................................................................................................. 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................TCCGGGCAGTTGAAATGATGCAAGA................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0

..........................................................................................................CAGTCGCTGCGATTCCGG....................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0

...........................................................AACTGCTGTCTTGCAGGGCTGTAGGCTT............................................................................................................ 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

...........................................CGGCTTGAATCTGCCTAACT.................................................................................................................................... 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

..............ATAAGTCAACAGATTGGATTTGC.............................................................................................................................................................. 23 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0

..............................................................TGCTGTCTTGCAGGGCTGTAGG............................................................................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

.........................................................................AGGGCTGTAGGCTTCGGTCC...................................................................................................... 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

....................................................................................................AGTCTACAGTCGCTGCGATTCCGGGC..................................................................... 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................GATGAGAGGCCCAGTCCATAACACT............................ 25 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

..............................................................................................AAATTTAGTCTACAGTCGCTGG............................................................................... 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

..................GTCAACAGATTGGATTTGCGC............................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0

............................TGGATTTGCGCCGATCGGCTTGAATC............................................................................................................................................. 26 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0

......................................................................................................................TTCCGGGCAGTTGAAATGATGCAAG.................................................... 25 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

....................CAACAGATTGGATTTGCGC............................................................................................................................................................ 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................CAGTCCATAACACTTAACGCT..................... 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0

...........................................................................................................................................................GTCCATAACACTTAACGCTTTGTGCACC............ 28 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

...................................................................TCTTGCAGGGCTGTAGGCT............................................................................................................. 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

.....................................................................................................GTCTACAGTCGCTGCGATTCCGGGCAG................................................................... 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

..............................................................TGCTGTCTTGCAGGGCTGTA................................................................................................................. 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

.......................................................................................................CTACAGTCGCTGCGATTCCGGGC..................................................................... 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................GTTGAAATGATGCAAGATGAGAGGCC.......................................... 26 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

...........................................................................................................AGTCGCTGCGATTCCGGGCAGTT................................................................. 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

........................................................CCTAACTGCTGTCTTGCAGGGCTGTAG................................................................................................................ 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................GTCCATAACACTTAACGCTT.................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

.................................................................................................................TGCGATTCCGGGCAGTTGAAATGATG........................................................ 26 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0

...................................................................................................TAGTCTACAGTCGCTGCGATTCCGGGC..................................................................... 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

.........................................................................AGGGCTGTAGGCTTC........................................................................................................... 15 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0

...........................TTGGATTTGCGCCGATCGGC.................................................................................................................................................... 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

......................................................................................................................TTCCGGGCAGTTGAAATGATGC....................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

.........................................................................................................ACAGTCGCTGCGATTCCGGGCAGT.................................................................. 24 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0

..........................................................................................................................................GCAAGATGAGAGGCCCAGTCCAT.................................. 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

......................................................................TGCAGGGCTGTAGGCTTCGG......................................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................AGATGAGAGGCCCAGTCCA................................... 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

...........................................................................................................AGTCGCTGCGATTCCGGGCAGT.................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0

................................................................................................ATTTAGTCTACAGTCGCTG................................................................................ 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

...............................................................................................AATTTAGTCTACAGTCGCTGC............................................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

...........................................................................................................AGTCGCTGCGATTCCGGGCA.................................................................... 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

..............................................CTTGAATCTGCCTAACTGC.................................................................................................................................. 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

....................................................TCTGCCTAACTGCTGTCT............................................................................................................................. 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

.................................................................TGTCTTGCAGGGCTGTAGGCT............................................................................................................. 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

...........................TTGGATTTGCGCCGATCGGCTTGAATC............................................................................................................................................. 27 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0

...............................................................................................................................................................ATAACACTTAACGCTTTGTGCACCGTAC........ 28 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

..........................................................................................................CAGTCGCTGCGATTCCGGGC..................................................................... 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0

.......................................................................................................................TCCGGGCAGTTGAAATGATGC....................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

.....................................GCCGATCGGCTTGAATCTGC.......................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0

.............................................................................................................................................AGATGAGAGGCCCAGTCCAT.................................. 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

....................................................................CTTGCAGGGCTGTAGGCTTC........................................................................................................... 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

...AGCTAGAAGAGATAAGTCAACAGATTG..................................................................................................................................................................... 27 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0

...........................TTGGATTTGCGCCGATCGGCC................................................................................................................................................... 21 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

...........................TTGGATTTGCGCCGATCGGCTT.................................................................................................................................................. 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................GTCCATAACACTTAACGCTTTGT................. 23 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0

..........................ATTGGATTTGCGCCGATCGGCT................................................................................................................................................... 22 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0

..................GTCAACAGATTGGATTTGCGCCGATC....................................................................................................................................................... 26 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

.....................................................................................................GTCTACAGTCGCTGCGAT............................................................................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0

......................................................................................................TCTACAGTCGCTGCGATTCCGGGCAG................................................................... 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................ATTCCGGGCAGTTGAAAT............................................................ 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

................AAGTCAACAGATTGGATTTGC.............................................................................................................................................................. 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................GTCCATAACACTTAACGCT..................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

......................ACAGATTGGATTTGCGCCGAT........................................................................................................................................................ 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

..................................................................................................TTAGTCTACAGTCGCTGC............................................................................... 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

................................TTTGCGCCGATCGGCTTGAATCTGCC......................................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0

.......................................................................................................................TCCGGGCAGTTGAAATGATGCAAGATG................................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0

............................................................................................CAAAATTTAGTCTACAGTCGCTG................................................................................ 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

............................................................................................CAAAATTTAGTCTACAGTCGCTGC............................................................................... 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................AGTCCATAACACTTAACGCTTTGTGCACC............ 29 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................TAACACTTAACGCTTTGTGCACCGTACA....... 28 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0

...............................................................GCTGTCTTGCAGGGCTGTAGGC.............................................................................................................. 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

...............................................................................................................................................................ATAACACTTAACGCTTTGT................. 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

Anti-sense strand reads

GTGTCGATCTTCTCTATTCAGTTGTCTAACCTAAACGCGGCTAGCCGAACTTAGACGGATTGACGACAGAACGTCCCGACATCCGAAGCCAGGTTTTAAATCAGATGTCAGCGACGCTAAGGCCCGTCAACTTTACTACGTTCTACTCTCCGGGTCAGGTATTGTGAATTGCGAAACACGTGGCATGTTAAGTCA

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

#
Mismatch

Hit
Count

Total
Norm Total

M023

head

M024

male
body

SRR553486

Makindu_3
day-old
ovaries

SRR618934

dsim w501
ovaries

SRR553488

RT_0-2
hours
eggs

......................................................................................................AGATGTCAGCGACGCTAAGGC........................................................................ 21 0 1 3.00 3 3 0 0 0 0

.......................................................................................................GATGTCAGCGACGCTAAGGCCC...................................................................... 22 0 1 1.00 1 1 0 0 0 0

........................................................................................................ATGTCAGCGACGCTAAGGCCC...................................................................... 21 0 1 1.00 1 1 0 0 0 0

..........................................................................TCCGACATCCGAAGCCAGGTTT................................................................................................... 22 1 1 1.00 1 1 0 0 0 0

......................................................................................................................................................CGGGTCAGGTATTGTGAATT......................... 20 0 1 1.00 1 0 0 1 0 0

.......................................................................................GCCAGGTTTTAAATCAGATGT....................................................................................... 21 0 1 1.00 1 0 1 0 0 0
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Species Coordinate ID Alignment
droSim2 2l:2946894-2947088 + dsi_32463 CACAGCTAGA--AGAGATAAGT-----CAACA-------GAT--TGGATTTGCGC----CGATCGG----CT---TGAATCT--GCC--TAACTGCTGTCTTGCAGGGC-T--GTAGGC---TTCGGTCCAAA---ATTT-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAAA-TG---ATGCAA-GATGAGAG---GCCCA---GTCCATAACACTTAACGCTT--TGTGCACC-GT-----ACAATT-CA-------------GT
droSec2 scaffold_5:1224952-1225146

+
dse_1854 CACAGCTAGA--AGAGATAAGT-----CAACA-------GAT--TGGATTTGCGT----CGATCGG----CT---TGAATCT--GCC--TAACTGCTGTCTTGCAGGGC-T--GTAGGC---TTCGGTCCAAA---ATTT-AGTCTACAGTCACTGCGATTCCG-GGCAGTTGAAA-TG---ATGCAA-GATGAGAG---GCCCA---GTCCATAACACTTAACGCTT--TGTGCACC-GT-----ACAATT-CA-------------GT

dm3 chr2L:3067709-3067903 + dme_436 CACAGCTAGA--AGAGATAAGT-----TAACA-------GAT--TGGATTTGCGT----CGATCGG----AT---TGAATCT--GCC--TAACTGCTGTCTTGCAGGGC-T--GTAGGC---TTCGGTCCAAA---ATTA-AGTCTACAGTCTCTGCGATTCCG-GGCAGTTGAAA-TG---ATGCAA-GATGAGAG---GCTCA---GTCCATAACACTTAACGCTT--TGTGCACC-GT-----ACAATT-TA-------------GT
droEre2 scaffold_4929:3115452-

3115635 +
der_1527 CACAGCTAGA--AGAGAT--------------------------CGGATTGGCGT----CAATCGG----AT---TGAATCT--GCC--TAACTGCTGTCTTGCAGGGC-T--GTAGGC---TTCGGTCCAAA---ATTT-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAAA-GG---ATGCAA-GATGAGAG---GCCCA---GTCCATGACACTTAACGCTT--TGTGCACC-GT-----ACATTTTCA-------------GT

droYak3 2L:3063708-3063893 + dya_1801 CACAGCTAGA--AGAGAT--------------------------CGGATCGGCGT----CGATCGG----AT---TAAGTCT--GCC--TAACTGCTGTCTTGCAGGGC-T--GTAGGC---TTTGGTCCAAA---ATTT-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAAA-TG---ATGCAA-GATGAAAGAGAGCCCG---GTCCATAACACTTAACGCTT--TGTGCACC-GT-----ACAATT-CA-------------GT
droEug1 scf7180000409554:3024267-

3024462 -
CACAGCTAAA--AGAGATAACT-----CAACA-------GGT--CGGATTGGAGC----GGATCGG----AT---TGAATCT--GAT--TAACTGCTGTCTTGCAGCGC-T--GTAGAC---TGTGGTCCAAA---ATTT-AGTCTATAGTCGCTGCGATTCTG-GGCAGTTGTAA-GG---ATAAAAAGATGAGAG---GCCCA---AACCATCACACTTAACGCTT--TGTGCACC-AT-----ACAGAT-TA-------------GT

droBia1 scf7180000302188:2122002-
2122202 +

CACAGCTAGA--GGAGATAAGT-----AAACAGAT--CGGAT--TGGACTGGAGT----GGATCGG----AT---TGCATCG--GCC--TAACTGCTGTCTTGCAGGGC-C--GTAGAC---TTTGGTCCAAA---ATTT-AGTCTACGGTCGCTGCGATTCCG-GGCAGTTGAAA-GG---ATGCAA-GACGAGAG---ACTCA---GTCCACTAGACTTAACGCTT--TGTGCACC-GT-----ACAGTTCCA-------------GT

droTak1 scf7180000415438:753079-
753224 -

CACAG----------------------------------------------GAGT----GGATCGG----AT---GGCATCT--GCC--TAACTGCTGTCTTGCAGGGC-C--GTGGAC---TTTGGTCCAAA---ATTT-AGTCTATGGTCGCTGCGATTCCG-GGCAGTTGAAA-GG---ATGCCA-AATGAGAG---ACCCA------------ACCTAACGCTT--TGTGCACC-GT-----------------------------

droEle1 scf7180000491046:1758544-
1758740 +

CACAGTTAGA--AGAGATAAGT-----CAACG-------GAT--CGGATTGGAGT----GGATCGG----AT---TGCGTCT--GCC--TAACTGCCGTCTTGCAGCAC-T--GTAGTC---TTTGGTCCAAA---ATTT-AGTCTACAGCCGCTGCGATTCTG-GGCAGTTGAAA-GG---ATGCAATGATGACAG---GCCCA---GACCATCACACTTAACGCTT--TGTGCACC-GT-----ACACTT-CAG------------TT

droRho1 scf7180000780028:158223-
158417 +

CACAGCTAGA--GGAGATAAGT-----CAACG-------GAT--CGGATTGGAAT----GGATTGG----AT---TGGATCT--GCC--TAACTGCCGTCTTGCAGCGC-T--GTATTC---TTTGGTCCAAA---ATTT-AGTCTATAGTCGCTACGATTCTG-GGCAGTTGAAA-TG---ATCCAA-GACGAGAG---GCCCA---ATCCATCACACTTAACGCTT--TGTGCACC-GT-----ACAGTT-CA-------------GT

droFic1 scf7180000453924:1051725-
1051931 +

CACAGCTAGA--AGAGATAG-------------------GAT--CGGATTGGAGTGGATCGATCGC----CT---GGGATCT--GCC--TAACTGCCGTCTTGCAGCGC-C--GTAGAC---TTTGGTCCAAA---ATTT-AGCCTACGGCCGCTACGATTCCG-GGCAGTTGAAA-GG---ATCCAG-GATGCGAGT-CGCCCA---ACCCTTCACACTTAACGCTT--TGTGCACC-GT-----ACAGTT-CAGTAGTTCAGTACAGT

droKik1 scf7180000302246:274520-
274657 +

CGCAGC--------------------------------------------------------------------------------C--AAACTGCTGTCTTGCAGCGCCT--GTGGAC---TGTGGTCCAAA----TTA-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAGT-GGCCGATGCTG-----------------------GATCGCACTTAACGCTTCGTGTGCACC-GCAGAGAAGAGTT-CA-------------GT

droAna3 scaffold_12916:9588076-
9588233 -

dan_4042 CACAGCTTTA--AG----------------------------------------------GAACCG----TT---T--ATCT--CCCATTAACTGCTGTCTTGCAGAGTCT--GTGGAC---G-TGGTCCAAA----T-T-TGTCTACAGCCACTGCGATTCCG-GGCAGTTGAAAGTG---AT--AA-TACGGACT---CCCCAAAAACACATCACATCT-GCGCTT--TGTGCACC-GC-----AC----------------------

droBip1 scf7180000396580:1442851-
1443009 +

CACAGCTTTA--AG----------------------------------------------GATCAG----CA-T-T---TCT--CCCATTAACTGCCGTCTTGCAGCGTCT--GTGGAC---G-TGGTCCAAA----TT--TGTCTACAGCCGCTGCGATTCCGGGGCAGTTGCAAGTG---AAACCA-TACGGATT---CCTCAA--ATACATCACATCT-GCGCTT--TGTGCACC-GC-----AC----------------------

dp5 Unknown_singleton_3046:27-
210 +

dps_31 CACAGCAACA--AAAGATAAAA-----CTA---ATCTCGGAT--CGGATG--------------------TTCCTTAAAC-----CT--TAACTGCCGTCTTGCAGCGCCT--GTGGACG--ATAGGTCCAAA---ATTTCAGTCTACAGACGCTGCGATTCCG-GGCAGTTGAGT-GG---AT--------GGGAT---CCACCT--TTAAATCACACTTAAAGCTA--TGTGCACA-GA---GTACAGT---A-------------GT

droPer2 scaffold_1:8612772-8612955
-

dpe_229 CACAGCAACA--AAAGATAAAA-----CTA---ATCTCGGAT--CGGATG--------------------TTCCTTAAAC-----CT--TAACTGCCGTCTTGCAGCGCCT--GTGGACG--ATAGGTCCAAA---ATTTCAGTCTACAGACGCTGCGATTCCG-GGCAGTTGAGT-GG---AT--------GGGAT---CCACCT--TTAAATCACACTTAAAGCTA--TGTGCACA-GA---GTACAGT---A-------------GT

droWil2 scf2_1100000004945:407277-
407435 +

dwi_5419 CACAGTTAAATACATGATATAT----CCTCCA-AATGTGAAT--TAGATATAAGT----T-ATATC----CA---GTGATCG--ATT--TAATTGCCGTCTTGCAGGGTCTTTGTAAAGAATCCAGGTCCAAATT-AAAT-TCTTTATAGATCCTGCGATTCTG-GGCAATTGAAT-GA----C-------------------------------------------------ACACT-G------------------------------

droVir3 scaffold_12963:14467456-
14467610 -

dvi_24646 TTTT------------------------AACA--------------------TGTCCAACAGTTTAGCAAGTCTATGTA-----ATG--TAACTGCCGTCTTGCAACGCCT--GTGGATA-CAAAGGTCCAAA---AATT-AATCCACACGAGTTGCGATTCTG-GGCAGTTGA---------------------------------------TTTTACTAAAATCTT--TATGCACATGT-----AAACAT-GGG---------AGAGT

droMoj3 scaffold_6500:15423873-
15424035 -

dmo_3155 AA--TCCACA--ACACATTCCCACAACCAACG-ATTTTGGACGGTAGACAACAGC----ACAGCAG----CC---GGCACTCGTCTT--TAACTGCCGTCTTGCAGCTCCT--GTGGATG-CCCAGGTCCAAT---AAGT-AATCCACACGTGCTGCGATTCCG-GGCAGTTGAGG-GG---A-GCAA-CAGGAT---------------------------------------------------------------------------

droGri2 scaffold_15252:2029221-
2029382 +

dgr_469 TACAATTGGA--ATAGAGGAAT-----CATCA-------TAA--T----TT--GTATATCAATCTATATAATCT-TACA-AT--GAT--TAACTGCCGTCTTGCCGGGCCT--GTGGGCA-CCCAGGTCCAAACAAAAGT-TGCCCACATGCTCGGCGATTCTG-AGCAGTTAAA--------------------------CTCA---GT---------TTA--ACTT--CATTCAC---------------------------------
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intron [3r_17828532_17828607_+]; CDS [3r_17828608_17828843_+]; CDS [3r_17828181_17828531_+]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TGCCACGCTCCAGCTGGACGACTATAATGTGCAGGCACTGACGCCACAGAGTAAGTAAACAAGGGGATAGATCAGCACAGGGGGTACTTAATGCTCTACCGATCTTTCTTCTCCAACGACTTGCAGGCCACCACTCCACCGTGTTCAATACCATGTCCAACGTTCAGGTCGGCGGC

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

#
Mismatch

Hit
Count

Total
Norm Total

M023

head

M025

embryo

SRR618934

dsim w501
ovaries

M024

male
body

........................................................................................................TTTCTTCTCCAACGACTTGCAG.................................................. 22 0 1 5.00 5 4 1 0 0

........................................................................................................TTTCTTCTCCAACGACTTGCA................................................... 21 0 1 5.00 5 5 0 0 0

........................................................................................................TTTCTTCTCCAACGACTTGC.................................................... 20 0 1 5.00 5 5 0 0 0

......................................................................................................TCTTTCTTCTCCAACGACTTGC.................................................... 22 0 1 4.00 4 4 0 0 0

.......................................................................................................CTTTCTTCTCCAACGACTTGC.................................................... 21 0 1 3.00 3 3 0 0 0

....................ACTATAATGTGCAGGCACTG........................................................................................................................................ 20 0 1 1.00 1 1 0 0 0

.......................................................................................................CTTTCTTCTCCAACGACTTGT.................................................... 21 1 1 1.00 1 1 0 0 0

...................GACTATAATGTGCAGGCACTGA....................................................................................................................................... 22 0 1 1.00 1 0 1 0 0

Anti-sense strand reads

ACGGTGCGAGGTCGACCTGCTGATATTACACGTCCGTGACTGCGGTGTCTCATTCATTTGTTCCCCTATCTAGTCGTGTCCCCCATGAATTACGAGATGGCTAGAAAGAAGAGGTTGCTGAACGTCCGGTGGTGAGGTGGCACAAGTTATGGTACAGGTTGCAAGTCCAGCCGCCG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR553488

RT_0-2
hours
eggs

SRR618934

dsim w501
ovaries

M024

male
body

SRR553487

NRT_0-2
hours
eggs

SRR553485

Chicharo_3
day-old
ovaries

SRR553486

Makindu_3
day-old
ovaries

......................................................................................AAATTACGAGATGGCT.......................................................................... 16 1 2 0.50 1 1 0 0 0 0 0
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Species Coordinate ID Alignment
droSim2 3r:17828482-17828657 + dsi_4550 TGCCACGCTCCAGCTGGACGACTATAATGTGCAGGCACTGACGCCACAGAGTAAGTAAACAAG---------------GGGATAGATCAGCA-CAGGGG---------------GT-ACTTAATGC----------T-CTA----CCGATCTTTCTTCT---CC-----AA------------C--G-------------AC--TTGCAGGCCACCACTCCACCGTGTTCAATACCATGTCCAACGTTCAGGTCGGCGGC
droSec2 scaffold_0:18659430-

18659605 +
TGCCACGCTCCAGCTGGACGACTATAATGTGCAGGCACTGACGCCACAGAGTAAGTAAACAAG---------------GGGATAGATCAGCA-CAGGGG---------------GT-ACCTAATGC----------T-CTA----CCGATCTTTCTTCT---CC-----AA------------C--G-------------GC--TTGCAGGCCACCACTCCACCGTGTTCAATACCATGTCCAACGTTCAGGTCGGCGGC

dm3 chr3R:18305126-18305301 + TGCCACGCTCCAACTGGACGACTACAATGTGCAGGCACTGACGCCACAGAGTAAGTAAACAAG---------------GGGATAGATCAGCA-CAGGGG---------------GT-ATCTAATGC----------T-CTA----CCGAACTTTCTTCT---CC-----AA------------C--G-------------AC--TTGCAGGCCACCACTCCACCGTGTTCAATACCATGTCCAACGTTCAGGTCGGCGGC
droEre2 scaffold_4820:9772219-

9772390 -
TGCCACGCTCCAGCTGGACGACTACAATGTGCAGGCACTGACGCCGCAGAGTAAGTGAGCCCG---------------GGGATAGATCAGCG-CAGGGG---------------GT-ACCTAATGC----------T-CTA----CCGATC----TTCT---CC-----AA------------T--G-------------AC--TTTCAGGCCACCACTCCACCGTGTTCAATACCATGTCCAACGTTCAGGTCGGCGGC

droYak3 3R:19150546-19150721 + TGCCACGCTCCAGCTGGACGACTACAATGTGCAGGCACTGACGCCACAGAGTAAGTAGACAAG---------------GGGATAGTTCAGCG-CAGGGG---------------GT-ACCTAATGC----------T-CTA----CCGATC----TTCTTCTCCA----AA------------C--G-------------AC--TTTCAGGCCACCACTCCACCGTGTTCAATACCATGTCCAACGTTCAGGTCGGCGGC
droEug1 scf7180000409768:428647-

428819 +
TGCAACGCTTCAACTGGACGACTACAATGTACAGGCACTGACGCCGCAGAGTAAGTGCATACG---------------GGGATAGCCTTTTA-ACGGGG---------------GTAACCTAATAC----------T-CTT----TCGATC----TTCT---TG-----AA------------C--G-------------AC--TTGCAGGCCATCATTCGACCGTGTTCAATACCATGTCAAATGTTCAGGTCGGCGGC

droBia1 scf7180000302402:5425651-
5425828 -

CGCAACGCTGCAGCTGGACGACTACAATGTGCAGGCGCTCACGCCGCAGAGTAAGTGGACG-GGGG---------TTAGACACAGCCCTGCT-GCGGGG---------------GT-ACTTAACTC----------TGCTT----TCGATC----TTCT---TC-----CC------------C--A-------------CC--TGGCAGGCCATCACTCGACCGTGTTCAATACCATGTCCAACGTTCAGGTCGGCGGC

droTak1 scf7180000415711:718929-
719106 -

CGCGACGCTCCAGCTGGACGACTACAATGTGCAGGCACTCACGCCGCAGAGTAAGTGGATA-G---------------GGGATAGTTTTCCT-TTAGGG-GTAGG---------GT-GCCTAATTATC--------T-CTT----CCAATC----TTTT---CT-----AA------------C--A-------------AT--TTTCAGGCCACCACTCGACCGTGTTCAATACCATGTCCAACGTTCAGGTCGGCGGC

droEle1 scf7180000491280:4472480-
4472653 -

TGCCACGCTCCAGCTGGACGACTACAATGTGCAGGCACTCACGCCGCAGAGTAAGTGGATGT----------------GGGATGGGCTATCATTAGGGG---------------GT-ATCTAATGG----------C-ATT----TCGATC----TTCT---TC-----AA------------C--G-------------ACTCTTGCAGGCCACCATTCGACCGTGTTCAATACCATGTCCAACGTTCAGGTCGGCGGC

droRho1 scf7180000779677:159161-
159237 +

TGCCACGCTCCAGCTGGACGACTACAATGTGCAGGCACTCACGCCGCAGAGTAAGTGGGTGGG-----------ATGGGGGATGGCTC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000454106:1450357-
1450528 +

CGCCACGCTCCAGCTGGACGACTACAACGTGCAGGCGCTCACGCCGCAGAGTAAGTGCATA-G---------------GGGATAGTTCTCCG-CCGGGG---------------GT-GTCTAACGA----------T-CT-----CCGACC----TTCT---CC-----AA------------C--C-------------GCTCTTGCAGGCCACCACTCGACCGTGTTCAATACCATGTCCAACGTTCAGGTCGGCGGC

droKik1 scf7180000302706:1529689-
1529859 +

TGCCACACTCCAGCTGGATGACTACAATGTGCAGGCCCTGACGCCGCAGAGTAAGTGCA-------------------GGGACACCT-AATACCGGGGG---------------TT-ATCTAATGC----------CGTTC----CCGATC----TTCT---TG-------------------C--G---------GTTGAC--TTGCAGGCCACCACTCTACCGTGTTCAATACCATGTCCAACGTCCAGGTCGGCGGC

droAna3 scaffold_12911:5346000-
5346175 +

TGCCACGCTGCAGCTGGATGACTACAACGTTCAGGCCCTGACGCCGCAGAGTAAGTGGA-------------------GGGATCATTTGGCTTCCGGGG---------------AT-GTCTAATGC----------T-GTATCCTTCGATT----TCT--------------------------------GTTTGGATTCAT--CCACAGGCCACCACTCGACCGTGTTCAATACCATGTCCAATGTTCAGGTCGGCGGC

droBip1 scf7180000396583:494745-
494920 -

TGCCACGCTGCAGCTGGACGACTACAACGTTCAGGCACTGACGCCGCAGAGTAAGTGGA-------------------GGGATCCTTTGGCTTCCGGGG---------------AT-GTCTAATGC----------T-GTATCCTTCGACT----TCT----C----------------------------TTTGGGTTCAT--CCACAGGCCACCACTCGACCGTGTTCAATACCATGTCCAACGTTCAGGTCGGCGGC

dp5 2:13774957-13775147 - CGCCACCCTCCAGCTCGACGACTACAATGTGCAGGCACTGACTCCGCAGAGTAAGTGGATGGC-TGCTCAACTTATCACGAATGATTCTAAG-AAGGAG---------------TC-ACATAATAA----------T--------GCGATT----TCCC---TG---------TGATTCTGATT--G-------------AT--TTTCAGGCCACCATTCGACCGTTTTCAATACCATGTCCAATGTCCAAGTCGGCGGC
droPer2 scaffold_0:6671758-6671816

+
CGCCACCCTCCAGCTCGACGACTACAATGTGCAGGCACTGACTCCGCAGAGTAAGTGGA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droWil2 scf2_1100000004902:2779604-
2779769 +

TGCCACACTCCAGCTGGATGACTACAATGTCCAGGCCTTGACACCGCAGAGTAAGAGTAAT-----T-------------TAAACTT-ATTT-CAGAGA---------------ATTAATAGATTG----------T-------------A----ATCT---CAAAAACTT------------C--A-------------AA--TTTCAGGCCATCATTCGACTGTTTTTAACACCATGTCCAATATACAAGTGGGCGGT

droVir3 scaffold_12822:647243-
647409 -

CGCAACGCTCCAGCTGGACGACTACAATGTACAGGCGCTCACGCCGCAGGGTAAGTTCA------------------------------------GGGAGTTCTCTTCTTAGATCTCAC-TGATAA-------TCAT---------AGAA-------CT---TG-----AA------------A--CTCTAT---------C--CGACAGGACACCACTCGACCGTTTTCAATACCATGTCGAATATTCAGGTGGGCGGC

droMoj3 scaffold_6540:33301896-
33302059 -

CGCCACCCTCCAGCTGGACGACTACAACGTGCAGACTCTGACGCCGCAGGGTGAGCTCG---------------------A--------------AACG-GTAGCCAGTCGAAGTTCACTTAACTA----------T-------------G----ATCT---CT-----AA------------C--ATCTGT---------T--TGGCAGCCCATCATTCCACGGTCTTCAACACCATGTCGAACATTCAAGTTGGCGGC

droGri2 scaffold_15074:3140594-
3140767 +

TGCAACGCTCCAGCTGGACGACTATAATGTGCAGGCACTCACACCCCAGGGTAAGATCA--AG---------------ATTATATAT-------------------------------TCTAATCC--CATAATAAT-------------G----ATAT---TC-----GCTGTTACTGTTATTGTTTCTGT---------T--TGCCAGGCCACCATTCAACCGTGTTCAACACCATGTCCAATATACAAGTGGGCGGC
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779677:159161-159237
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454106:1450357-1450528
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302706:1529689-1529859
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12911:5346000-5346175
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AAGCCAAAAGTGTCTGCCCCCTAGAAATGGGGGATATATGTATTTCGAGTTCCCCGATTCCGAACCGGAGTTTTGAGTTTATAAATAAGTTCCAGTCGGAAAAGTCGGAGGAACAAGAGAGGGAAACATACATTATTTTCACGTACTTCTCTCTGCCTCTCTCGC

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

#
Mismatch

Hit
Count

Total
Norm Total

M023

head

M025

embryo

SRR553485

Chicharo_3
day-old
ovaries

M024

male
body

SRR553487

NRT_0-2
hours
eggs

SRR553488

RT_0-2
hours
eggs

SRR553486

Makindu_3
day-old
ovaries

GSM343915

embryo

O002

Head

SRR618934

dsim w501
ovaries

M053

female
body

O001

Testis

SRR902009

testis

.........................................................................................TTCCAGTCGGAAAAGTCGGAGGAAC................................................... 25 0 1 39.00 39 8 17 5 5 1 1 2 0 0 0 0 0 0

.........................................................................................TTCCAGTCGGAAAAGTCGGAGGA..................................................... 23 0 1 38.00 38 7 10 10 2 5 0 2 1 1 0 0 0 0

.........................................................................................TTCCAGTCGGAAAAGTCGGAGG...................................................... 22 0 1 21.00 21 5 3 4 1 1 4 0 0 1 0 0 1 1

.........................................................................................TTCCAGTCGGAAAAGTCGGAG....................................................... 21 0 1 19.00 19 8 1 1 2 0 4 1 1 1 0 0 0 0

.........................................................................................TTCCAGTCGGAAAAGTCGGAGGAACC.................................................. 26 1 1 10.00 10 3 5 1 1 0 0 0 0 0 0 0 0 0

.........................................................................................TTCCAGTCGGAAAAGTCGGA........................................................ 20 0 1 8.00 8 6 0 0 1 0 0 1 0 0 0 0 0 0

.........................................................................................TTCCAGTCGGAAAAGTCGGAGGAA.................................................... 24 0 1 5.00 5 1 1 0 0 1 0 0 0 0 2 0 0 0

.........................................................................................TTCCAGTCGGAAAAGTCGGAGGAT.................................................... 24 1 1 4.00 4 0 1 0 3 0 0 0 0 0 0 0 0 0

........................................................................................GTTCCAGTCGGAAAAGTCGGAG....................................................... 22 0 1 2.00 2 1 0 0 0 0 0 0 0 0 1 0 0 0

.........................................................................................................................................TTCACGTACTTCTCTCTGCCT....... 21 0 1 2.00 2 0 1 0 1 0 0 0 0 0 0 0 0 0

........................................................................................GTTCCAGTCGGAAAAGTCGGAGGAA.................................................... 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................ATAAATAAGTTCCAGTCGGA................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0

........................................................................TTGAGTTTATAAATAAGTTCCAGTCGGA................................................................. 28 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

.........................................................................................TTCCAGTCGGAAAAGTCGGAGGAAA................................................... 25 1 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

............................................................................................CAGTCGGAAAAGTCGGAGGAA.................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TTCCAGTCGGAAAAGTCGGAC....................................................... 21 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................CATTATTTTCACGTACTTCT............... 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

........................................................................................GTTCCAGTCGGAAAAGTCGGG........................................................ 21 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................AGTTCCAGTCGGAAAAGTCGGAGGAACA.................................................. 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TTCGGTTTTCACAGACGGGGGATCTTTACCCCCTATATACATAAAGCTCAAGGGGCTAAGGCTTGGCCTCAAAACTCAAATATTTATTCAAGGTCAGCCTTTTCAGCCTCCTTGTTCTCTCCCTTTGTATGTAATAAAAGTGCATGAAGAGAGACGGAGAGAGCG

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

#
Mismatch

Hit
Count

Total
Norm Total

M025

embryo

SRR618934

dsim w501
ovaries

SRR902009

testis

SRR553488

RT_0-2
hours
eggs

M024

male
body

GSM343915

embryo

..CGGTTTTCACAGACGGGGGA............................................................................................................................................... 20 0 1 1.00 1 0 0 1 0 0 0

........................................................................................CAAGGTCAGCCTTTTCAGCC......................................................... 20 0 1 1.00 1 1 0 0 0 0 0

....................................................GGGCTAAGGCTTGGCCTCA.............................................................................................. 19 0 1 1.00 1 0 1 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 3l:4094355-4094519 - dsi_150 AAGCCAA---AAGTGTCTGCCCCC-TAG-AAATGGGGG-ATA-TAT--------------GT---ATTTCGAGTT----------------------------------------CC---------------CCGATTCCG--AACCGGAGTTTTGAGTTTATAAATAAGTT--------------CCAGTC-GG-AAAA-------GTCGGAGGAAC-AA--GAGAGGG-AAACATACATTATTTTCAC------------GTACTTCTCTCTG-CCTC--TCT-------------------------------------------------------------CGC
droSec2 scaffold_2:4126552-4126718

-
dse_1840 AAGCCAA---AAGTGTCTGCCCCC-TAG-AAATGGGGG-ATA-TAT--------------GT---ATTTCGAGTT----------------------------------------CC---------------CCGATTCCG--AACCGGAGTTTTGAGTTTATAAATAAGTT--------------CCAGGC-GG-AAAA-------GTCGGAGGAAC-AAGAGAGAGGG-AAACATACATTATTTTCAC------------GTACTTCTCTCTG-TCTC--TCT-------------------------------------------------------------CGC

dm3 chr3L:4134045-4134211 - dme_412 AAGCCAA---AAGTGTCTGCCCCC-TAG-AAATGGGGG-ATA-TAT--------------GT---ATTTCGAGTT----------------------------------------CC---------------CCGATTCCG--AACCGGAGTTTTGAGTTTATAAATAAGTT--------------CCAGTC-GG-AAAA-------GTCGTTGGAAC-AAGAGAGAGGG-AAACATACATTATTTTCTC------------GTACTTCTCACTG-TCTC--TCT-------------------------------------------------------------CGC
droEre2 scaffold_4784:6843077-

6843244 -
der_1517 AAGCCAA---AAGTGTCTGCCCCC-TAG-AAATGGGGGGATA-TAT--------------GT---ATTTCGAGTT----------------------------------------CC---------------CCGATTCCG--AACAGGAGTTTTGAGTTTATAAATAAGTT--------------CCAGTC-GG-AAAA-------GTCGGAGGAAC-AAGGGAGAGGA-AAACATACATTATTTTCCC------------GTACTTCTCTCTG-TCTC--TCT-------------------------------------------------------------CGC

droYak3 3L:4705301-4705469 - dya_1792 AAGCCAA---AAGTGTCTGCCCCC-TAG-AAATGGGTGGATA-TAT--------------GT---ATTTCGAGTT----------------------------------------CC--------------CCCGATTCCG--AACCGGAGTTTTGAGTTTATAAATAAGTT--------------CCAGTC-GG-AAAA-------GTCGGTGGAAC-AAGGGAGAGGG-AAACATACATTATTTTCCC------------GTACTTCTCTCTG-TCTC--TCT-------------------------------------------------------------CGC
droEug1 scf7180000409466:1901004-

1901181 -
AAGCCAG---AAGTGTCTGCCCCC-TCG-AAATGGGTGGAAA-TTTCGCTGCCCTGCCGTGT---GTTTCGGGTT----------------------------------------CC--------------CCCGATTCCG--ATCCGGAGTTTTGAGTTTATAAATAAGTT--------------CCAGTC-TG-AAAA-------G---AAGGAAG-AAGAGAGAAGG-AAACATACATTATTTTCCC------------GTATTTTTCTCTG-T--C--TCT-------------------------------------------------------------CGC

droBia1 scf7180000302428:833729-
833895 -

AAGCCAG---AAGTGTCT-CCCCC-TCA-AAATGGGTGGAT------------------------ATTTCGAGTT----------------------------------------CC--------------CCCGATTTGG--ATCCGGAGTTTTGAGTTTATAAATAAGTT--------------CCAGTCCTG-AAGACGAACGAGCCAGA-GAGC-GAGGGAGAGGG-AGACATGCGTTATTTTCCC------------GTATTTTCCTCTG-T--C--TCT-------------------------------------------------------------CGC

droTak1 scf7180000415778:22383-
22529 +

AAGCCAG---AAGTGTCT-CCCCC-TCG-AAATGGGTGGAT------------------------ATTTCGAGTT----------------------------------------CC--------------CCCGATTTCG--ATCCGGAGTTTTGAGTTTATAAATAAGTT------C------TCCAGTC-CGCAG------------GCAAGAAT-----GA--GAA-AG----AGAT---TTTC-C------------GTATTTTCCTCTATTCTC--TCT-------------------------------------------------------------CGC

droEle1 scf7180000491249:4988011-
4988143 -

--------------GTCTGCCCCC-T-C-AAATGGGTGAAT------------------------GTTTCGGTTT----------------------------------------CC--------------CCCGAT--------TCGGAGTTTTGAGTTTATAAATAAGTT--------------CCAGTC-TG-ACA--------------TAAAA-AAGCGAGAAGG-AAACATACAT---TTTCCC------------CTATTTCTCTATG-T--C--TCT-------------------------------------------------------------CGC

droRho1 scf7180000779198:19085-
19216 +

--------------GTCTGCCCCC-T-C-AAATGGGTGGAT------------------------GTTTCGGGCT----------------------------------------CC--------------CCC------G--ATCCGGAGTTTTGAGTTTATAAATAAGTT--------------CCAGTC-TG-AC---------------GAAAA-AAGAGAGAAGG-AAACATACAT---TTTCCC------------CTATTTCTCTATG-C--C--TCT-------------------------------------------------------------CGC

droFic1 scf7180000454113:1363566-
1363707 -

AAGTCAG---AAGTGTCTGCCCCC-TCGAAAACGGGTGGA-AT-AT----------------------------T----------------------------------------CC---------------CTG--TCCG--ATTCGGAGTTTTGAGTTTATAAATAAGTT--------------CCAGTC-TG-AG---------------GAAAC-ACGAGAGAAGG-AAACATACAT---TTTCCC------------CTATTTCTCTCTT-T--C--TCT-------------------------------------------------------------CGC

droKik1 scf7180000302383:514852-
515013 -

AAG-------AAGTGTCTGCCCCCGTCG-AAATGGGCAAA-GA-TTCGC-----TGCCGTGT---GTTTTGGGCT----------------------------------------CC--------------CCCAA-TCCGTCGTCCGGAGTTTTGAGTTTATAAATAAGTT------G-GTGTCTCCAGTT-CGCAGCA-------GC---AGCAGCAGAGCGAGAGGC-AAAC--ACAT---TTTCTC------------G-------------T--C--TCT-------------------------------------------------------------CGC

droAna3 scaffold_13337:14554333-
14554483 -

AA----------GTGCCTGGCAG--T-C-GGATGGGAGAA-AT-TTTGA-----TGCCGTGT---GTTCTGTGCT----------------------------------------CC--------------CCC---------AACCGAAGT-TTGAGTTTATAAATAAGTC------C-ATGTTTCCAG------A-------------------------GGATAGAA-AA----ACAT---TTTCCGTCCGACGTCGTCGTCGCCGTCGCTG-TCGC--TGT-------------------------------------------------------------CGC

droBip1 scf7180000396641:755046-
755186 +

CAGTCGG------------------------ATGGGAGAA-AT-TTTGA-----TGCCGTGT---GTTCTGTGCT----------------------------------------CC--------------CCC---------AACCGAAGT-TTGAGTTTATAAATAAGTC------C-ATGTTTCCAG------A-------------------------GGATAGAA-AA----ACAT---TTTCCGTCCGACGTCCCCGTCGACGTCGCTG-TTGC--GGT-------------------------------------------------------------CGC

dp5 XR_group8:8300080-8300287 - AA----------GTGCTTGCCCCC-CTC-ATATGGGTGAA-AT-TTTTT-----TCCCGTGT---GTTCTA------------TGTGCTTGTTGTGCCTTT--------------CC--------------CCCAAACCCGTCAACCGGAGT-TTGAGTTTATAAATAAGTT------C-ATGTTTCCAG------A------------------------------GGA-AT----ACAT---TTTTCT------------------------G-C--CTCCCTGCCACCGCCGCCGCTGCTGCTGCTGCTGCTGATGTCGCTCTGCCTCTGCCATCGTAGTCGTCGC
droPer2 scaffold_40:490636-490843 - AA----------GTGCTTGCCCCC-CTC-ATATGGGTGAA-AT-TTTTT-----TCCCGTGT---GTTCTA------------TGTGCTTGTTGTGCCTTT--------------CC--------------CCCAAACCCGTCAACCGGAGT-TTGAGTTTATAAATAAGTT------C-ATGTTTCCAG------A------------------------------GGA-AT----ACAT---TTTTCT------------------------G-C--CTCCCTGCCACCGCCGCCGCTGCTGCTGCTGCTGCTGATGTCGCTCTGCCTCTGCCATCGTAGTCGTCGC
droWil2 scf2_1100000004762:4227419-

4227509 -
GAAGAAA---AAGT--------------------------------------------------------------------------------------------------------------------------------CAACCGGAGT-TTGAGTTTATAAATAAGTT------C-ATGTTTCCAG------A------------------------------GGA-AAA----CATTATTTTCCG------------TTGCTGCTGTCTC-G--C--TGC-------------------------------------------------------------TGC

droVir3 scaffold_13049:1988826-
1989022 -

AAGCCAGAAGAAGTGTTTGC-----TTC-ATATGGGTGAA-AT-TT-GC-----CCCCGTGTGTTTTTTCGAGTTCCT-GCTATGTGCTTGTTGT---TTTGCCCCCGCTAATTCCCCCCACCAACCCTCTCTCAA-AACGTCAACCGGAGTTTTGAGT-TATAAATAAAAT-TCGTTCAAAGTTTCC------------------------------------AGAGGA-AAAC----AT---TTTC-----------------------GCTG-CCGC--CGC-------------------------------------------------------------CGT

droMoj3 scaffold_6654:1847069-
1847251 +

AAG-------AAGTGTTTGCTT-----C-ATATGGGTGAA-AT-T--GC-----CCCCGTGTGTTTTTTCAAGTTCCTTACAGTGTGGCTGTTGT---TTTGCCAGCGCTAAATCCC--------------C------CCT--TACCGGAGTTTTGAGT-TATAAATAAAATTTCGTTCAAAGTTTCCAG------A------------------------------GGAAAA----ACAT---TTTTG-----------CCGTCACCTCAGCCG-CAGC--CAG-------------------------------------------------------------CGT
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CAGCTTAGCTCCACGGACGCCATAAGTATTGGCCCATGATCATTCCGGCTGTCCAATGGAATCTGTGGCATTTGATTCTCCACATGCCGTTGATTGTTTGGACGGTTCGATAAGTCATGGAGATCTTTATCGCTGTAGGCGATAAACGTACGGCAT

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

#
Mismatch

Hit
Count

Total
Norm Total

M023

head

M024

male
body

M025

embryo

SRR553485

Chicharo_3
day-old
ovaries

SRR553486

Makindu_3
day-old
ovaries

SRR553487

NRT_0-2
hours
eggs

O001

Testis

SRR618934

dsim w501
ovaries

M053

female
body

SRR902008

ovaries

....................................................................................TGCCGTTGATTGTTTGGACGG................................................... 21 0 1 25.00 25 20 4 1 0 0 0 0 0 0 0

....................................................................................TGCCGTTGATTGTTTGGACGGTT................................................. 23 0 1 20.00 20 15 2 2 0 1 0 0 0 0 0

....................................................................................TGCCGTTGATTGTTTGGACG.................................................... 20 0 1 5.00 5 1 4 0 0 0 0 0 0 0 0

..............................................................................................................TAAGTCATGGAGATCTTTATCGCTGTA................... 27 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0

......................TAAGTATTGGCCCATGATCATTCCGGC........................................................................................................... 27 0 1 2.00 2 0 0 0 1 0 1 0 0 0 0

...................................................................................ATGCCGTTGATTGTTTGGAC..................................................... 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0

..............................................................................................TGTTTGGACGGTTCGATAAGTCATGGAGA................................. 29 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0

.....................................................................................................................TGGAGATCTTTATCG........................ 15 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0

....................................................................................TGCCGTTGATTGTTTGGACA.................................................... 20 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0

.......................AAGTATTGGCCCATGATC................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0

................................CCCATGATCATTCCGGCTGTC....................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0

..............................................................................TCCACATGCCGTTGATTGTTTGGACGGTT................................................. 29 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0

.................................CCATGATCATTCCGGCTGTCCAAT................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0

....................................................................................................GACGGTTCGATAAGTCATG..................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0

................................................CTGTCCAATGGAATCTGTGGCA...................................................................................... 22 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0

...............................GCCCATGATCATTCCGGCTGTC....................................................................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0

..................................................................................................................TCATGGAGATCTTTATCGCTG..................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0

.....................................................................................GCCGTTGATTGTTTGGACGG................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GTCGAATCGAGGTGCCTGCGGTATTCATAACCGGGTACTAGTAAGGCCGACAGGTTACCTTAGACACCGTAAACTAAGAGGTGTACGGCAACTAACAAACCTGCCAAGCTATTCAGTACCTCTAGAAATAGCGACATCCGCTATTTGCATGCCGTA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR553487

NRT_0-2
hours
eggs

SRR553486

Makindu_3
day-old
ovaries

M023

head

O002

Head

SRR553488

RT_0-2
hours
eggs

GSM343915

embryo

...................................................................................TACGGCAACTAACAAACCTGC.................................................... 21 0 1 1.00 1 0 0 0 1 0 0

...............................................CGACAGGTTACCTTAGACAC......................................................................................... 20 0 1 1.00 1 0 0 1 0 0 0
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droSim2 3r:4169062-4169217 - dsi_112 CAGCTTAGCTCCACGGACGCCATAAGTATTGGCCCATGATCATTCCGGCTGTCCAATGGAATCTGTGGCATTTGATTCTCCACATGCCGTTGATTGTTTGGACGGTTCGATAAGTCATGGAGATCTTTATCGCTGTAGGCGATAA-------ACGTACGGCAT
droSec2 scaffold_6:4347946-

4348108 -
CAGCTAAGCTCCACGGACGCCATAAGTATTGGCCCATGATCATTCCGACTGTCCAATGGAATCTGTGGCATTTGATTCTCTGCATGACGTTGATTGTTTGGACGGTTCGATAAGTCATGGAGATCTTTATCGCTGTAGGCTATTACAGAGTGACGTACGGCAT

dm3 chr3R:17143181-17143330
+

AAGCTAAGCTCTACGAACGCCAAAACTATAGGCCTATGATCATTCCGACTGTCTAATGGAGTCTGTGGCACTTGATTCTCCACATGGCGTTGATTGTTTGGACGGTTCGATAAGTCGTGGAGATCTTTAGCGATGTA-----TTACAAAG--------TGCAT

droEle1 scf7180000490996:52187-
52194 +

TA-----------------------------------------------------------------------------------------------------------------------------------------------------------TGGCAT
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intron [2r_10825268_10825328_-]; CDS [2r_10825329_10825626_-]; CDS [2r_10825132_10825267_-]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GCTACATCGTCCTGGGCGGCGCCATCGGCGGGGGCGTGTCGCTGAGCAAAGTGAGTTTCGCAAGTTATATAACTTTTATAGAACTTGAGAGACTTGATTTGTTTTTCCCAGAAATACGAGGACTGGAAGGATGGACTGCCGGATTTTAAGTGGCTGGAGGA

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

#
Mismatch

Hit
Count

Total
Norm Total

M025

embryo

SRR553486

Makindu_3
day-old
ovaries

M023

head

M024

male
body

SRR618934

dsim w501
ovaries

SRR553488

RT_0-2
hours
eggs

O001

Testis

SRR902009

testis

SRR553487

NRT_0-2
hours
eggs

.............................................................................ATAGAACTTGAGAGACTTGATT.............................................................. 22 0 1 10.00 10 4 0 6 0 0 0 0 0 0

.............................................................................ATAGAACTTGAGAGACTTGA................................................................ 20 0 1 3.00 3 0 0 2 0 1 0 0 0 0

.............................................................................ATAGAACTTGAGAGACTTGAAA.............................................................. 22 2 1 3.00 3 3 0 0 0 0 0 0 0 0

...........................................................................TTATAGAACTTGAGAGACTTGAA............................................................... 23 1 1 2.00 2 2 0 0 0 0 0 0 0 0

..............................................................................TAGAACTTGAGAGACTTGATA.............................................................. 21 1 1 2.00 2 2 0 0 0 0 0 0 0 0

............................................................................TATAGAACTTGAGAGACTTGATA.............................................................. 23 1 1 2.00 2 2 0 0 0 0 0 0 0 0

.............................................................................ATAGAACTTGAGAGACTTGAA............................................................... 21 1 1 2.00 2 2 0 0 0 0 0 0 0 0

................................................................................GAACTTGAGAGACTTGATTTGT........................................................... 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0

.......CGTCCTGGGCGGCGCCATCGGC.................................................................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0

.......................................................................ACTTTTATAGAACTTGAGAGA..................................................................... 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0

.........................................................................TTTTATAGAACTTGAGAGA..................................................................... 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0

......................................................................AACTTTTATAGAACTTGAGA....................................................................... 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0

..........................................................................TTTATAGAACTTGAGAGACTTGAT............................................................... 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0

.................................GCGTGTCGCTGAGCAAA............................................................................................................... 17 0 1 1.00 1 0 0 0 0 1 0 0 0 0

...........................................................................TTATAGAACTTGAGAGACTTGAT............................................................... 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0

........................................................................................................................GACTGGAAGGATGGACTGCCGGA.................. 23 0 1 1.00 1 0 0 0 0 0 0 1 0 0

..........................................................................TTTATAGAACTTGAGAGACTTGAC............................................................... 24 1 1 1.00 1 1 0 0 0 0 0 0 0 0

.............................................................................ATAGAACTTGAGAGACTTGAGA.............................................................. 22 2 2 0.50 1 1 0 0 0 0 0 0 0 0

........................................................................................................................GACTGGAAGGATGGAA......................... 16 1 9 0.11 1 0 0 0 0 1 0 0 0 0

Anti-sense strand reads

CGATGTAGCAGGACCCGCCGCGGTAGCCGCCCCCGCACAGCGACTCGTTTCACTCAAAGCGTTCAATATATTGAAAATATCTTGAACTCTCTGAACTAAACAAAAAGGGTCTTTATGCTCCTGACCTTCCTACCTGACGGCCTAAAATTCACCGACCTCCT

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

#
Mismatch

Hit
Count

Total
Norm Total

M024

male
body

M023

head

SRR553488

RT_0-2
hours
eggs

SRR553486

Makindu_3
day-old
ovaries

M053

female
body

SRR618934

dsim w501
ovaries

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 2r:10825218-10825378 - dsi_20162 GCTACATCGTCCTGGGCGGCGCCATCGGCGGGGGCGTGTCGCTGAGCAAAGTGAGTT--------TCGC------------------AAGTTATATAA--CTTTTA-TAG-AA--------------------------CT--TGAGAGACTTGATTTGTTTTT------------C-CCAGAAATACGAGGACTGGAAGGATGGACTGCCGGATTTTAAGTGGCTGGAGGA
droSec2 scaffold_1:7629910-7630070 - GCTACATCGTCCTGGGCGGCGCCATCGGCGGGGGCGTGTCGCTGAGCAAAGTGAGTT--------TCGC------------------AAGTTATATAA--CTTGTA-TAG-AA--------------------------CT--TGAGAGACTTGATTTGTTTTC------------C-CCAGAAATACGAGGACTGGAAGGATGGACTGCCGGATTTTAAGTGGCTGGAGGA
dm3 chr2R:10122284-10122444 - GATACATCGTCCTGGGCGGCGCCATCGGCGGGGGCGTGTCGCTGAGCAAAGTGAGTT--------TCGC------------------AAGTTATATAA--CTTGTA-TAG-AA--------------------------CT--TAGGAGACATGATTTGTTTTC------------C-GCAGAAATACGAGGAATGGAAGGATGGACTGCCGAATTTTAAGTGGCTGGAGGA
droEre2 scaffold_4845:15721323-

15721483 +
GATACCTCGTCTTGGGCGGCGCCATCGGCGGGGGCGTGACGCTGAAATCAGTGAGTT--------TCGC------------------AAGTTATATAA--CGTGTA-TTG-AA--------------------------CT--TAAGAGACATGACTTGTTTTC------------C-CCAGAAATACGAGGACTGGAAGGATGGACTGCCTGATTTTAAGTGGCTGGAGGA

droYak3 2R:10059343-10059504 - GATACATCGTACTGGGCGGCGCCATTGGCGGGGGCGTGTCGCTGAGGAAAGTGAGTT--------TCGC------------------AAGTTATATAA--CTTGCA-TAG-AA--------------------------CT--TATGAGACATGACTTCTTTTG------------CCGCAGAAATACGAGGACTGGAAGGATGGACTGCCGGATTTTAAGTGGCTGGAGGA
droEug1 scf7180000409462:2722316-

2722475 +
GATACATAGTCCTAGGCGGCGCCATTGGTGGGGGCGTGTCCCTGAGCAAAGTGAGTT--------TCGC------------------AAGTTATATAA--CTTGTT-GAA-AA--------------------------CT--TAAGAGACGTGAATTGTTTTT--------------TCAGAAATACGAGGACTGGAAGGATGGATTACCGGATTTTAAGTGGTTGGAGGA

droBia1 scf7180000301506:3142779-
3142948 +

GCTACCTCGTCCTGGGCGGCGCCATTGGCGGGGGCGTGTCCCTGAGCAAAGTGAGTT--------TCGC------------------AAGTTATATAA--CTACAATGCAG-AGT---TG---AGAA------------CC--CAGTCGGTATGATCTGCTTTC------------C-CCAGAAATACGAGGACTGGAAGGATGGCCTGCCGGACTTCAAGTGGCTGGAGGA

droTak1 scf7180000414111:26552-26707
-

GCTACCTCGTCCTGGGCGGCGCCATCGGCGGGGGCGTGTCCCTCAGCAAGGTGAGTT--------TTCC------------------ACGTTATATAA--CTAGGT-GTAA-A--------------------------TC--TAA------AGATTGGTTTTC------------CTCTAGAAATACGAGGACTGGAAGGATGGCCTGCCGGACTTCAAGTGGCTGGAGGA

droEle1 scf7180000491349:751299-
751462 +

GCTACATCGTCCTGGGCGGCGCCATCGGCGGGGGCGTGTCCCTGAGCAAAGTGAGTT--------TCGC------------------ATGTTATATAACACTCGTT-GCAA-A--------------------------TT--CAAAAGATACGCATTGTTTTT------------CGCCAGAAATACGAGGACTGGAAGGATGGCCTGCCCGACTTCAAGTGGCTGGAGGA

droRho1 scf7180000777200:438467-
438629 -

GCTACCTCGTCCTGGGCGGCGCAATCGGTGGGGGCGTGTCTCTGAGCAAAGTGAGTT--------TCGC------------------AAGTTATATAATACTCTTT-GCAA-A--------------------------TT--CAAGAGATACGATTTGTTTTT------------C-CCAGAAATACGAGGACTGGAAGGATGGCCTGCCCGACTTCAAGTGGCTGGAGGA

droFic1 scf7180000453948:310691-
310854 +

GCTACCTCGTCCTAGGCGGCGCCATCGGCGGGGGCGTGTCCCTGAGTAAAGTGAGTT--------TCGC------------------AAGTTATATAA--CTTGGT-CCGA-A--------------------------GTCTAAACAAACA-GATTTGTTTTTT-----------TTCTAGAAATACGAGGACTGGAAGGATGGCCTGCCGGACTTTAAGTGGCTGGAGGA

droKik1 scf7180000302366:808962-
809126 -

GCTACCTCGTCCTGGGCGGCGCCATTGGCGGGGGCGTGTCCCTGAGCAAAGTGAGTT--------GGCG------------------GTGTTATATAA--CTTTTT-GCAA-A-------------------------AAC--TGAGAG-TTTGTGTTGCTTTTTA--------TGG-ATAGAAATACGAGGACTGGAAGGACGGGCTGCCGGACATGAAGTGGCTGGAGGA

droAna3 scaffold_13266:5802295-
5802455 +

GGTACCTCGTCCTGGGCGGTGCGATAGGCGGGGGCGTGTCTCTCAGTAAAGTAAGTT--------TCGC------------------AAATTATATAA--CTTCGA-T-----TTGCGAAGGTACATTT------------T----TTGGTTTGA-----T----------------TTTAGAAATACGAGGACTGGAAGGAGGGTCTGCCAGATATGAAGTGGCTGCAGGA

droBip1 scf7180000396372:416164-
416330 +

GGTACCTCGTTCTAGGCGGTGCTATAGGTGGGGGCGTGACTCTCAATAAAGTAAGTT--------TTGC------------------AAATTATATAA--CTTCGA-T-----TTGGCAGTGTACCATT------------T----TTGTTTTGACT--TTATT------------T-TCAGAAATACGAGGACTGGAAGGATGGTCTGCCAGATATGAAGTGGCTGCAGGA

dp5 3:17371128-17371300 - GATACCTCGTGCTGGGTGGTGCCATTGGCGGTGGCGTATCCCTAAGCAAAGTGAGCT--------C--------AC-GCTTCATTGGCGGTTATATAATA--T----GCAA-AGTG-------ATAATTATTTTATCAAAA--TG-------CGAT------------------CT-TGCAGAAATACGAGGACTGGAAGGATGGCTTGCCTGACATGAAATGGCTACAGGA
droPer2 scaffold_31:421075-421247 + GATACCTCGTGCTGGGTGGTGCCATTGGCGGTGGCGTATCCCTAAGCAAAGTGAGCT--------C--------AC-GCTTCATTGGCGGTTATATAATA--T----GCAA-AGTG-------ATAATTATTTTATCAAAA--TG-------CGAT------------------CT-TGCAGAAATACGAGGACTGGAAGGATGGCTTGCCTGACATGAAGTGGCTACAGGA
droWil2 scf2_1100000004513:1838030-

1838194 +
GCTACATTGTGCTAGGCGGAGCTATAGGGGGCGGCGTCTCCTTAAGCAAGGTGAGAG--------ACTG------------GA--GGCGATTATATAATG--T----GCGA-ATT-------------------------------------TCATTTGATTATTTGACAATTGCA-TGCAGAAATATGAAGACTGGAAAGATGGGTTACCCGACTTAAAATGGTTGGAGGA

droVir3 scaffold_12875:17584559-
17584721 +

GTTACCTTGTGCTGGGCGGTGCCATTGGCGGTGGCGTTTCATTAAGCAAAGTAAGTA--------GTAAATCTAGC-AGCCCA----TTGTTATATAATG--T----GCAA-ATT----------------------------G--------CAAT-TGTACA-----------CG-TGCAGAAATACGAGGAATGGAAGGAGGGGCTACCCGATATGAAGTGGCTAGAGGT

droMoj3 scaffold_6496:11206669-
11206839 +

GTTACCTAGTTCTGGGCGGTGCTATTGGCGGTGGCGTTTCATTGAGCAAAGTGAGTACAAAGAAATCGC---TAG--TCTCCCATTACTGTTATATAATG--T----GCGA-A------------------------------------ATGCAATTGTGCACG-------------TGCAGAAATACGAGGATTGGAAGGAGGGTCTGCCAGATATGAAATGGCTAGAGGA

droGri2 scaffold_15245:14098712-
14098883 -

GTTACATTGTGCTGGGCGGCGCTGTTGGCGGTGGCGTTTCCCTGAGCAAGGTGACTGAAAATAAGTTACATCTAATAAGTTA----ATTGTTATATAATT--G----GCAA-AAT-------------------------------------GCATTTGTGCA-----------CG-TGCAGAAATATGAAGATTGGAAGGATGGGCTGCCCGATTTGAAATGGCTCGAGGA
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:11206669-11206839
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:14098712-14098883


ID:

dsi_141

Coordinate:

2r:5067339-5067390 +

Confidence:

candidate

Class:

Canonical miRNA

Genomic Locale:

antisense_to_5pUTR
[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

Antisense to utr5 [utr5_minus_2867]; Antisense to CDS [2r_5067422_5068297_-]; Antisense to utr3 [utr3_minus_2457]; Antisense to three_prime_UTR [2r_5067421_5067421_-]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AAGCTTGTGATTTCTGGTGATTAAGGGCTTGCCGTTGAGGACTTTGGTCTCTGTTGGAATTTCTGTCACATATGTATGGTGTTTCAGAAATTCCAGCGAAGACCAGAGTTACTATAACCTTCGACTATGGACTTCATGTTCCCCTGGAAGTA

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

#
Mismatch

Hit
Count

Total
Norm Total

M023

head

O002

Head

SRR553486

Makindu_3
day-old
ovaries

SRR618934

dsim w501
ovaries

..................................................CTGTTGGAATTTCTGTCACA.................................................................................. 20 0 1 7.00 7 7 0 0 0

..................................................CTGTTGGAATTTCTGTCACAT................................................................................. 21 0 1 4.00 4 2 2 0 0

...................................................TGTTGGAATTTCTGTCACATAT............................................................................... 22 0 1 2.00 2 0 2 0 0

.................................................TCTGTTGGAATTTCTGTCACAT................................................................................. 22 0 1 1.00 1 1 0 0 0

..................................................CTGTTGGAATTTCTGTCACATA................................................................................ 22 0 1 1.00 1 1 0 0 0

Anti-sense strand reads

TTCGAACACTAAAGACCACTAATTCCCGAACGGCAACTCCTGAAACCAGAGACAACCTTAAAGACAGTGTATACATACCACAAAGTCTTTAAGGTCGCTTCTGGTCTCAATGATATTGGAAGCTGATACCTGAAGTACAAGGGGACCTTCAT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR902009

testis

SRR618934

dsim w501
ovaries

SRR553488

RT_0-2
hours
eggs

.............................................CCAGAGACAACCTTAAAGACAGT.................................................................................... 23 0 1 1.00 1 1 0 0

............................................ACCAGAGACAACCTTAAAGA........................................................................................ 20 0 1 1.00 1 1 0 0

...........................CAACGGCAACTCCTGA............................................................................................................. 16 1 6 0.17 1 0 1 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 2r:5067289-5067440 + dsi_141 AA-------------GCTTGTGATTTCTGGTGATTAAGGGCTTGCC---GTTGAGGACTTTGGTCTCTGTTGGAATTTCTGTCACATATGTATGGTGTTTCAGAAATTCCAGCGAAGACCAGAGTTACT-ATAACCTTC------G-----ACTATGG-A----------------------------------------------------------------------------------CTTCATGTTCCCCTGGAAGTA
droSec2 scaffold_1:1894610-

1894757 +
AA-------------GTTTGTGATTTCTGGTGAAGAAGGGCTTGCC---GGTGAGGACTTTGGTCTCTGTTGGAATTTCTGTTACATA----TGGTGTTTCAGAAATTCCAGCGAAGACCAGAGTTACT-ATAACCTTC------G-----ACTATGG-A----------------------------------------------------------------------------------CTTCATGTTCCCCTGGAAGTA

dm3 chr2R:4248603-4248747 + AG-------------GTTTATGATTTCTGGTGAAG---GGCTTGCC---GTTCAGGACTTTGGTCTCTGTTGGAATTTTTGTTACATT----TTGTGTTACAAAAATTCCAGCGAAGACCCCAGTTACT-ATAACCCTG------G-----GATACGG-T----------------------------------------------------------------------------------CTTCATCTTCCCCTGGAAGTA
droEre2 scaffold_4929:18384492-

18384615 -
TA-------------AGGTACCAC---------------------------------CTTTGGTCTCCGTAGGGATTTCTGTTACATG----AGGGGTTTCAGAAATCCCAACGGAGACCACAGTTACC-GGAACCATC------A-----GTTGTGG-TCT-----T-----------------------------------------------------------------------CATCTTCACGATCCCCTGGAGGAA

droYak3 2L:16904578-16904728 + AA-------------GGTTATGATTTTTGGTGAGT---GGCTTGTT---GCTCGGGACTTTGGTCTCTGCAGGGATCTCTGTAACATA----AGGTGTTTCAGAAATCCCAGCGGAGACCACAGTTACT-GTAGCCATC------G-----GTTGTGG-TCT-----T-----------------------------------------------------------------------CATCTTCACGATCCCCTGCGAAAA
droEug1 scf7180000407691:115548-

115701 +
TCT---------TAGCTGTTTGGTTTCTGATGAAGATAAGCTT--------CTGATACTGTGGTTTCTGTTGGAGTATCTGTAACATT----AGCTACCTCAGATATTCTAGCAGATATCACAGTCAAG-ATAAGCCCT------G-----TTTAGTCCTGT-----C-----------------------------------------------------------------------AGTCTTCATCGCTTGGAGCGACAA

droBia1 scf7180000302291:2117395-
2117549 +

AA-------------GAATATGGTTTCTGCTGAAG---GGGTTGCC---C-AAAAGTCTGTGCGCTCTGCTGGGATTTCTGTTGAACA----AGATGTTTCAGAGATCTCAGCAGAGATCACAGCGGAG-ATGGCACTT------G-----ATCCTTA-TCGTAATCT-----------------------------------------------------------------------CATTCTCATGAGCCGCGATAACAG

droTak1 scf7180000415627:123357-
123494 +

AAACCATAGAGGTAGAAATATGATTTCTGGTGATG---GGATTTTCCCATTTTTTTACTGTAGGCTCTGTTGGGATATCTATTACATA----TGGCGTTTTAGAGATCCCAGCAGAGATCACAGGA----------------------------------------------------------------------------------------------------------------------TCATGGACTGCGTGCGGAG

droEle1 scf7180000491240:1073862-
1074082 +

ATGCTTC--------GGCTATGGTTTTTGGT-------TCT----------CTCTTGCTGAGGGCTCTGTTGGGACATCCGTAACAGA----AACTGTTTCGGAGATTCTAGCAGAGACCACAGATGAG-AAAACCGCA------G-----CTTAAGA-TCATAATTTTCAGGGACTGTTGTGTGTTTGGACAAGTGGCGCATCGGTGTTCAGAGATCCTAGCAGAGATTACAGATCGCAATCTTCATGGACTCTGGGAAAAA

droRho1 scf7180000770177:369660-
369789 +

GC-------------C--TATGTTCTCTAATG-------------------------CTATGGGCTCTGTTGGGATATCTGTTACAAA----AACTGTTCCAGAGATCCTAGCAGAGATCACAGATGAG-AAAACCCTA------G-----CTTAAGA-TAC-----C-----------------------------------------------------------------------AATCTTCATGGGCTGCGGCGACAA

droFic1 scf7180000453851:2087353-
2087488 -

GA-------------AT--TCGTTTTCTGGTGGAG---GGGTTACT-----TTAGAGCTGTGTGCTCTGTTAGGATATCTGTTACACA----GGATGTTTCATATATCCTAGTAGAGCTCACAGCTAAG-AAATCCATC------TTTTTA---AAGC-TCT-------------------------------------------------------------------------------------TAGTCC-T---TGGAG

droKik1 scf7180000302277:101349-
101472 +

AA----------------TATGGCTTCTGATGAATGGGGCT----------------------TCCCTGTGGGAATCCCTGCTGGAGC----AATTGCAGCAGAGCTTCAAACAGGGATCACAGCAGGATGCAGTATCT------A-----TCTATGG-T-------------------------------------------------------------------------------------TCCGCCTCTCGGCTCAGA

droAna3 scaffold_13266:1746138-
1746270 -

GTG---------TGAAT-ATTGGCTTCCGGTGATTGAAAGTTTTC-------------------------CGGGAACTATGCAAAGTC----CTTTGCTCCAAGCATCAAATGAAAGGACTTTGCATAG-GTGGCACTCTTAGAATTTTTG---AGGT-GCC----------------------------------------------------------TGAG------------------------GACAC-T---TGGGG

droBip1 scf7180000396730:2739160-
2739201 -

TA-------------ATA-TTGGCTTTCGGTGATTGCAAGTTTTC------CGGGGACTGTG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [2r_4537259_4537383_+]; CDS [2r_4537384_4537794_+]; CDS [2r_4536600_4537258_+]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TTCTTCAGTCGCGACGAGGAGTCCTGGAAGCGGGAGACAGAGATCTACAGGTGAGTACCAGATTATTTGTGACTCTGTAATTTGTTAAACAGTTTCCCATGAAGGAACGTGCCCTAGTCCAGTCATCACTACCTGTTGCTCTATGAATCATTAATAATCGTACTTTATTTTTCAGCACCATATTGCTACGACATGAAAATATTCTCGGATTCATCGGCTCCGACA

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

#
Mismatch

Hit
Count

Total
Norm Total

M025

embryo

M023

head

SRR902009

testis

M024

male
body

O001

Testis

SRR553486

Makindu_3
day-old
ovaries

GSM343915

embryo

SRR553488

RT_0-2
hours
eggs

..................................................GTGAGTACCAGATTATTTGTGACT....................................................................................................................................................... 24 0 1 9.00 9 8 1 0 0 0 0 0 0

................................................................................................................................................................................ACCATATTGCTACGACAT............................... 18 0 1 2.00 2 0 0 0 0 2 0 0 0

...................................................................................................................................................TCATTAATAATCGTACTTTA.......................................................... 20 0 1 2.00 2 0 2 0 0 0 0 0 0

..................................................GTGAGTACCAGATTATTTGTGACC....................................................................................................................................................... 24 1 1 2.00 2 2 0 0 0 0 0 0 0

........................................................................................................................................................................................................ATTCTCGGATTCATCGGCTCC.... 21 0 1 1.00 1 0 1 0 0 0 0 0 0

......................................................................................................................................................................................................ATATTCTCGGATTCATCGGCC...... 21 1 1 1.00 1 1 0 0 0 0 0 0 0

..................................................GTGAGTACCAGATTATTTGTGAC........................................................................................................................................................ 23 0 1 1.00 1 0 1 0 0 0 0 0 0

...............................................................................................................................................................................................CATGAAAATATTCTCGGATTCAT........... 23 0 1 1.00 1 1 0 0 0 0 0 0 0

................................................................................................................................................................................................ATGAAAATATTCTCGGATTCATC.......... 23 0 1 1.00 1 0 0 0 1 0 0 0 0

...................................................TGAGTACCAGATTATTTGTGACT....................................................................................................................................................... 23 0 1 1.00 1 1 0 0 0 0 0 0 0

.....................................................................................................................................................................................................AATATTCTCGGATTCATCGGCTCC.... 24 0 1 1.00 1 1 0 0 0 0 0 0 0

....TCAGTCGCGACGAGGAGTCCTG....................................................................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 1 0

...........................................................AGATTATTTGTGACTCTGTAATT............................................................................................................................................... 23 0 1 1.00 1 0 0 0 1 0 0 0 0

Anti-sense strand reads

AAGAAGTCAGCGCTGCTCCTCAGGACCTTCGCCCTCTGTCTCTAGATGTCCACTCATGGTCTAATAAACACTGAGACATTAAACAATTTGTCAAAGGGTACTTCCTTGCACGGGATCAGGTCAGTAGTGATGGACAACGAGATACTTAGTAATTATTAGCATGAAATAAAAAGTCGTGGTATAACGATGCTGTACTTTTATAAGAGCCTAAGTAGCCGAGGCTGT

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

#
Mismatch

Hit
Count

Total
Norm Total

M024

male
body

SRR553488

RT_0-2
hours
eggs

SRR618934

dsim w501
ovaries

SRR553487

NRT_0-2
hours
eggs

SRR553486

Makindu_3
day-old
ovaries

........AGCGCTGCTCCTCAGGACCTT.................................................................................................................................................................................................... 21 0 1 2.00 2 2 0 0 0 0

....................CAGGACCTTCGCCCTCTGTCT........................................................................................................................................................................................ 21 0 1 1.00 1 1 0 0 0 0

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 2r:4537209-4537433 + dsi_6205 TTCTTCAGTCGCGACGAGGAGTCCTGGAAGCGGGAGACAGAGATCTACAGGTGAGT------AC--------------CAGATTATTT--------------------------------------------------------------------------------------------------------------GTGACTCTGTAATTT------------------------------------------------------------GT-------------------------------------TAAACAG--T--------------------------------------------------------------------------TTCCCATG----AAGGAACGTGCC-------------------------CTA----GT---------CCAG-TCATCA----CTACCTGT---TGC----------------------------------------------------------------------------------------TCTA----TGAATCATT------------------------AATAATC---GTA----------CTT--TATTTTTCAGCACCATATTGCTACGACATGAAAATATTCTCGGATTCATCGGCTCCGACA--------------------------------------------------------------------------------
droSec2 scaffold_1:1352129-1352348

+
TTCTTCAGTCGCGACGAGGAGTCCTGGAAGCGGGAGACAGAGATCTACAGGTGAGC------AT-------------------TATTT--------------------------------------------------------------------------------------------------------------GTGACTCTGTAATTT------------------------------------------------------------GT-------------------------------------TAAACAG--A--------------------------------------------------------------------------TTCCCATG----AAGGAACGTGCC-------------------------CTA----GT---------CCAG-TCATCA----CTACCTGT---TGC----------------------------------------------------------------------------------------TCTA----TGAATCATT------------------------AATAATC---GGA----------TTT--TATTTTTCAGCACCATATTGCTACGACATGAAAATATTCTCGGATTCATCGGCTCCGACA--------------------------------------------------------------------------------

dm3 chr2R:3695822-3696064 + TTCTTCAGTCGCGACGAGGAGTCCTGGAAGCGGGAGACAGAGATATATAGGTGAGC------AA--------------CAGATTATTT--------------------------------------------------------------------------------------------------------------GTGACTCTGTAATTT------------------------------------------------------------GTA----------------GCTGTAG-------AAATTTTTAACTG--T--------------------------------------------------------------------------TTCCCCAG----AAGAAAAGTGCC-------------------------CTA----GT---------CCAG-TCATGACTACCTACCTGT---TGC----------------------------------------------------------------------------------------TCTA----TGAATCATA------------------------AATAATC---GTT----------CTT--TGTTTTTCAGCACCATATTGCTACGACATGAAAATATTCTGGGATTCATCGGCTCTGACA--------------------------------------------------------------------------------
droEre2 scaffold_4929:18912338-

18912666 -
TTCTTCAGTCGCGACGAGGAGTCCTGGAAGCGGGAAACAGAGATCTACAGGTAAGG------AC--------------CAAATTATT------------GTTATT------------------------------------------------------------------------------------ATTGTACGTGTGGCTC-GTAATTTGTATAACTTTATGCAACGAAGTCGTGCATTAGTCTTTGATTTCATTCAAATCAA--AACAAAATCACCTAAAAGAATACACTGTAACATGTAAA---------ATG--T--------------------------------------------------------------------------TCCCCCCC----ATAAAACGTGCGTAATATTGTTTG-------------------------------ATAG-TCGGCA----TTACCTGT---TGC----------------------------------------------------------------------------------------TCTA----TGAATCATA------------------------AGTAATC---A------------CAT--TTTTTTTCAGCACCATATTGCTCCGCCATGAAAATATTCTCGGATTCATCGGCTCCGACA--------------------------------------------------------------------------------

droYak3 2L:16367829-16368134 + TTCTTCAGTCGCGACGAAGAGTCCTGGAAGCGGGAAACAGAGATCTACAGGTAAGG------AG--------------AAAATTACTTTAAG---------------------------------------------------------------------------------------------------GTATATTGT---------------ATAACTTTATACAAGGAATTCCTACACTAGTTTTCAATTTCATTAAAATCAGTCTACAAAATTCCCCAAA--AATACTCTGTA------------------ATG--C--------------------------------------------------------------------------TTCCCCCC----ATTAAATGTGTC-------------------------CTATAGAGTATAA------GA-TTTATTG----CTACCTTTAAATGC----------------------------------------------------------------------------------------TCTA----TGAATCATTT-----------------------AGTAATC---GCA---------------CTTTTTTCAGCACCATTTTGCTTCGACATGAAAATATTCTCGGATTCATCGGCTCCGACA--------------------------------------------------------------------------------
droEug1 scf7180000409672:5724299-

5724625 +
TTCTTCAGTCGCGATGAGGAATCATGGAAACGCGAGACCGAGATCTACAGGTGAGT------AC-----------------ATTTTTTTAAA---------------------------------------------------------------------------------------------------AGATCTTGTGATTCAACAATTT------------------------------------------------------------GAA-------------------------------------------AACTTTCA--ATAATTTATTTTTCTAAATTCTATTGTTTAATCAAATAATTGTTAACCTAATATGTTATGAGTTTCATTCCCATCGAATAAGGCA--CAACGTAGAGTATTTCGTTCACCTACCTTGAA----AG---------CTAA-TCGTCA----TTACCTGT---TGC----------------------------------------------------------------------------------------ATTA----TGAATCATC------------------------AATAAC----TTA----------TTA--TATCTTTCAGCACCATTTTGCTACGCCATGAAAATATTCTCGGCTTCATCGGTTCCGACA--------------------------------------------------------------------------------

droBia1 scf7180000301506:617595-
617872 -

TTTTTCAGTCGCGACGAAGAGTCCTGGAAACGAGAGACAGAAATCTATAGGTGAGA------GA--------------TAAACTATT------------ACGATTAAATTTACTAAATT------------ATAGGAT------------------------------TTCCTTTCTATAAATCCTATAATTATATATGT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATA----AAGG---GTGCCTAAGATTATTTCGTAT-TATTCATTCTA----AT---------CTAA-ACGTCA----TGACCTGT---TGCGC--------------------------------------------------------------------------------------TTTA----TGAGTCATC------------------------AATAACAACCGTC-----------CC--TATTTTTCAGCACCATTTTGCTCCGCCATGAAAACATTCTCGGCTTCATCGGCTCCGACA--------------------------------------------------------------------------------

droTak1 scf7180000415386:389501-
389676 -

TTCTCCAGTCGCGAGGAGTGCTCCTGGTTCCGCGAGGCGGAAATCTATCAG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACGGTAATGCTTCGGCACGAGAACATTTTGGGCTTTATAGCTGCGGACAACAAGGGTGAGCTTATCAGCCTTTTCTCTAGGAGATTCCTCATATTCTTACCATTTTGATTATTCTTTTTCCC----ACA

droEle1 scf7180000490483:4886-5059
-

TTCTCCAGTCGCGAGGAGTGCTCCTGGTTCCGTGAGGCGGAAATCTATCAG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACGGTAATGCTTCGGCACGAGAACATTCTTGGCTTTATAGCTGCGGACAACAAGGGTGAGCTTATCAGCCCAGCTCTCA-----TTCTCTGGTGGCTAACTCTTTTGGA-ACTCTTTTTCTCACAGACA

droRho1 scf7180000780108:217435-
217609 +

TTTTCCAGTCGCGAGGAGTGCTCCTGGTTCCGCGAGGCGGAAATCTATCAG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACGGTAATGCTTCGGCACGAGAACATTCTTGGCTTTATAGCTGCGGATAACAAGGGTGAGCTTATCAGCCCAGCTTTCAAGAGATTCTATAATTGCTTACCTTTTTGGTTATTG-CTTTCTG----ACA

droFic1 scf7180000453215:511243-
511526 -

TTCTTTAGTCGCGACGAGGAGTCCTGGAAGCGGGAGACGGAGATTTACAGGTGAGA------TA--------------TAAATAACTT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TA----AAGGAATAGGA--------------------------ATA----AT----ATATCTGTGT-TTAAA----GTTGTTCT---TGGTTTTTTTTTTTCGCCGAATTCCTTAGTAAACATAATTTAATCGCTTGAGGATCTTTTTTGTAGTTTTTTAATCATTGAATAAATTTAATCTA----TGAATCATT------------------------AAAAACA-----A----------TTA--TATTCTTCAGCACTATTTTGCTCCGTCATGAAAACATTCTCGGTTTCATTGGGTCCGACA--------------------------------------------------------------------------------

droKik1 scf7180000302471:327427-
327592 +

TTCTTCAGTCGCGACGAGGAGTCCTGGAAGCGGGAGACGGAGATATACAGGTGAGA------GT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CA-TTTGTTA----TTACCTTTT--TGCCT--------------------------------------------------------------------------------------TTTG----TGAATCAAC------------------------AATTC-----TTA----------TCG-TATTTTCACAGCACCGTTTTGCTCCGCCACGAAAATATACTCGGCTTCATTGGCTCCGACA--------------------------------------------------------------------------------

droAna3 scaffold_13266:16041816-
16041982 +

TTCTTCAGTCGGGATGAGGAATCTTGGAAGCGGGAGACAGAGATCTACAGGTGAGT------CA-TATT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATTG------------------------------------------------------------------------------------------------------------------------------------------------CA----TTACCT----------------------------------------------------------------------------------------------------ATTATTAAATAAC---------------------------AATT---AAATTGTATTGTTTTGA--TAATTGCAGTACCGTTTTGCTCCGCCACGAAAACATTCTTGGCTTTATCGGCTCCGATA--------------------------------------------------------------------------------

droBip1 scf7180000396567:528109-
528270 +

TTCTTCAGTCGGGATGAGGAATCCTGGAAGCGAGAGACAGAGATCTACAGGTAAGT------AA-TTTTATTGGTAAATAAATA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGAAAATACAATT----------------------------------------------------------------------------------------------TAATT---GTT----------TTT--CAAATTGCAGCACCGTTTTGCTCCGCCACGAAAACATTCTTGGCTTTATCGGCTCCGATA--------------------------------------------------------------------------------

dp5 3:2554505-2554671 - TTCTTCAGTCGCGACGAGGAATCCTGGAAGCGGGAGACGGAAATCTACAGGTGAGA------ACTGACG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTGCTG----------------------------------------------------------------------------------------------------------------------------------------------------------------C----------------------------------------------------------------------------------------TCAAATTTTGAAACGAT---------------------------AGTC---AA-TCCTTGGACTTACA--TTCTTGCAGCACTGTTTTGCTGCGCCACGAGAACATTCTCGGCTTCATTGGCTCTGATA--------------------------------------------------------------------------------
droPer2 scaffold_2:2745298-2745464

-
TTCTTCAGTCGCGACGAGGAATCCTGGAAGCGGGAGACGGAAATCTACAGGTGAGA------ACTGACG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTGCTG----------------------------------------------------------------------------------------------------------------------------------------------------------------C----------------------------------------------------------------------------------------TCCAATTTTGAAATGAT---------------------------AGTC---AA-TCCTGGGACTTATA--TTCTTGCAGCACTGTTTTGCTGCGCCACGAGAACATTCTCGGCTTCATTGGCTCTGATA--------------------------------------------------------------------------------

droWil2 scf2_1100000004558:1819578-
1819747 +

TTTTTCAGCCGTGACGAAGAGTCCTGGAAGCGTGAGACGGAGATTTATAGGTAATC------AG--------------AGGAATAATTTAAT-------GATA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AACCTGACAGAATTT-----AAC-----AA---------ATG--T-TTCTTCTG----------------------------------------------------------------------------------------------------------------------------------------------------------------C---------------------------------------------------------------------------------------------------------------------------------------------G---------------CTTTTTTCAGCACTGTTCTGTTGCGGCATGAGAATATTTTGGGTTTCATTGGCTCCGATA--------------------------------------------------------------------------------

droVir3 scaffold_12875:945207-
945364 +

TTCTTCAGTCGTGACGAGGAGTCGTGGAAACGTGAAACTGAAATCTACAGGTTGGG------CT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCGT-TTGGA----TTTCTTGT---TGCTT--------------------------------------------------------------------------------------TCTA----TG--------------------------------CTAATC---T----------CTTTCA--CACTTTCAGCACCGTGCTGCTGCGCCATGAGAACATACTTGGCTTTATTGGCTCCGACA--------------------------------------------------------------------------------

droMoj3 scaffold_6496:3982563-
3982719 +

TTTTTCAGCCGTGACGAGGAGTCGTGGAAGCGTGAAACCGAAATCTACAGGTTGGTTAACACAT--------------TAAATTACTCT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAGCTCA----------------------------------------------------------------------------------------------------------------------------------------------------------T-----------------------------------------------------------------------------------------------A-------TTTACTAAC--------------------A------T-------------CAA--CTCTTTCAGCACCGTTTTACTGCGCCACGAGAATATCTTAGGCTTCATCGGCTCCGACA--------------------------------------------------------------------------------

droGri2 scaffold_15245:10021884-
10022214 -

TTCTTCAGTCGTGACGAGGAGTCCTGGAAGCGCGAAACGGAAATCTACAGGTAAGC------AT--------------TGAGATACTCTAGATTCTCTATCAATTAAGTAGACGAAATTTGTGAAAGGCAGAAAGAGTTATCTTTATATATAACAATATATTATAGCTC-----------------------------TCGGTTCTGTAGGTC----------------------------------------------------GGTAATCAGAGTT----------ATATTTTGTA------------------ATTGACTTTCC--ACAGCTCATT----------------------------------------------------------------------------------------------------------TTGTAGGGTATAG------TT-ATAGT-----------------TGT-----------------------------------------------------------------------------------------------G-------CTAGCCAACAACAAATCCTTACCTATTTTGGTT---TTA----------TCT--CAATTTTCAGCACCGTGCTGCTTCGTCACGAGAACATACTTGGCTTCATTGGCTCCGATA--------------------------------------------------------------------------------
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AAGGGGCTAAATGTTACATTCATTTTGACATTTAGTAGTGCTTGAATAATCACAGAAATCACGTTGATGTATTGAAGTTTGGAAAGATCACTCAGCAACGTCGCTTTCTGTAGAATTCAAGTAGATTTGACTTCATTACCTTTTCACAGATTCTAAAGAATTATA

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

#
Mismatch

Hit
Count

Total
Norm Total

M023

head

SRR618934

dsim w501
ovaries

M024

male
body

M025

embryo

O002

Head

GSM343915

embryo

..................................................CACAGAAATCACGTTGATGTATTG........................................................................................... 24 0 1 8.00 8 5 0 1 1 1 0

..........................................................................................CTCAGCAACGTCGCTTTCTGTAGA................................................... 24 0 1 7.00 7 5 2 0 0 0 0

..........................................................................................CTCAGCAACGTCGCTTTCTGTAG.................................................... 23 0 1 5.00 5 3 2 0 0 0 0

..........................................................................................CTCAGCAACGTCGCTTTCTGTA..................................................... 22 0 1 3.00 3 3 0 0 0 0 0

.....................................................AGAAATCACGTTGATGTATTGAAGT....................................................................................... 25 0 1 1.00 1 0 1 0 0 0 0

................................................ATCACAGAAATCACGTTGATGT............................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0

....................................................CAGAAATCACGTTGATGTATT............................................................................................ 21 0 1 1.00 1 0 1 0 0 0 0

Anti-sense strand reads

TTCCCCGATTTACAATGTAAGTAAAACTGTAAATCATCACGAACTTATTAGTGTCTTTAGTGCAACTACATAACTTCAAACCTTTCTAGTGAGTCGTTGCAGCGAAAGACATCTTAAGTTCATCTAAACTGAAGTAATGGAAAAGTGTCTAAGATTTCTTAATAT

************************************...(((((((((..(((((((((..((((((.((...(((..((....))..)))..)).))))))...))))))).)))))))))))......***********************************
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ovaries

SRR553487

NRT_0-2
hours
eggs

SRR553488

RT_0-2
hours
eggs

SRR618934

dsim w501
ovaries

SRR553485

Chicharo_3
day-old
ovaries
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 3l:788422-788586 + dsi_90 AAGGGG---CTA-----------------AATGTT------------------ACATTCATTTT----------------------------------------GACATTTAGTAGTGCTTGAATAATCACAGAAATCACGTTGATGTATTGAA-GTTTGGAAAGATCACTCAGCAACGTCGCTTTCTGTAGAATTCA-----------------------------------------AGTAGATTTGAC---------------TTCAT-TACC---------TTTTCACAGATTCTAAAGAATT--ATA
droSec2 scaffold_2:852355-852496

+
TAGGTG---CTA-----------------AATGTT------------------ATATTCATTTT----------------------------------------GACGTTTATTAGTGCTT---------------------TGATCTATTGAA-GTTTGGAAAGATCCCTCGGCAACGTCTCTTTCTGAAGAATTCA-----------------------------------------AGTAAATCTGAT---------------TTGAT-TACC---------TTGTCACAGTCTCTAAAGAATT----C

dm3 chr3L:824561-824716 + TATGTT---GCT-----------------CATTTT------------------ACATTCATTTT----------------------------------------GACATTGAACAGTGCTTAAATAATCATAGAAATCAC-------TATTGAA-GTTCGGAAAGATCCCTCAGCAAC-----TGTGTGAAAAATTC-------------------------GTTTA------------AGTAGATTTCAT---------------TTGGT-TTCA---------TTTTAGGAGTTTCCAAAGAAT---TTC
droEre2 scaffold_4784:840102-

840255 +
TATATACCTTTT-----------------AACT-----------------------------------------------------------------------------------------------------------------------------CGAAAATACGCACCGGCCGCGTCGCGTTCTGAAGAATTCGCGTGCCATCTCTGCTTGACTATTCATTTGAAGCGCTCTCTC--TAAATTTGTCACTTCTATGAAATCTCTGAT-TGCT-----------TCTACAGATTCTAAAGAACT--CGC

droYak3 3L:820097-820223 + TGTGTT---CTA-----------------ATTGT-------------------ACATTTTT----------------------------------------------------C-------AGTTATTCTAAGGAAT--------------------------------------GATGTTCCTTTCTCTA--GTTCA-----------------------------------------AGTTGCTTTGGCACTACTATCAAATCTCTGAT-TGTTTCTATGCTGCTTTCACAGTTGCTAAATAATT-----
droEug1 scf7180000409184:858501-

858574 +
TTTGAT---ATT-----------------ATTTC-----------------------------GGAAATAAGAAACACTAATTATTGTATAATCCACTCATTACTTCGCTGATAATT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCT--CTA

droTak1 scf7180000415111:303046-
303070 -

TTCTAA---AAA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACTCCTTAAAATT--ATC

droEle1 scf7180000491249:1022112-
1022126 +

TTCTAA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATCAAT--ATG

droFic1 scf7180000453052:411482-
411619 -

ATAGGT---CTT-----------------AAGTTA------------------AAATACTTT-----------------------------------------------------------AATTTGTCTTACTTACCTGGTAGCTTCATTGAATGTATTGTGAAATAAGTTGACCATCCCTCTTCTTATAAAATTCT-----------------------------------------A----------------------------AAATTAAA---GTGCTAATTTTACCA-----AAAGTATTACACT

droKik1 scf7180000302383:193742-
193859 +

TGGGGA---TGATCTTGAGGCTTTAGATATACATAATATCAAATCTTATATATGTATTTGTTTT----------------------------------------GAAAT----------------------GG------------------------------------------------------------------------------------------------------------AAATTTTGATGATTTTATAGAATTTCTAATCTATA-------------------TTTTTGATACTT--AAA

droAna3 scaffold_13337:11791505-
11791515 +

ACATGG---CCA-----------------AA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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Flybase annnotation

intron [3r_7646303_7646374_-]; CDS [3r_7646219_7646302_-]; CDS [3r_7646375_7646425_-]
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TGGAGCAAACCTTCTCGGCCCTTTTGAACTTCGTTTGGGTAGCCTACAATGTAAGTGGTTGAGATTCAAGGCACAGCAGCACCAACTCCGTGTTTATAAAACCATTTTACTCATCCACTTAGATCTATTGCTGGCTGGTGGTCTTCTCGCAGTACCAGATATTCCTGGAGAT

**************************************************.(((((((.((((......((......(((((.......))))).......))......)))).))))))).**************************************************
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M023

head

..................................................GTAAGTGGTTGAGATTCAAGGCAA.................................................................................................. 24 1 1 2.00 2 0 0 0 2 0 0 0 0 0 0

..................................................GTAAGTGGTTGAGATTCAAGGC.................................................................................................... 22 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0

......................................................................................................CATTTTACTCATCCACTTAG.................................................. 20 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0

..................................................GTAAGTGGTTGAGATTCAAGGCA................................................................................................... 23 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0

.....................................................................................................CCATTTTACTCATCCACTTAG.................................................. 21 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0

...................................................TAAGTGGTTGAGATTCAAGGCACA................................................................................................. 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0

........................................................GGTTGAGATTCAAGGCACA................................................................................................. 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0

..................................................GTAAGTGGTTGAGATTCAAG...................................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0

......................TTTGAACTTCGTTTGGGTAGC................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0

......................................................................................................CATTTTACTCATCCACTTAGAA................................................ 22 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0

..................................................GTAAGTGGTTGAGATTCAAGGCAC.................................................................................................. 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0

.................................................TGTAAGTGGTTGAGC............................................................................................................ 15 1 11 0.91 10 6 0 0 0 0 1 1 0 2 0

...AGCAAACCTTCTCGG.......................................................................................................................................................... 15 0 2 0.50 1 0 0 0 0 0 0 0 0 1 0

Anti-sense strand reads

ACCTCGTTTGGAAGAGCCGGGAAAACTTGAAGCAAACCCATCGGATGTTACATTCACCAACTCTAAGTTCCGTGTCGTCGTGGTTGAGGCACAAATATTTTGGTAAAATGAGTAGGTGAATCTAGATAACGACCGACCACCAGAAGAGCGTCATGGTCTATAAGGACCTCTA

**************************************************.(((((((.((((......((......(((((.......))))).......))......)))).))))))).**************************************************
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#
Mismatch

Hit
Count

Total
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M053

female
body

SRR553485

Chicharo_3
day-old
ovaries

SRR553486

Makindu_3
day-old
ovaries

SRR553488

RT_0-2
hours
eggs

.......................................................................................................TAAAATGAGTAGGTGAATCTAGA.............................................. 23 0 1 1.00 1 1 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 3r:7646253-7646424 - dsi_1670 TGGAGCAAACCTTCTCGGCCCTTTTGAACTTCGTTTGGGTAGCCTACAATGTAAGTG------------------------------GTT--------GAGATTCA----AG-----------------GCACAGC------------------AGCACCA----------A---CTCC----------GTGTTTATAAA-------AC---------------CA----T-----TTTACTC--ATCCACTTAGATCTATTGCTGGCTGGTGGTCTTCTCGCAGTACCAGATATTCCTGGAGAT
droSec2 scaffold_12:532448-532628 - TGGAGCAAACCTTCTCTGCCCTTTTGAACTTCGTTTGGGTAGCCTACAATGTAAGTG------------------------------ATT--------GAGATTCA----AG-----------------GAACGGC------------------AACACCA----------ATTT----CTGGATCATTATGTTTATAAA-------CC---------------CA----T-----TTTACTC--ATTCACTTAGATCTATTGCTGGCTAGTGGTCTTCTCGCAGTACCAGATATTCCTGGAGAT
dm3 chr3R:13621586-13621766 + TGGAGCAAACCTTCTCGGCCCTTTTGAACTTCGTTTGGGTAGCCTACAATGTAAGTG------------------------------TTT--------GAAATTCA----AG-----------------GGACAGC------------------AACACCA----------ACTC----CTGTATCATTATGTTTATAAA-------CC---------------CA----T-----TTTACTC--ATCCACTTAGATCTATTGCTGGCTGGTGGTCTTCTCGCAGTACCAGATATTCCTGGAGAT
droEre2 scaffold_4770:8009151-

8009323 -
der_574 TGGAGCAAACCTTCTCGGCCCTTTTAAACTTTGTTTGGGTAGCCTATAATGTAAGTG------------------------------GTT--------GAGAGTCA----AG-----------------GA------------------------------------------TC----CTGGCTTTTCATGTATATAAACTTTT--AC-------------A-CG----T-----TTTACAC--TTTCCCTCAGATTTATTGCTGGCTGGTGGTCTTCTCGCAGTACCAGATATTCCTGGAGAT

droYak3 3R:2201155-2201320 + dya_913 TGGAGCAAACCTTCTCGGCCCTTTTAAACTTTGTTTGGGTAGCCTATAATGTAAGTG------------------------------GTT--------GAGATTCA----A------------------------------------------------------------AATC----CTGGATCATCATGTTTATAAA-------CC---------------CA----T-----TTTACTT--ATACCCTCAGATCTATTGCTGGCTGGTGGTCTTTTCGCAATACCAGATATTCCTGGAGAT
droEug1 scf7180000409562:148599-

148760 +
TGGAGCAAACTTTCTCGGCTCTTTTAAACTTCGTTTGGTGTGCATATAATGTAAGTT---GTAATTTTGT----------------TC-------------------------------------------------------------------------------------------TTCGGTTATAAGATTTAACAA-------TC---------------CC----T-----TTATTTC--CTGCCTTCAGATCTATTGCTGGCTTGTGGTCTTTTCGCAGTACCAGATATTCTTGAAAAT

droBia1 scf7180000302113:3790677-
3790840 -

TGGAGCAAACTTTATCAGCTCTACTGAACTTTGTTTGGGTGGCCTACAATGTAAGTT---CTTCACCTGA----------------AC-------ATTGCAAA-------------------------------------------------------------------------ACC----------A-ATTTATTTA-------CC---------------CA----T-----TTTATTGCATATCCCACAGATCTACTGCTGGCTGGTGGTCTTCTCGCAGTACCAGATATTCCTGAAGAT

droTak1 scf7180000414009:357512-
357676 -

TGGAGCAAACCTTTTCAGCTCTTTTAAACTTTGTTTGGTGTGCCTATAATGTAAGTT------------------------------ATT--------GGAAAACC----AA-----------------GAG---------------------------------------------------C-------ATTTCTAGA-------CT-----TAAATTACCCCT----T-----TATTTTG--TTTTCCCCAGATTTACTGCTGGCTGGTGGTGTTCTCGCAGTACCAGATATTCTTGAAGAT

droEle1 scf7180000491080:2657503-
2657580 -

TTAATAAACC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CG----T-----TTT--TC--GTCCTTTCAGGTTTACTGCTGGCTTGTAGTGTTCTCGCAATACCAGATATTTTTAAAAAT

droRho1 scf7180000777768:12754-
12820 -

C-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CA----T-----TCT------ATCTCCTCAGATCTACTGCTGGCTTGTGGTCTTCTCGCAGTACCAGATCTTCTTGAAAAT

droFic1 scf7180000453912:1853031-
1853266 -

TGGAGCAAACCTTCTCTGCTCTTTTAAACTTTGTATGGGTTGCCTACAATGTGAGTA---TT---AAA--AAAGTTTAAATTCTCTTACTCAAACATTATTAA--------TCTGTACTTGTTTTAAAAGAAC---ATACTGAAATGTTTGAGTAG-------GGTTTTAAAATT----A-GAGTGATC--GTTTATATA-------AC---------------GA----T-----TTTTCG-----GTTCTCAGATATATTGCTGGCTCGTGGTCTTCTCGCAATACCAGATCTTCTTGAAAAT

droKik1 scf7180000302276:713380-
713550 -

TGGAGCAAACCTTCTCGGCTCTCCTGAACTTCGTCTGGGTGGCCTACAATGTGAGTGGCAGC--ACTTGG----------------TC-------TT---AAA-------ATATTTATTTA-----------------------------------------------------------------------------ATCT--ATTTC-------------A-ACGATATTCTTTAT----T--CCCCACTTAGATCTACTGCTGGCTGGTGGTCTTTTCGCAGTACCAGATCTTCTTGAACAT

droAna3 scaffold_13340:10780517-
10780681 -

TGGAGCAAACTTTTTCGGCCTTACTGAACTTCGTGTGGGTGGCCTACAATGTAAAGT---AT--ACCTGG----------------TT-------TC---AAA---AGCA---TT----------------------------------------------C------------------------------CTCAA-A-TCTTATCCC-------------A-AG----T-----TTACTCT--TTTCCCTCAGATATACTGCTGGCTGGTGGTCTTCTCGCAATACCAGATCTTTTTGGAAAT

droBip1 scf7180000396374:302830-
302993 +

TGGAGCAAACTTTTTCGGCCTTGTTGAACTTCGTTTGGGTGGCCTACAATGTAAAGT---AT--TCCTGG----------------TT-------TT---TAA---AACA---TT----------------------------------------------A------------------------------TTCAA-G-TCTTA--AC-------------A-TA---AT-----TTATTAT--TTTCTCGTAGATATACTGCTGGCTTGTCGTGTTCTCGCAGTACCAGATCTTTTTGGAAAT

dp5 2:25971927-25972084 + TGGAACAAACCTTTTCGGCTCTGCTCAACTTCGTTTGGATGGCCTACAATGTGAGTA------------------------------A----------------------ATATACGAATAT-----------------------------------CCC-AT------------CCCC----------A----------TCTTA--ACC--------------AA----T-----TTTCTCT--GCTTCGATAGATATACTGTTGGCTGGTAGTCTTCTCTCAGTACCAGATCTTCTTGCAAAT
droPer2 scaffold_6:1305478-1305635

+
TGGAACAAACCTTTTCGGCTCTGCTCAACTTCGTTTGGATGGCCTACAATGTGAGTA------------------------------A----------------------ATATACGAATAT-----------------------------------CCC-AT------------CCCC----------A----------TCTTA--ACC--------------AA----T-----TTTCTCT--GCTTCGATAGATATACTGTTGGCTGGTAGTCTTCTCTCAGTACCAGATCTTCTTACAAAT

droWil2 scf2_1100000004921:1652724-
1652885 +

TGGAGCAGACATTTTCGGCGCTTTTGAACTTTGTCTGGGTGGCCTACAATGTAAGTA---TT---CCA--TGA----AAACTTTGTTA--------------TTCA----AA-----------------AACTAAT------------------AG---------------------------T-------GTTTTGTGA------------------------------------------T--TCCTTTATAGATTTATTGCTGGCTAGTTGTATTCTCGCAATATCAAATCTTTTTGGCTTT

droVir3 scaffold_12963:10224199-
10224348 -

TGGAGCAAACATTCTCGGCGCTGCTAAACTTCGTTTGGGTGGCTTATAATGTAAGTT---GA------------------------------------------------ACATGCAGTTGT-------------------------------------C-GT------------CACC----------A----------ATTTA--AC---------------CA----T-----TT--------CTCGTTTAGTTATACTGCTGGCTGGTCGTATTCTCCCAGTACCAAATCTTCCTGGAGAT

droMoj3 scaffold_6500:18937486-
18937649 -

TGGAGCAAACATTCTCAGCGCTAATAAACTTCGTTTGGGTTGCCTATAATGTAAGTT------------------------------AA---------------------ATAAAC--------------------------------------AATTCCA----------A---CGCA----------GTATTTAA-A-TG------CAAATTTAA-------------------ACTTCCC--TCTCATTTAGATATACTGCTGGCTCGTTGTTTTCTCGCAATACCAAATCTTTCTGGAAAT

droGri2 scaffold_14830:1310046-
1310205 +

TGGAGCAAACATTCTCGGCGCTGTTGAACTTTCTTTGGATGGCTTACAATGTAAGTT------------------------------GTT--------TAAAT---------------------------------------------------AATTACA---------AACCT----TTGGCATTTTTTGTTTA--A---------------------------------------TACAA--ATCCTTTCAGTTATACTGCTGGCTCGTTGTCTTCTCGCAATATCAAATCTTCTTGGAGTT
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hide 3p reads  show mid mismatch reads

CGATGATGATGTAATGATGACGATGTGGCAGTGGCAGTAACAGAGGCAGAGGCAGACGACGACGACGACGTCGGAGTTTCAAACAGGAACTGTTGACTGCTTTTGAACTTGTGCGTCGTCGTCCTCGGCAATTGCATCCTTAGACAATGACGCGTCCATAGAAGGCGGCAGCAGAATGA

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

#
Mismatch
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Total
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M025

embryo

M023

head

SRR618934

dsim w501
ovaries

GSM343915

embryo

SRR553487

NRT_0-2
hours
eggs

O002

Head

M024

male
body

SRR553485

Chicharo_3
day-old
ovaries

SRR553488

RT_0-2
hours
eggs

.......................................................................................................TGAACTTGTGCGTCGTCGTCC....................................................... 21 0 1 12.00 12 7 5 0 0 0 0 0 0 0

......................................................................................................TTGAACTTGTGCGTCGTCGTCC....................................................... 22 0 1 5.00 5 3 1 0 1 0 0 0 0 0

.......................................................................................................TGAACTTGTGCGTCGTCGTC........................................................ 20 0 1 2.00 2 2 0 0 0 0 0 0 0 0

.......................................................................................................TGAACTTGTGCGTCGTCG.......................................................... 18 0 1 1.00 1 0 0 0 0 0 1 0 0 0

.......................................................ACGACGACGACGACGTCGGAGT...................................................................................................... 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0

......................................................................................................TTGAACTTGTGCGTCGTCGTC........................................................ 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0

....................................................................................................TTTTGAACTTGTGCGTCGTCGTC........................................................ 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0

.......................................................................................................TGAACTTGTGCGTCGTCGTCA....................................................... 21 1 1 1.00 1 0 0 0 0 1 0 0 0 0

Anti-sense strand reads

GCTACTACTACATTACTACTGCTACACCGTCACCGTCATTGTCTCCGTCTCCGTCTGCTGCTGCTGCTGCAGCCTCAAAGTTTGTCCTTGACAACTGACGAAAACTTGAACACGCAGCAGCAGGAGCCGTTAACGTAGGAATCTGTTACTGCGCAGGTATCTTCCGCCGTCGTCTTACT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR553485

Chicharo_3
day-old
ovaries

SRR553486

Makindu_3
day-old
ovaries

SRR618934

dsim w501
ovaries

M025

embryo

SRR902009

testis

GSM343915

embryo

.......................................GGTCTCCGTCTCCGTCTG.......................................................................................................................... 18 1 3 0.33 1 0 0 0 1 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 3r:17506322-17506485 + dsi_118 TA------A------------TGATGACGAT--GTGGCAGT-GGCAGTAACAGAGGCAG---------AGGC--AGACGACGACGAC---GAC---------GT------C--GGAGT-TTCAAACAG---------------GAACTGTTGACTGCTTTTGAACTT------GTGCG--------------TCGTCGTCCT---CGGCAATTGCATCCTTAGACAATGACGCGTCCATAGAAGGCGGCAGCAGA-------------------
droSec2 scaffold_0:18337677-18337834

+
TA------A------------TGATGACGAT--GTGGCAGT-GGCAGTAACAGAGGCAG-----------------ACGACGACGAC---GAC---------GT------C--GGAGT-TTCAAACAG---------------GAACTGTTGACTGCTTTTGAACTT------GTGCG--------------TCGTCGTCCT---CGGCAATTGCATCCTTAGACAATGACGCGTCCATAGAAGGCGGCAGCAGA-------------------

dm3 chr3R:17967485-17967658 + TA------A------------TGATGACGAT--GTGGCAGT-GGCAGTAACAGAGGCAG---------AGGC-----AGACGACGAC---GTC---------GT------C--GGAGT-TTCAAACAGGCCC--TGCGAACAGGAACTGTTGACTGCTTTTGAACTT------GTGCG--------------TCGTCGTCCT---CGGCAATTGCATCCTTAGACAATGACGCGTCCATAGAAGGCGGCAGTAGA-------------------
droEre2 scaffold_4820:10110048-

10110196 -
TA------A------------TGATGACGAT--GTGGCAGT-GGCAGT---------------------GGC-----ACAGAACGAC---GAC---------GT------C--GGAGT-TTCAAACAG---------------GAACTGTTGACTGCTTTTGAACTT------GTGCG--------------TCGTCGTCCT---CGGCAATTGCATCCTTAGACAATGACGCGTCCATAGAAGGCGGCAGCAGA-------------------

droYak3 3R:18816303-18816470 + TA------A------------TGATGACGAT--GTGGCAGT-GGCAGC---------------------GGC-----ATAGGACGAC---GAC---------GT------C--GGAGT-TTCAAACAGGCCC--TGCGAACAGGAACTGTTGACTGCTTTTGAACTT------GTGCGTCGTCG--------TCATCGTCCT---CGGCAATTGCATCCTTAGACAATGACGCGTCCATAGAAGGCGGCAGCAGA-------------------
droEug1 scf7180000409768:88060-88215

+
TA------A------------TGATGACGAT--G----------------------------------TGGC-----TGAGGATGACGACGTCGACGACGATGT------C--GGAGT-TTCAAACAGG-------CGAGC-GGAACTGTTGACTGCTTTTGAACTT------GTGCG--------------TCGTCGTCCT---CGGCAATTGCATCCTTAGACAATGACGCGTCCATTGAAGGCGGCAGCAGA-------------------

droBia1 scf7180000302402:5771726-
5771872 -

CA------A------------TGATGACGAT--G----------------------------------TGGC-----AGAGGATGACGACGTC---------GT------C--GGAGT-TTCAAACAGG-------CGAGC-GGAACTGTTGACTGCTTTTGAACTT------GTGCG--------------TCGTCGTCCT---CGGCAATTGCATCCTTAGACAATGACGCGTCCACAGAAGGCGGCTGCAGA-------------------

droTak1 scf7180000415711:1081318-
1081475 -

CA------ATGGTGA------TGATGATGAT--G----------------------------------TGCC-----AGAGGATGAC---GAT---------GTGGCAG-C--GGAGT-TTCAAACAGG-------CGAGC-GGAACTGTTGACTGCTTTTGAACTT------GTGCGTCG-----------TCGTCGTCCT---CGGCAATTGCATCCTTAGACAATGACGCGTCCATAGAAGGCGGCAGCAGA-------------------

droEle1 scf7180000491212:2458555-
2458698 +

TA------A------------TGATGACGAT--G----------------------------------TGGC-----AGAGGATGAC---GAC---------GC------C--GGAGT-TTCGAACAGG-------CGAGC-GGAACTGTTGACTGCTTTTGAACTT------GTGCG--------------TCGTCGTCCT---CGGCAATTGCATCCTTAGACAATGACGCGTCCACAGAAGGCAGAAGCAGA-------------------

droRho1 scf7180000780293:46119-46262
-

TA------A------------TGATGACGAT--G----------------------------------TGGC-----AGAGGATGAC---GAC---------GT------C--GGAGT-TTCAAACAGG-------CGAGC-GGAACTGTTGACTGCTTTTGAACTT------GTGCG--------------TCGTCGTCCT---CGGCAATTGCATCCTTAGACAATGACGCGTCCATAGAAGGCAGCAGCAGA-------------------

droFic1 scf7180000454106:1126013-
1126156 +

TT------A------------TGATGACGAT--G----------------------------------TGGC-----AGAGGATGAC---GAC---------GT------C--GGAGT-TTCAAACAGG-------CGAGC-GGAACTGTTGACTGCTTTTGAACTT------GTGCG--------------TCGTCGTCCT---CGGCAATTGCATCCTTAGACAATGACGCGTCCATAGAAGTCGGCGGCAGA-------------------

droKik1 scf7180000302461:2096831-
2096999 -

TG------A------------TGATGATGAT--GTTGTTGT-TGTAATGAT-GACGATG---------TGGC-----AGAGGATGAC---GAA---------GC------C--AGAGT-TTCAAACAGGAA-----CGAGC-GGAACTGTTGACTGCTTTTGAACTT------GTGCG--------------TCGTCGTCCT---CGGCAATTGCATCCTTAGACAATGACGCACACATAGAAGGCGACAGCAGA-------------------

droAna3 scaffold_13340:8968346-
8968486 +

CA------A------------TGATGATGAT--G----------------------------------TGGCAC--AAGAGGATGACGCCGTA---------GC------C--GGAGT-TTCGAACCGG-------CGAGC-TGAGCTGTTGACTGCTTTTGAACTT------GTGCG--------------------TCCT---CGGCAATTGCATCCTTAGACAATGACACACACATAGAGAGT---CCCGGA-------------------

droBip1 scf7180000396712:120024-
120159 +

TG------A------------TGATGATGAT--G----------------------------------TGGCACAGAAGAGGATGAC---G-C-----------------------GC-CCTAGCCAGG-------CTAGC-TGAGCTGTTGACTGCTTTTGAACTTGTACTTGTGCG--------------TCGTCGTCCCGACAGGCAATTGCATCCTTAGACAATGACACACACATA----------------------------------

dp5 2:12134270-12134394 + TG------A------------GC--------------CAGG-GGCAG------------GAGGCACGA-GGC-----------------------------------AGGGAAAGAAG--------------TCT-GCAAC-GGAACTGTTGACTGCTTTTGAACTT------GTGCGTCGTCGTCG--TCGTCGTCGTCCT---CGGCAATTGCATCCTTAGACAATGACAC-----------------------------------------
droPer2 scaffold_0:8362600-8362747 - TG------A------------GCCAGGGGAT--GGGGCAGGAGGCAGGA-----GGCAGGAGGCAAGT-GGC-----------------------------------AGGGAAAGAAG--------------TCT-GCAAC-GGAACTGTTGACTGCTTTTGAACTT------GTGCG--------------TCGTCGTCCT---CGGCAATTGCATCCTTAGACAATGACAC------AGAAAGAGGGA-AAGA-------------------
droWil2 scf2_1100000004943:12107811-

12107953 +
TGCTTACAATGATGATGATGATGATGATGAT--G----------------------------------TTGC-----------TGAC---GAG------AGAGT------C--TGAGT-TTCAGACAGGAA-------CTC----TCTGTTGACTGCTTTTGAACTT------GTGCGTCGTCTTCAAAACCTCGTCGTCCT---C---CGTTGCATCCTTAGACAATGAC-------------------------------------------

droVir3 scaffold_13047:8512737-
8512872 -

AA------A------------GGATGACGAT--G----------------------------------TCGT-----------------------------------AGACGAAGAGTTTTCCAACAG---------------AAGCTTTTGACTGCTTTTGAACTT------GTATG--------------CCGCATACTT---AGACCGCAAAATAAATAGAAAATG-------CATAAAAC----TAGCAGATGCACGGCTGCACAGAGGG

droMoj3 scaffold_6540:27646985-
27647076 +

CA------G------------CGAAGGC-AT--ATGAAAAT-CGC-----------------------TTAG-----AAAGGATGAC---GAT---------GTCGCGGCAGAAGAGT-TT-------------TTCCAACGGGAGCCGTTGACTGCCTTTGAACTT------G----------------------------------------------------------------------------------------------------

droGri2 scaffold_15074:1102666-
1102794 +

TA------A------------CAACGACGAGCCATGAAAAT-CGC-----------------------TGAG-----AATGGATGAC---GAC---------GC-GTCGTCGCTGAGT-TTT-----CC-------CAAGCTGAAGCTGTTGACTGCTTTTGAACTT------GTCTG--------------TAAATGTGTG---CGCGTGTCGCATCCTTAGAC-------------------------------------------------
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Legend: mature star mismatch in alignment mismatch in read
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CAGTTCAATTCTGGGGGTCGTCGGAAGCCTTACGTGGCCGGGATGGTTCGTTGGCTGCTGAGAACTTTCCAATCCAATCGGTGGATGGTGAACTTAACTAATGCCAACTAACTAACTAGCCAACAACTGTTAACGACCCACAAAAGCCTGGCCACAAAAG

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

#
Mismatch

Hit
Count

Total
Norm Total

M023

head

SRR553486

Makindu_3
day-old
ovaries

SRR553485

Chicharo_3
day-old
ovaries

M025

embryo

SRR618934

dsim w501
ovaries

M024

male
body

SRR902009

testis

O002

Head

GSM343915

embryo

SRR553488

RT_0-2
hours
eggs

..................................................TTGGCTGCTGAGAACTTTCCAAT....................................................................................... 23 0 1 14.00 14 2 2 6 1 0 1 1 0 1 0

..................................................TTGGCTGCTGAGAACTTTCCA......................................................................................... 21 0 1 11.00 11 6 3 2 0 0 0 0 0 0 0

..................................................TTGGCTGCTGAGAACTTTCCAATC...................................................................................... 24 0 1 3.00 3 0 2 1 0 0 0 0 0 0 0

..................................................TTGGCTGCTGAGAACTTTCC.......................................................................................... 20 0 1 3.00 3 2 0 0 0 0 1 0 0 0 0

..................................................TTGGCTGCTGAGAACTTTCCAA........................................................................................ 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0

..........CTGGGGGTCGTCGGAAGCCTTACG.............................................................................................................................. 24 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0

......................................................................................GGTGAACTTAACTAATGCCAA..................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0

..................................TGGCCGGGATGGTTCGTTGGCT........................................................................................................ 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0

..................................................TTGGCTGCTGAGAACTTTCCAATA...................................................................................... 24 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0

.........TCTGGGGGTCGTCGGAAGCCT.................................................................................................................................. 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0

..............................TACGTGGCCGGGATGGTTCGTTGGC......................................................................................................... 25 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0

....................................GCCGGGATGGTTCGTTGGCTG....................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0

..........CTGGGGGTCGTCGGAAGCCTTAC............................................................................................................................... 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0

...........................CCTTACGTGGCCGGGATG................................................................................................................... 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GTCAAGTTAAGACCCCCAGCAGCCTTCGGAATGCACCGGCCCTACCAAGCAACCGACGACTCTTGAAAGGTTAGGTTAGCCACCTACCACTTGAATTGATTACGGTTGATTGATTGATCGGTTGTTGACAATTGCTGGGTGTTTTCGGACCGGTGTTTTC

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

#
Mismatch

Hit
Count

Total
Norm Total

M023

head

SRR553485

Chicharo_3
day-old
ovaries

SRR553487

NRT_0-2
hours
eggs

................................................................GAAAGGTTAGGTTAGCCA.............................................................................. 18 0 1 1.00 1 1 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 2r:10128721-10128880 + dsi_165 CAGTTC--AATTCTG---------------------------------------GGGGT--C-GTCGGAAGCCTTACGTGGCCG-G--------------------------------------------------------------GATGGTTCG----TTGG--CTGCTG-----------------------------------------AGAACTTTCCAATC--CAA-----------------------------TCGGTG---------------------------------------------------------GATGGTGAAC-----------TTAACTAATGCCAACTAACTAACTAGC-----CAACAACTGTTAACGACC---------------CACA----AAAGCCTG----GCCACAA-AAG
droSec2 scaffold_1:6983739-6983898

+
CAGTTC--AATTCTG---------------------------------------GGGGT--C-GTCGGAAGCCTTACGTGGCCG-G--------------------------------------------------------------GATGGTTCG----TTGG--CTGCTG-----------------------------------------AGAACTTTCCAATC--CAA-----------------------------TCGGTG---------------------------------------------------------GATGGCGAAC-----------TTAACTAATGCCAACTAACTAACTAGC-----CAACAACTGTTAACGACC---------------CACA----AAAGCCTG----GCCACAA-AAG

dm3 chr2R:9465540-9465702 + CAGTTC--AATTCTG---------------------------------------GGGGT--C-GTCGGAAGCCTTACGTGGCCG-G--------------------------------------------------------------GATGGTTCG----GTGG--CTGCTG-----------------------------------------AGAACTTTCCAATC--CAA-----------------------------TCGGTG---------------------------------------------------------GTTGGCGAAC-----------TTAACTAATGCCAACTAACTAACTAAC-CAAC-AACAACTGTTAACGAGC---------------CACA----AAAGCCTG----GCCACAA-AAG
droEre2 scaffold_4845:16348780-

16348936 -
CAGTTC--AATTCTG---------------------------------------GGGGT--C-GTCGGAAGCCTTACGTGG--------------------------------------------------------------------------------------CTGCAG--A---GAGCAG------------------GCGGAGGCGAAGGAACTTTCCAATC--CAA-----------------------------TCGGTG---------------------------------------------------------GATGGCGAAC-----------TTAACTAATGCCAACTAGCTAAC---------TAACAACTGTTAACGAGC---------------CACA----AAAACCTG----GCCACAA-AAG

droYak3 2R:7483168-7483339 - CAGTTC--AATTCTG---------------------------------------GGGGT--C-GTCGGAAGCCTTACGTGG--------------------------------------------------------------------------------------CTGCAG--A---CAGCT-GAGAGAAGAGGAGGAG--GAGGAGGCGAAGGAACTTTCCAATC--CAA-----------------------------TCGCTG---------------------------------------------------------GATGGCGAAC-----------TTAACTAATGCCAACTAGCTAAC---------TAACAACTGTTAACGAGC---------------CACA----AAAACCTG----GCCACAA-AAG
droEug1 scf7180000409462:3398106-

3398270 -
CAGTTC--AATTCTG---------------------------------------GGGGT--C-GTCGGAAGCCTTACGTGGACG-G--------------------------------------------------------------GATGGTTCA----GTTG--CTCCCGGAA---AAGCAG---------------------------AAAGAACTTTCCAATC--CAA-----------------------------TCGGTGG-----------------------------A------TGTGGAT-ATG---------GATGGCAAAC-----------TTAAC-----GCA----ACTAAC---------TAACAACTGTTAACTAAC---------------AAC---------CCTG----GCCACAA-AAG

droBia1 scf7180000302291:694711-
694861 -

CAGTTC--AATTCTG---------------------------------------GGGGT--C-GTCGGAAGCCTTACGTGGACG-G--------------------------------------------------------------GACGGTTCA----GTGG--CTGCCGGAA---AAGCAG---------------------------GAAGAACTTTCCAATC------------------------------------GCAGG-----------------------------C------TGTG----------------GACGGCAAAC-----------TTAAC-----GTG----ACTAAC---------TAGCAACTGTTAACGAAC---------------------------CCTG----GCCACAA-AAG

droTak1 scf7180000415401:1189962-
1190112 -

CAGTTC--AATTCTG---------------------------------------GGGGT--C-GTCGGAAGGCTTACGTGGACG-G--------------------------------------------------------------GATGGTTCA----GTTG--CTGCCGGAA---CAGCAG---------------------------AAAGAACTTTCCAATC------------------------------------GCTGG-----------------------------A------TGTG----------------GATGGCAAAC-----------TTAAC-----GCA----ACTAAC---------TAACAACTGTTAACGAAC---------------------------CCTG----GCCACAA-AAG

droEle1 scf7180000491282:712037-
712191 +

CAGTTC--AATTCTG---------------------------------------GGGGT--C-GTCGGAAGCCTTACGTGGACG-G--------------------------------------------------------------GATGGTTCA----GTTG--GTGCCGGAA---AAGCAG---------------------------AAAGAACTTTCCAATC------------------------------------GGTGA-----------------------------A------CGTG----------------GATGGCAAAC-----------TTAAC-----GCA----ACTAAC---------TAACAACTGTTAACGAAC---------------------------CCTGCAAAGCCACAA-AAG

droRho1 scf7180000758477:993-1143 - CAGTTC--AATTCTG---------------------------------------GGGGT--C-GTCGGAAGCCTTACGTGGACG-G--------------------------------------------------------------GATGGTTCA----GTTG--CTGCCGGAA---AAGCAG---------------------------AAAGAACTTTCCAATC------------------------------------GGTGA-----------------------------T------TGTG----------------GATGGCAGAC-----------TTAAC-----GCA----ACTAAC---------TAACAACTGTTAACGAAC---------------------------CCTG----GCCACAA-AAG
droFic1 scf7180000454039:281957-

282115 +
CAGTTC--AATTCTG---------------------------------------GGGGT--C-GTCGGAAGCCTTACGTGGCCG-G--------------------------------------------------------------GATGGTTCA----TTCGAGCTGCCGGAA---AGGCAG---------------------------AAAGAACTTTCCAATC--CAA-----------------------------TCGGTGG-----------------------------A------TGTG----------------GATGGCAAAC-----------TTAAG-----GCA----ACTAAC---------TAACAACTGTTAACGAAC---------------------------CCTG----GCCGCAAAAAG

droKik1 scf7180000302638:199112-
199331 -

CAGTTC--AATGCTG---------------------------------------GGGGT--C-GACGGAAGCCTTACATGGGCCATGGGCCTGGC-----------------------------------------------CTGG--CATGGTTCCCGCCGCCG--CTGCCGGAA---AAGCAG---------------------------AAAGAACTTTCCAATC--CAA-----------------------------TCAGTGGCAGCAGCGAGCGGTGTGTGTGCT--CAGTGTGTA--TGTGTGT-GTGTGTG---TATTTGGCAATC-----------CCAGCTGCT--C---TAACTAAC---------TAACAACTGTTAACGAGC---------------------------CCTG----GCCACAA--AG

droAna3 scaffold_13266:16768145-
16768389 +

CAGTTC--GA---TG---------------------------------------GGGGT--C-GTCGGAAGCCTTACATGGACT-TGG---TGGCAGAAGCCACCAGCAGCAGCAACAGCAGCAAAAGCAGCAACTGGATGGCTGGCAGAAGGTTCC----TCCG--CTCCCGGAAAGAAAGCAG-------------------------AGAAAGAACTTTCCAATCAGCAA-----------------------------TGTGTGC------------GTGTG-----------TGT---GT-GTGTGTG-TGTGTGCGGAAAATGGCAAAC-----------TTAACTGTT--CA----ACTAAC---------TAACAACTGTTAACGAAC---------------------------CCTG----GCCACAA-AAG

droBip1 scf7180000396735:20710-
20942 +

CAGTTC--GA---TG---------------------------------------GGGGT--C-GTCGGAAGCCTTACATGGACT-TGA---TGGCA----------GCAGCACCAACAGCAG------------CTGGATGGATGGCAGAAGGTTCC----TCCG--CTCCCGGAAGGAAAGCAG-------------------------AGAAAGAACTTTCCAATCAGCAA-----------------------------CGCGTGC------------GTGTGTGT-CTAGCTGTGT---GT-GTGTGTG-TGTGTGCGGAAAATGGCAAAC-----------TTAACTACT--CA----ACTAAC---------TAACAACTGTTAACGAAC---------------------------CCTG----GCCACAA-AAG

dp5 3:14617468-14617634 - CAATGATGGA---GG---------------------------------------GGGGT--CGGTCGGAAGCCATACATGAA------------------------------------------------------------------AATGGTCCC----GTTG--CAGGCGA-------GC--AAAAGAAAGACCGAATGA------AAGAAAGAACTTTCCAATCA-CAG-----------------------------TGTGTG-------------------------------------CGTGGGT-TGG------------GGGGGAG-----------TTA--------GA----ACTAAC---------TAACAACTGTTAACGCAG---------------------------AGAA----ACCACAA-AAG
droPer2 scaffold_4:2988808-2988974

+
CAATGATGGA---GG---------------------------------------GGGGT--CGGTCGGAAGCCTTACATGAA------------------------------------------------------------------AATGGTCCC----GTTG--CAGGCGA-------GC--AAAAGAAAGACCGAATGA------AAGAAAGAACTTTCCAATCA-CAG-----------------------------TGTGTG-------------------------------------CGTGGGT-TGG------------GGGGGAG-----------TTA--------GA----ACTAAC---------TAACAACTGTTAACGCAG---------------------------AGAA----ACCACAA-AAG

droWil2 scf2_1100000004514:3813723-
3813878 +

CAGTTC--AATGCCAACTATAGGAAGAGGGAAAACGGTGAAGGGGGTGAGACGAAGTATTTCAGTCGGAAGCCTTACATGAA---------------------------------------------------------------------------------------------A---ATGCAG--------------------------AAAAGAACTTTCCAATCAG-------------------------------------------------------------------------------------------------------------------------------AA----GCAAAC---------TAAAAACTGTTAACGAAC---------------CCAAAACAAC--AAAA----ACCACAC-AAA

droVir3 scaffold_12875:11132308-
11132423 -

T----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCCAATCAGCGTCGAGCGCTTGGCCAGGGCGCAGGGCAACTCCGGAGG-----------------------------C------AGCG----------------G-CAGAAAAG-----------TTAACTAGTG--A----GCCAAC------GACTA-AAACTGTTAACGAAC---------------AACA----AC--AAGA----GCCACA-----

droMoj3 scaffold_6496:15795066-
15795254 +

CTGCGA--AAGA-AA---------------------------------------CGCGTCACCGGCGGAC-------------------------------------------------------------------------------------------GTCG--CTGCTGAAA---ATGCAG---------------------------ACAGAACTTTCCAATCAGCGTCGAGCGCTCGGCCAGGGCACAGGGCAACTTCAGTGG-----------------------------C------AGCG----------------GCAGAAAAACAGAAAAAAAAGTTAACTAGTG--A----GCCAAT----GCGACT-AAAACAGTTAACGTAC---------------AACA----AC--AAAA----GCCATAA-AAG

droGri2 scaffold_15245:13603445-
13603631 +

CG---------------------------------------------------------------------------------------------------------------------------------------------------------------------CTACTGAAA---ATGCAG---------------------------ACAGAACTTTCCAATCAGCGTTGAACGCTTGGCCAGGGCACAT-------CACACAC------------ACATACAG-ACAGACGGAC---GG-ACGGACA-GGCAAGCG---GCCAGAAAAG-----------TTATCTAGTG--A----GCCAGA----GTGACTAA-AACTGTTAACGAATGTGAACGAAGCCAGCC---AACAAC--AAAA----GCCGCAA-AAG
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Legend: mature star mismatch in alignment mismatch in read
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TATAGTTTCCGGAAATCTTGTCGGGTACTTTGAAATTGATTCAAAAACAGGTATGAACATTTGAATTTAAGCTTTATTTATATACATTTTTTCCTAATTGTTCATGTTCATAGGAGTGATTAAGACGACAGAACGCAAATTGGATAGAGAAAATCAAGCGGAA

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

#
Mismatch

Hit
Count

Total
Norm Total

M023

head

M024

male
body

SRR553488

RT_0-2
hours
eggs

M053

female
body

SRR553486

Makindu_3
day-old
ovaries

M025

embryo

SRR553487

NRT_0-2
hours
eggs

SRR618934

dsim w501
ovaries

..................................................GTATGAACATTTGAATTTAAGCT.......................................................................................... 23 0 1 9.00 9 7 1 0 0 0 1 0 0

..................................................GTATGAACATTTGAATTTAAGCTT......................................................................................... 24 0 1 3.00 3 2 0 0 0 1 0 0 0

..................................................GTATGAACATTTGAATTTAAGCTTT........................................................................................ 25 0 1 3.00 3 3 0 0 0 0 0 0 0

.........................................................................................................................AAGACGACAGAACGCAAATT...................... 20 0 1 2.00 2 0 2 0 0 0 0 0 0

...........GAAATCTTGTCGGGTACTTTGAAATTG............................................................................................................................. 27 0 1 1.00 1 0 0 0 1 0 0 0 0

..................................................GTATGAACATTTGAATTTAAGC........................................................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0 0

..................................................GTATGAACATTTGAATTTAAGCC.......................................................................................... 23 1 1 1.00 1 1 0 0 0 0 0 0 0

..................................................GTATGAACATTTGAATTTAA............................................................................................. 20 0 1 1.00 1 1 0 0 0 0 0 0 0

........................................................................................................................TAAGACGACAGAACGCAAATTGGATA................. 26 0 1 1.00 1 0 0 1 0 0 0 0 0

Anti-sense strand reads

ATATCAAAGGCCTTTAGAACAGCCCATGAAACTTTAACTAAGTTTTTGTCCATACTTGTAAACTTAAATTCGAAATAAATATATGTAAAAAAGGATTAACAAGTACAAGTATCCTCACTAATTCTGCTGTCTTGCGTTTAACCTATCTCTTTTAGTTCGCCTT

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

#
Mismatch

Hit
Count

Total
Norm Total

No data available in table
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 3l:19598404-19598566 + dsi_22542 TATAGTTTCCGGAAATCTTGTCGGGTACTTTGAAATTGATTCAAAAACAGGTATGAACATTTG-------------------------------------------------AA-------TTTAAG--C-----TT--------TATTTATAT---------------ACA-----TTTTTTCCTA---------------ATT--GTTCATGTTCATAGGAGTGATTAAGACGACAGAACGCAAATTGGATAGAGAAAATCAAGCGGAA
droSec2 scaffold_29:650612-650774 + TATAGTTTCCGGAAATCTTGTCGGGTACTTTGAAATTGATTCGAAAACAGGTATGAATATTTG-------------------------------------------------AA-------TTTAAA--C-----TT--------TATTTATAT---------------GCA-----TTTTTTCCTA---------------ATG--TTTCATGTTCTTAGGAGTGATTAAGACGACAGAACGCAAATTGGATAGAGAAAATCAAGCGGAA
dm3 chr3L:20005734-20005888 + CATAGTTTCCGGAAATCTTGTCGGGTACTTTGAAATTGATTCGAAAACAGGTACGAATA----------------------------------------------------------------TAAG--C-----TT--------TAGTTATAA---------------ACA-----TTTTTTCCTA---------------ATT--GTTCATGTTCTTAGGAGTGATTAAGACGACAGAACGCAAATTGGATAGAGAAAATCAAGCGGAA
droEre2 scaffold_4784:19746265-

19746423 +
TATAGTTTCTGGAAATCTGGTCGGGTACTTTGAAATTGATTCGAAAACAGGTACCATTACTTTAA-----------------------------------------------T-----------AAGTT-GAGTT--------------GATAT---------------ATA-----TT--TACTTA---------------ATT--GTTCATGTTCTTAGGAGTGATTAAAACGACAGAACGCAAATTGGATAGAGAAAATCAAGCGGAA

droYak3 v2_chr3L_random_219:702-862
+

TATTGTTTCTGGAAATCTGGTCGGGTACTTTGAAATTGATTCGAAAACAGGTACAAACATTTA-------------------------------------------------AA-------TATAAATT-TAATT--------------GAAAT---------------ATA-----TT--TAATTC---------------ACT--GTTCTTGTTCTTAGGGTTGATTAAAACGACAGAACGCAAATTGGACAGAGAAAATCAAGCGGAG

droEug1 scf7180000409711:5935600-
5935759 -

CATAGTTTCTGGAAATCTGGTCGGCTATTTTCAAATTGACTCCAAAACAGGTAATA-AACTTA-A----------------------------------------------AAA------------ATT-AGATT---GAAACTTAATTA-------------------A--TA------------TA----------TT--ATT--TTGTGTAACCTTAGGAGTGATTAAAACGACTGAACGTAAGCTGGATAGAGAAAATCAAGCAGAA

droBia1 scf7180000302193:2785846-
2786007 +

TATTGTTTCTGGAAATCTAGTCGGCTATTTTGAAATTGATTCAAAAACAGGTACCCTTTTTCC-G-----------------------------------------------GT-------TCTAAA----G---TT-TATT-------GTTTA---------------ATA-----TT--AATGCA---------------AAT--TATTATAATTTAAGGAGTTATAACAACCACTGAACGTAAACTGGACAGAGAAAATCAGGCAGAA

droTak1 scf7180000415392:121328-
121485 -

TATCGTTTCCGGAAATCTGGTCGGCTACTTTGAAATTGATTCAAAAACAGGTATTAAA-TTTA-T----------------------------------------------AAA-------TTCA------AAGT-TTCATT----------------------TTTTTA--AATAT----------A----------A-------TTTATGCATTCTAAGGAGTAATTACAACCACTGAACGCAAACTGGATAGAGAAAATCAAGCAGAA

droEle1 scf7180000491193:4297731-
4297891 +

TATCGTTTCCGGAAATCTCGTCGGCTACTTCGAGATCGATTCGAAAACAGGTAATTATATTCA-A----------------------------------------------AAA------------ATT-ACATT---TAATTTGAAATA-------------------A--CA---------TGAA---------------CTT--GCTTATGATTTTAGGAGTAATCAAAACAACTGAACGCAAATTGGACAGAGAAAATCAAGCGGAA

droRho1 scf7180000777710:16697-16857
-

TATCGTTTCCGGAAATCTCGTCGGCTACTTTGAAATTGAATCAAAAACAGGTAAATTTATTTA-A----------------------------------------------ATA------------GAT-AAATT---TTAGCTTAAATT-------------------A--CA---------ATCA---------------ATT--GTTTATATTTTTAGGAGTGATCAAAACCACTGAACGCAAACTGGACAGAGAAAACCAAGCGGAA

droFic1 scf7180000454113:2305538-
2305695 -

CATCGTATCGGGAAACTTGGTCGGCTACTTTGAAATCGATTCAAAAACAGGTAACATAA---G------------------------------------------------AAAACG-------AAA--T-----TT--------TAGTTATAA---------------AA-ATTCA----------A----------A----CGTTGATTGTATTTTTAGGAGTGATTAAAACCACTGAGCGAAAGTTGGACAGAGAAAATCAAGCGGAA

droKik1 scf7180000302686:453390-
453551 +

CATTGTGTCTGGAAACTTGGTTGGCTACTTTGAAATTGATGCAAAAACAGGTAAAACAAATCG-------------------------------------------------AA-------GGCACATC-TAAGC--------GTA------AT---------------ATT-----TT--CATTT--------------A-TAT-TTGCATTATTTTTAGGAGTAATTAAGACCACTGAGCGCAAATTGGACAGAGAAAATCAGGCAGAG

droAna3 scaffold_13337:5128579-
5128736 -

TATAGTTTCAGGAAATCTGGTTGGCTACTTTGAAATTGATTCCAAAACAGGTAAGACAATAT------------------------------------TT------------TA-------TTCA------CTTT--------------TACAA---------------C-------TT--TACTTTT------------A--TTTTTATGATAATTGTAGGTGTTATTAGAACCACGGAGCGCAAACTGGACAGAGAAAATCAGGCAGAG

droBip1 scf7180000396371:462699-
462858 -

TATTGTTTCAGGAAATCTGGTTGGCTACTTTGAAATTGATTCCAAAACAGGTAAGACAGTATG-----------------------------------------------------------TTATT--C-----TT--------T-GTTAAAA---------------ATA-----TT--TCCTTTA------------A--TTTTTTTGATAATTTAAGGAGTTATAAGAACCACGGAGCGCAAACTGGACAGAGAAAATCAAGCAGAG

dp5 Unknown_singleton_2399:3327-
3532 -

TATTGTGTCTGGAAATCTAGTGGGATACTTTAAAATAGATTCCATAACAGGTAAAGATTATCA-TCGCCGTAAAAC--CACATCCTTCAAAACCCTATTAAATCCAATTATAAATTGTCAC----------A----TTTATT----------------------ATGTAA--TATGT----------A----------T----TGCTCTTTGTACTTGTAGGTGCTATTAAAACTACTGAGCGCAAACTGGATCGGGAAAACCAAGCAGAA

droPer2 scaffold_88:5705-5910 - TATTGTGTCTGGAAATCTAGTGGGATACTTTAAAATAGATTCCATAACAGGTAAAGATTATCA-TCGTCGTAAAAC--CACATCCTTCAAAACCTTATTAAATCCAATTATAAATTGTCAC----------A----TTTATT----------------------ATGTAA--TATGT----------A----------T----TGCTCTTTGTACTTGTAGGTGCTATTAAAACTACTGAACGCAAACTGGATCGAGAAAACCAAGCAGAA
droWil2 scf2_1100000004540:962486-

962647 +
CATCATATCCGGAAATCTGGTTGGATATTTCGAGATTAATTCAGTAACAGGTAAACTAGTCTA-A-----------------------------------------------C-----------AGATT-AGTTT---C-------------AAATCTT-----TTTTAA--TA------------TG----------TT--TTT--TTTTGGATTTTAAGGGGTTCTTAAAACGACAGCACGAAAACTCGACAGAGAAAATCAAGCTGAA

droVir3 scaffold_13049:17947548-
17947715 +

TATTACTTCCGGAAATCATGTAGGATACTTTGATATTGAGCCGCATACAGGTGAGTACAGCCA-G----------------------------------------------GAA-------TTTA------GAAT---A------A------ATATCATTTTTAATGTAT--AA---------ATTA---------------TTT--CTTTTTTTTTATAGGATTGCTTAAAACGACGGAACGAAAGCTAGACAGAGAGAATCAATCAGAA

droMoj3 scaffold_6680:23471858-
23472023 +

TATTACATCTGGAAATCTGATTGGGTATTTTTCCATAGAACCACACACAGGTAAGTAAAATAG-GCAATGAAATACTTAATATAATTAT--------------------------------------------------------AAGTA-------------------------------ATATTA---------------AAT--TTAAAAATATTTAGGAATTCTAAGAACTACAGAACGTAAACTTGACAGAGAGAATCAAGCAGAA

droGri2 scaffold_15110:23990609-
23990774 +

TATTATTTCTGGAAATTTGGTTGGATATTTCGACATAGACCCTAATACAGGTTAGCACAAAT------------TCTTA---------------------------------AA-------AAAAA----GTGTA----------------------------------T--AA---------TTAAATTGCTTATTT--AAAA--CCCAAATTTATTTAGGTGTTCTAAAAACGACAGAACGGAAACTTGACAGAGAAAATCAAGCAGAA
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Flybase annnotation

intron [x_15314622_15314684_+]; CDS [x_15314685_15315276_+]; CDS [x_15314517_15314621_+]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AAACCCCGAATCTGGGCGACCTTTCTTCATTTTTGGTTCATCCGAAAACGGTAAGAGATGTTAGAATGAAGCAACTGAAACTTACTTTATATTAACTATCTTAATGCTTTCAGATCAAAGTCCAGTTCCTTCAAAATCTGAAGACACAAGTGATATTTGTCGC

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

#
Mismatch

Hit
Count

Total
Norm Total

M025

embryo

M023

head

M024

male
body

SRR553488

RT_0-2
hours
eggs

M053

female
body

O002

Head

SRR553486

Makindu_3
day-old
ovaries

SRR553485

Chicharo_3
day-old
ovaries

..................................................GTAAGAGATGTTAGAATGAAGCAACT....................................................................................... 26 0 1 5.00 5 4 1 0 0 0 0 0 0

..................................................GTAAGAGATGTTAGAATGAAGCA.......................................................................................... 23 0 1 5.00 5 3 2 0 0 0 0 0 0

..................................................GTAAGAGATGTTAGAATGAAGC........................................................................................... 22 0 1 4.00 4 1 2 0 0 0 1 0 0

...........................................................GTTAGAATGAAGCAACTGAAACTTACT............................................................................. 27 0 1 2.00 2 2 0 0 0 0 0 0 0

..................................................GTAAGAGATGTTAGAATGAAGCAACTGA..................................................................................... 28 0 1 2.00 2 0 0 0 1 0 0 1 0

............TGGGCGACCTTTCTTCATT.................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 1 0 0 0

..................................................GTAAGAGATGTTAGAATGAAGCAAC........................................................................................ 25 0 1 1.00 1 1 0 0 0 0 0 0 0

.................................................................................................................................TTCAAAATCTGAAGACACAA.............. 20 0 1 1.00 1 0 0 1 0 0 0 0 0

..................................................GTAAGAGATGTTAGAATGAAGCAACG....................................................................................... 26 1 1 1.00 1 1 0 0 0 0 0 0 0

Anti-sense strand reads

TTTGGGGCTTAGACCCGCTGGAAAGAAGTAAAAACCAAGTAGGCTTTTGCCATTCTCTACAATCTTACTTCGTTGACTTTGAATGAAATATAATTGATAGAATTACGAAAGTCTAGTTTCAGGTCAAGGAAGTTTTAGACTTCTGTGTTCACTATAAACAGCG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR553486

Makindu_3
day-old
ovaries

SRR553488

RT_0-2
hours
eggs

..................................TCAAGTAGGCTTTTG.................................................................................................................. 15 1 9 0.11 1 1 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 x:15314572-15314734 + dsi_9337 A---AACCCCGAATCTGGGCGACCTTTCTTCATTTTTGGTT-CATCCGAAAACGGTAAGAGATGTTAG---AAT-------------------GAAGCA-------ACTGAAACTTACTTTATATTAACTA-TCTTAATG-------------CTTTCA--GATCAAAGTCCAGTTCCTTCA-----AAATCTG-AAGACACAAGTGATATTTGTCGC
droSec2 scaffold_17:21595-21757 + A---AACCCCGAATCTGGGCGACCTTACTTCATTTTTGGTT-CATCCGAAAACGGTAAGAGATGTTAG---AAT-------------------GAAGCA-------AATGAAACTTACGTTATATTAACTA-TCTGAATG-------------ATTTCA--GATCAAAGTCCAGTTCCTTCA-----AAATCTG-AAGACACAAGTGATATTTGTCGC
dm3 chrX:16194859-16195021 + G---AACTCTGAATCTGGGCGACCTTTTTTCATATTTGGTT-CATCCGAAAACGGTAAGAGATGTTAG---AAT-------------------GAAGAATAG----AATGA---ATACGTTACATTAACTA-TCTTAATG-------------ATTTCA--GATCAAAGTCCAGTTCCTTTA-----AAATCTG-AAGACACAAGTGATATTTCTCGC
droEre2 scaffold_4690:10892967-

10893124 -
G---ATCCCTGGATCCGGGCGACCTGTTTTCGTTTTCGGCT-CATCCGAAAACGGTAAGAGATGTTAG---CAT-------------------GAAGCA-------AGTGA-AC-----TTAACCTAATTAGCTTATTTG-------------GTTTTA--GATCAAAATCCAGTTCCTTCA-----AAATCTG-AAGACACAAGTGATATTTGTCGC

droYak3 v2_chrX_random_001:37734-
37887 +

G---ATACCTGGATCCGGGCGACCTGTCTTCATTTTCGGTT-CATCCGAAAACGGTAAGTGATATTAG---CAA-------------------GAA----------AGA-GAAC-----TTAACTTAACTA-TCGTAATG-------------GTTTCA--GATCCAAATCCAGTTCCTTCA-----AAATCTG-AAGACACAAGTGATATTTGTCGC

droEug1 scf7180000409008:1415139-
1415307 -

G---ATCACTGGATCCGAGCGATCTGTCCACGTTTTGGATC-AATCCGAAAACGGTAAGAGATTCTATTGAAAT-TATCATCATTTAAAACAAA------------AATGAAAT----------TCAACTT-GTACAATG-------------TTTCCA--GATCAAAATCCAGTTCCTTCA-----AAATCTG-AAGACACAAGTGATATTTGTCGC

droBia1 scf7180000302126:810796-
810963 -

GCAGATCCCTGGATCCGGACGACCCGTCCACGTTTTGGATC-AGTCAGAAAATGGTAAGTGATAATATTGCAAT-------------------CCAGGCCAAGGCAA---GAAC-----TAACCTTGAAAC-TCTTTTTG-------------TTTTCA--GATCAACATCCAGTTCCTTCA-----AAATCCG-AAGACACCAGTGATATTTGTCGC

droTak1 scf7180000415289:257138-
257289 +

C---TC---CTCAACCGGGCGAGCTGT------TTT-GGCTCACTCTGAAAACGGTAAGGGGTTCTAG---AGTCTAG----TTTTGAGATGGGAAGCA-------AC----------------TCAACTA-TCACTA-C-------------TTTTCA--GATCAAAATCCAGTTCCTTTA-----AAATCTG-AAGACACAAGTGATATTTGTCGC

droEle1 scf7180000491182:81550-81636
-

T---TACTTTACAATCATGTATT-----------------------------------------------------------------------------------------------------CTAA------TTATTG-------------CTTTCA--GATCAAAATCCAGTACCTTCA-----AAATCTG-AAGACACAAGTGATATTTGTCGC

droRho1 scf7180000778073:54-115 - G---ATCCCTGGACCTGGCCGATCTGTCCCAGTCTTGGGTT-ACTCTGAAAACGGTAAGCGATTTT--------------------------------------------------------------------------------------------------------------------------------------------------------
droFic1 scf7180000453495:467913-

468076 +
G---ATCCCCGGATCCGTTCGAAATGTCCACGTTTTGAGTT-ACTCTGAAAACGGTAAGCGGTTCTAT---ATT-------------------AGA--------------AAACTCCGTTTATACCAC------TTAGTGTTTGTTGTTCTTTTCTTTA--GATCAAAATCCAGTTCCTTCA-----AAACCTG-AAGACACAAGTGATATTTGTCGC

droKik1 scf7180000301902:4747-4803 + A---TT--------------------------------------------------------------------------------------------------------------------------------TTACTG-------------CTTACA--GATCGGCAGCCAGCTCCTCCA-----AAATCAG-AAGGCTCTGACCAT---------
droAna3 scaffold_13137:1161590-

1161642 -
T----------------------------------------------------------------------------------------------------------------------------------------------------------TACA--GATCAAAGCCC---CCCTTTA-----ATTGATA-ATCAAATCAGTGATACAAGTCCA

droBip1 scf7180000393699:66757-66828
+

T---TATA----------------------------------------------------------------------------------------------------------------------TTCTA-TCGAATCT-------------TTTACA--GATCAAAGTCC---CCCTTCA-----AATGATA-AACAAAAGAGTGATACAGGTCCA

dp5 XL_group1e:10401280-10401303
-

G--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAGAGAGCAGTGATACAAGCCGC

droPer2 scaffold_69:118842-118865 + G--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAGAGAGAAGTGATACAAGCCGC
droWil2 scf2_1100000004909:6547557-

6547622 +
A---T--------------------------------------------------------------------------------------------------------------------------------------G-------------GCTGCA--GATCATGGTCCTTCTTCTTCTTTTAACAAACAACAAACAACAAGTGATATAAGCCAT

droVir3 scaffold_12472:253891-253954
-

C---TTGA----------------------------------------------------------------------------------------------------------------------------------AT-------------TCTTCA--TATTTAGATCATGCTCCATCC-----ATTTGTG-AAAGCTTTAGTGATAATAGCCGG

droMoj3 scaffold_6308:3226738-
3226776 +

G---CTCCCT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------CC-----ATCTGTG-AAAGCTTTAGTGATAAGAGTCAG

droGri2 scaffold_15203:4730662-
4730747 +

C---TTTCTAGCAACTAA----------------------------------------------------------------------------------------------TT-----TAAACTTGAAC------------------------TTTCAATCATTTAGATCAGGCTCCCTCC-----AATTTTG-AAAGCATTAGTGATAATAGCCGG
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GGATGCAGAATCAACTACATCCCATTTCCACGCGACCTCCAGATGCAATCTTCACACTTCGGAGGGCCATCAAAGAGAGTGCTGTTAATTTTTTCCAGTGCATCTCTTTGTGGCCTTTTCGAAGGCTAGATTGAAAGGTCCTTCTGTTTGGGTTCGTTCCGCGAATTAACAGATTGGGTTCTGC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR553486

Makindu_3
day-old
ovaries

SRR553485

Chicharo_3
day-old
ovaries

SRR553487

NRT_0-2
hours
eggs

M023

head

O002

Head

GSM343915

embryo

SRR553488

RT_0-2
hours
eggs

M024

male
body

SRR618934

dsim w501
ovaries

M025

embryo

SRR902009

testis

....................................................................................................CATCTCTTTGTGGCCTTTTCGA.............................................................. 22 0 1 11.00 11 3 5 0 0 2 0 0 1 0 0 0

....................................................................................................CATCTCTTTGTGGCCTTTTCGAA............................................................. 23 0 1 6.00 6 1 1 2 0 0 1 1 0 0 0 0

....................................................................................................CATCTCTTTGTGGCCTTTTCG............................................................... 21 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0

....................................................................................................CATCTCTTTGTGGCCTTTTCGAAAA........................................................... 25 2 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0

...........................................................CGGAGGGCCATCAAAGAGAGTG....................................................................................................... 22 0 1 2.00 2 1 0 0 1 0 0 0 0 0 0 0

....................................................................................................CATCTCTTTGTGGCCTTTTCGAAA............................................................ 24 1 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0

..........................................................................................................................................................CGTTCCGCGAATTAACAGATTGGG...... 24 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0

....................................................................................................CATCTCTTTGTGGCCTTT.................................................................. 18 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0

.....................................................................................................ATCTCTTTGTGGCCTTTTCGA.............................................................. 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CCTACGTCTTAGTTGATGTAGGGTAAAGGTGCGCTGGAGGTCTACGTTAGAAGTGTGAAGCCTCCCGGTAGTTTCTCTCACGACAATTAAAAAAGGTCACGTAGAGAAACACCGGAAAAGCTTCCGATCTAACTTTCCAGGAAGACAAACCCAAGCAAGGCGCTTAATTGTCTAACCCAAGACG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR553488

RT_0-2
hours
eggs

O001

Testis

SRR553487

NRT_0-2
hours
eggs

SRR553485

Chicharo_3
day-old
ovaries

SRR553486

Makindu_3
day-old
ovaries

SRR618934

dsim w501
ovaries

........................AAAGGTGCGCTGGAGGTC.............................................................................................................................................. 18 0 1 1.00 1 0 1 0 0 0 0

..................................................................................CCAATTAAAAAAGGT....................................................................................... 15 1 20 0.05 1 1 0 0 0 0 0
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Species Coordinate ID Alignment
droSim2 3l:19738843-19739092 - dsi_26799 A---------G-ATGCAATCTTCACACTTCGGAG-GGCCATCAAAGAGAGTGCTGT--------------------------------------TAATTTTTTCCAGT--GCATCTCTTTGTGGCCTTTTCGAAGGCTAGATTGAAAGGTCCTTC-----TG-TT------TGGGTTCGTTCCGCGAATTA------ACAGATTGGGT--TCT--GCGTCAAT-----------------AAGAT----------------------------------A----------------------------GCTCTTATTCGCCCACTTAATGCTG-GACT-------CATTCATTTGTTTAGGTCTCCAGTTCCGAGTTCTTCTCCGTGTCATTCTGCCTGGACTCGTCGCA
droSec2 scaffold_11:59590-59833 - dse_206 A---------G-ATGCAATCTTCACACTTCGGAG-GGCCATCAAAGAGAGTGCTGT--------------------------------------TAATTTTTTCCAGT--GCATCTCTTTGTGGCCTTTTCGAAGGCTAGATTGAAAGGTCCTTC------T-TT------TGGGTTCGTTCCGTGAATTA------ACAG----GGT--TCT--GCATCAAT-----------------AAGAT----------------------------------A----------------------------GCTCTTATTCGCCCACTTAATGCTA-GACT-------CATTCATTTGTTTAGGTATCCAGTTCCGAGT-CTTCTCCGTGTCATTCTGCCTGGACTCGTCGCA
dm3 chr3L:20149049-20149314 - dme_467 A---------G-ATGCAATCTTCACACTTCGGAGGGGCCATCAAAGAGAGTGCTAC-----G--TGGCT-T----CGTCGCTGG----------TAATTTTTGCCAGT--GCATCTCTTTTTGGTCTTTTCGAAGGCTAGATTGAAGGGTCCTTC-----AT-TT------TGGGTTCGGTCCATGAATTA------ACAGATTGGGT--TCT--GCTTCAAT-----------------AAGAT----------------------------------A----------------------------GCTCTTATTCAACCACTTAACGCTC-GA-C-------CATTCATTTGTTTAGGTATCCAGTTCCGAGTTCTTTTCCGTGTCATTCTGCTTGGACTCGTCGCA
droEre2 scaffold_4784:19876231-

19876489 -
A---------G-ATGCAATCTTCACACTTCGGAG-GGCCATCAAAGAGAGTGCTT------G--GC--GGC----GGGCGCTAC----------TAATTTTTGTCAGT--GCATCTCTTTGTGGC-TTTTTGAAGGCTAGATTGAAAGGTCCTTC------T--T------AAGGGTCGGTCCGTGAATTT------ACAGATTGGGC--TCT--GTATCCAC-----------------GGGCT----------------------------------G------------------------------TCTTATTCGCCCACTTAATGCTGTGA-A-------TGTTCATTTGTTTAGGTATCCAGTTCCGAGTTCTTCTCCGTGTCATTCTGCCTGGACTCTTCCCA

droYak3 v2_chr3L_random_040:5131-
5405 -

AATCCTCCAAG-ATGCAATCTTCACACTTCGGAG-GGCCATCAAAGAGAGTGCTTT-----GAGGC--GGTAGGCGGTCGCTAG----------TAATTTTTTTCAGT--GCATCTCTTTGTGGCCTTTTCGAGAGCTAGATTGAAAGGTCCTAT------T--T------TTGGGTCGGTCCGTGAATTT------ACAGATTGGGT--TCT--GTATCAAC-----------------GGAAT----------------------------------G------------------------------TCTTATTCGCCCACTTAATGCCA--TAC-------CATTCATTTGTTTAGGTATCCAGTTCCGAGTTCTTCTCCGTGTCATTCTGCTTGGACTCGTCGCA

droEug1 scf7180000409711:5801074-
5801365 +

A---------G-ATGCAATCTTCACACTTCAGAG-GGCCATCAAAGAGAGTGCTCT-----G--GC--AGC----AGTAGGAAG----------TCATTTTTGTCAGT--GGATCTCTTTGTGGCCCTTTTGAAGGCTAGATTAAAAGGCTCGGTTCGTCGT-TT----------TTTGGGCCTTGAATTT------ACAGATTAGGT--TGT--ACATCAAG-------------CC--AGGAAGTGGTAGACCAGAAGTACTTCAATGTCAATC-------------------------------------TGTTTCTCGATTTAAT-TGC-GAAT-------TATACATTCGTTTAGGTATCCAGTTCCGAGTTCTTCTCCGTGTCATTCTGCCTGGATTCGTCGCA

droBia1 scf7180000302193:2928013-
2928302 -

A---------G-ATGCAATCTTCACACTTCGGAG-GGCCATCAAAGAGAGTGCTCT-----G--GC--TGT----AGTCGCCA------AATCGAAGTTTTTGCCAGT--GGACCTCTTTGTGGCCCCTTTGAAGGCCAGATTACGAGGCCCTTT------T-----------TGTTTGGTCCTTGAATTT------ACAGATTAGGT--TCT--GCATCAGC-----------------AGGAAGTGGTGGACCAAAAGTTCCTAACCGTCAACGCAAG----------------------------CC------TCCCTTACTTA-T-TTC-GGTT-------TAATCACTCGTTTAGGTATCCAGCTCCGAGTTCTTCTCCGTGTCATTCTGCCTGGAATCGTTGCA

droTak1 scf7180000415868:104912-
105187 -

A---------G-ATGCAATCTTCACACTTCGGAG-GGCCATCAAAGAGAGTGCTCT-----G--GC--AGTCAGTAGTCGCAAGTCGCAAATCGCAATTTTTGTCAGTGTGAACCTCTTTGTGGGCCCTTTGAAGACCAGATTAAAAGGCTCT-------------------------------TGAATTT------ACAGATTAGGT--TCT--CCATCAAC-----------------AGGAAGTGGTAGACCAAAAGT----------CAACG-------------------------------------TAATCCCTTACTAAAC-TTC-CAAT-------TATTCACTCGTTTAGGTATCCAGCTCCGAATTCTTCTCCGTGTCATTCTGCTTGGAATCGTCGCA

droEle1 scf7180000491193:4461858-
4462148 -

A---------G-ATGCAATCATCACACTTCACAA-GGCCATCAAAGAGAGTGCTCT-----G--GC--GGC----AGTCGCAAG----------CGATTTTTGCCAGT--GGACCTCTTTGTGGCGCTTTTGAAGGCTAGATTAAAAGGCTCTTT------T-----------TGTTTGGTCCTTGAATTTGCAGATACAGATTAGGCACTCT--GTATCAAC-----------------GGAAAGTGGTGGACCAAAAGTCCTCAAATG-CAACG-------------------------------------TATTCCCTAACTTAAT-TTC-GACT-------TTTGCATTCCTTTAGGTATCCAGCTCCGAATTCTTTTCCGTGTCATTCTGCCTGGACTCGTCGCA

droFic1 scf7180000454113:2159944-
2160235 +

A---------G-ATGCAATCTTCACACTTGGGAG-GGCCATCAAAGAGAGTGCTGC-----G--GCAC-AA----AGTCGCCAG----------TGATTTTTGTCAGT--GGATCTCTTTGTGGCCCCTTCGAGGTCTGAATTAAAAGGTTCGCC------T-TT------TCGGTTTGGTCCTTGAATTT------GCAGATTAGGT--TCT--GCATCAAC-----------------GGGAAGCGGCAGACCAAAAGTTCCCAAATGTCAACA----------TATTCGCTTTGGTTAA---------------------TT---T-CTTGGA-A-------TATCCGTTTATTTAGGTATCCAGCTCCGAGTTCTTCTCCGTGTCATTCTGCTTGGATTCGTCACA

droKik1 scf7180000302441:2884761-
2885052 -

T---------G-ATGCAATCTTCACACTCC-CAG-GGCCATCAAAGAGAGTGCTCTCCTCTG--GC---------AGTCGCAAG----------TGATTTTTG-------------CTTGGTGGTCCTTTTGAAGGCTAAATTAAAAGGCTTTTT------GTT-----------TTGGGTCCCCAAATTC------ACAGATTAAGATCTCA--GCATCAAG-----------------GGGAAGAAGTGTA---------------------------GAAAAGTGGGGAAAATTATTCAAAAATAGATT--ATATATACATCTAACTCTGTGA-TTATCCTTGATTCCTTAATTTAGGTATCCAGCTCTGAATTCTTTTCCGTGTCATTCTGCCTGGACTCATCGCA

droAna3 scaffold_13337:6271300-
6271558 -

A---------GAATGCAATCTTCACACTTA---------CTCAACGAGATTGCTTT-----G--AC---------AGTTGAAAG----------TAATTTTTGTCAGT--GGACTTCTTTGCGGCTCTTTTTCGGAAAG------GAGGCACTCT------CT-AAAGACATTGGCTGGGTCCTTGAGATT------TCTGATTACAT--TTT--CCTTTAACCTTAAGGACATGCCCCAGAAAT----------------------------------A----------------------------AGTCTTAT----------A-A-TTT-GTAT-------TATTCCTTCACTTAGGTATCAAGTTCCGAATTCTTCTCCGTGTCATTCTGTTTGGACTCCTCGCA

droBip1 scf7180000396709:26816-
27075 -

A---------A-ATGCAATCTTCACACTTA---------CTCAACGAGATTGCTTT-----G--AC---------AGTTGAAAG----------TAATTTTTGTCAGT--GGACTGCTTTGCGGCTCATTTTCGGGGCG------GAGGCTCTCT------CT-CAAGACATTGGCTGGGTCCTTGAGATT------TCTGATTACAT--TTT--GCTTTAACTTTAAGGACCAACCCTGGAAAT----------------------------------G----------------------------AGTCTTAT-------ATTA---TTG-GTAT-------CATTCCCTCGTTTAGGTATCAAGTTCCGAATTCTTCTCCGTGTCATTCTGTTTGGACTCCTCGCA

dp5 XR_group6:2022677-2022855 - C---------G-CT-------TCGCATT--------------CGAGAAAGTACATACATATA----GC-------------TTA----------TGGATTCTG-------------C------------------------TTACGATGGATACC------T-TT------CAAATTTAATCCAGGAACTT------CCAA----GAC-CTTTACTTGTCACT-----------------AAAAC----------------------------------G----------------------------TCTC---------------------------------CCATCCTTCGCCTAGGTATCCAGTTCCGAGTTCTTTTCCGTGTCGTTTTGCATGGACTCGTCCCA
droPer2 scaffold_9:315849-316027 - C---------G-CT-------TCGCATT--------------CGAGAAAGTACATACATATA----GC-------------TTA----------TGGATTCTG-------------C------------------------TTACGATGGATACC------T-TT------CAAATTTAATCCAGGAACTT------CCAA----GAC-CTTTACTTGTCACT-----------------AAAAC----------------------------------G----------------------------TCTC---------------------------------CCATCCTTCGCCTAGGTATCCAGTTCCGAGTTCTTTTCCGTGTCGTTTTGCATGGACTCGTCCCA
droWil2 scf2_1100000004511:3212923-

3213073 +
T---------C-TCTCTATTTTCAT-------------------------------------------------------------------------------------------------------------------------------------------------------CTGATATGCAAATTA------AGCGATTTAAT--TAA--AA----------------------------TACGTTTA---------------------------TAAGACTATTCACAATTTTTCC---------------------TA---T-AAATGT-A-------TATATATATATATAGGTATCGAGCTCCGAATTCTTTTCGGTATTATTTTGCCTAGAATCATCGCA

droVir3 scaffold_13049:18506703-
18506757 -

-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTAGGTTTCAAGCTCGGAATTCTTTTCGGTATCCTTTTGCTTGGATGCAATGCA

droMoj3 scaffold_6680:19305061-
19305119 -

---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTCTGTAGGTTTCAAGCTCGGAATATTTTTCGGTATCCTTTTGCCTGGACGCATCGCC

droGri2 scaffold_15110:9145230-
9145287 +

----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCGTTTAGGTTTCAAGCTCGGAATTCTTTTCGGTATCCTTTTGTTTGGAGTCATCTCA
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ATAATGAGCAACCTTTATACTCAAATGTTACATGTATGTATATATTCATGTCTTTTAGTACTTTGATCAGTAAATGTGTATTAATGTGCAGATCAAAGTACTAAAAGTCATGAATTCATACGATTTTTTTTTTAATATAAGTATGGAACATGCTTGCCATG

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

#
Mismatch

Hit
Count

Total
Norm Total
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SRR553485
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SRR553487
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dsim w501
ovaries

M024

male
body

O002

Head

..................................................TCTTTTAGTACTTTGATCAGTA......................................................................................... 22 0 1 11.00 11 3 0 5 0 0 1 2 0 0

..................................................TCTTTTAGTACTTTGATCAGT.......................................................................................... 21 0 1 3.00 3 2 0 0 0 0 0 0 1 0

........................................................................................CAGATCAAAGTACTAAAAGTCA................................................... 22 0 1 2.00 2 0 1 0 0 0 0 0 0 1

................................................TGTCTTTTAGTACTTTGATCAGT.......................................................................................... 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0

................................................TGTCTTTTAGTACTTTGATCAGTAAA....................................................................................... 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0

......................................................................................TGCAGATCAAAGTACTAAAAGTCATG................................................. 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0

....................................................TTTTAGTACTTTGATCAGTAAATGTGTA................................................................................. 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0

.....................................................................................................................ATACGATTTTTTTTTT............................ 16 0 2 1.00 2 0 0 0 2 0 0 0 0 0

.....................................................................................................................ATACGATTTTTTTTT............................. 15 0 9 0.33 3 0 3 0 0 0 0 0 0 0

Anti-sense strand reads

TATTACTCGTTGGAAATATGAGTTTACAATGTACATACATATATAAGTACAGAAAATCATGAAACTAGTCATTTACACATAATTACACGTCTAGTTTCATGATTTTCAGTACTTAAGTATGCTAAAAAAAAAATTATATTCATACCTTGTACGAACGGTAC
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SRR553485
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head
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body

GSM343915
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body

SRR902009

testis

.......................................................................................CGTCTAGTTTCATGATTTTCA..................................................... 21 0 1 3.00 3 3 0 0 0 0 0 0

................................................ACAGAAAATCATGAAACTAGTCAT......................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0 0

...............................................................................................TTCATGATTTTCAGTACTTAAG............................................ 22 0 1 1.00 1 0 0 1 0 0 0 0

.............................................AGTACAGAAAATCATGAAACTAGT............................................................................................ 24 0 1 1.00 1 0 0 0 0 1 0 0
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droSim2 x:1098419-1098579 - dsi_124 ATAATGAGCAACCTTT--ATACT------C-----------AAATGTTACATGTATGT---ATA--TATTCAT-------GTCT-----------TTTAGTACTTTGATCAGTAAATGTGTATT-------AATGTGCAGATCA-------------------------------------------------------------------------AAGTACTAAAAGTCATGAATTCATACGATT-TTTTTTTTAATATAAGTATGGAACATGCTTGCCATG
droSec2 scaffold_10:1042292-

1042455 -
ATAATGAGTAACCTTT--ATACT------C-----------AAATGTTATATGTATGT---ATATATATTCAT-------GTCT-----------TTTAGTACTTTGATCAGTAAATGTGTATT-------AATTTGCAGATCA-------------------------------------------------------------------------AAGTACTAAAAGTCATGAATTCATACGTTTTTTTTTTTTAATATAAGTATGGAACATGCTTGCCATG

dm3 chrX:1209202-1209286 - TTTGCAC-----------------------------------------------------------------------------------------------------------------------------ATTTGCTGATCA-------------------------------------------------------------------------AAATACTAAACGACATAATTTCATACTTTT-TTTTTTTTAATATAAGTATGGAACATGCTTACCATG
droEre2 scaffold_4644:1200979-

1201094 -
AAAATGTGTCACACTT--GTATT------C-----------AAATATTGTGGAAATCA--------------------------TAATAAGCACTGC--------------------------------------------------------------------------------TGATATTTTGTTAGACC-----------------ACGTCCATGTACTAAATGCGATGAACTCCCTCTTGT-T-----TGGGAATGAA--------------------

droYak3 X:1126910-1127058 - ATAGTATGCCACAT---------------A-----------ACATGTCACAAATA--G--------------------------TGATAAGCATT------------------------GTGGT-------AATGTGCTGGCCAAGCCATT--TCAAA-------------------TACTCTTTTGCTAGACG-----------------ATGTCAATGTACCAAAGGAGCTGCATTCCCTCTTG------TTTGGGAATACATTCGAAACATG------ATG
droBia1 scf7180000301760:2190636-

2190651 +
----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAACATGCCTACGATG

droTak1 scf7180000415289:390061-
390247 -

TAAAAAC-CTACACTTATATTTC------C-----------AAATTTTATTCGGTTTTTCAAGACATATTTATGATATCA----TAT-----------TTGGATTTGATTTGA--ATACATTTT-------ATAGGGCATACTC-----TTAGACAAATGATTTTTGAGCATACAATTTTTATTTTGTAAAACAGTGTTTTA--------------------------------------------------TTTTTAAAAACTAATTGAACTTGCTAAACGAG

droFic1 scf7180000454072:1899190-
1899390 +

ATATTCAAACACTTTT--TCTTTGGTCATAATATACGTTTTAAATATAATACGTACAA---TTT--TGGCAAC------GAACC-----------TTAAGGAGTTTGTTTCGCAATTACATAATGCAAGCAAACATGCATAA-----------------------------------------------------CGATTTACTTTTAAACATAACTACTTGCCAAACGAGAGAAATGCATATGTAT-T-----TGTGTATAAATTAAGAACATGCTTATTATG
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AACTACGTAGAACCGTGTGTCTAAGCCTCGCATCGATATTCTAAACATGCCAACCATTACAATAATCTGCATTATCTGGTTTGTTCCAGTCCTCTGTTGCTTCTCAAGAGCTCCCAAGTTTTTCTGAGGACAACTGAGGTCCGCAACAGACTCAGCTGACAATGACGATAAGATTTTGAGCATATTGATAAGGACAATTATACAATTACACACATACACAAGCACAGCAGG
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SRR553485

Chicharo_3
day-old
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M023

head

O001

Testis

.................................................................................................................................................................ATGACGATAAGATTTTGAGC.................................................. 20 0 1 6.00 6 0 0 0 4 2 0 0 0 0 0 0 0 0

....................................................................................TCCAGTCCTCTGTTGCTTCTCAAGA.......................................................................................................................... 25 0 1 3.00 3 0 0 0 0 3 0 0 0 0 0 0 0 0

.....................................................................................................................................................................................ATATTGATAAGGACAATT................................ 18 0 1 3.00 3 0 1 0 1 1 0 0 0 0 0 0 0 0

......................................................................................................................................TGAGGTCCGCAACAGACTCAGCTGA........................................................................ 25 0 1 3.00 3 0 3 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................AGACTCAGCTGACAATGACGATAAGA.......................................................... 26 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................TTTTGAGCATATTGATAAGGACAAT................................. 25 0 1 2.00 2 1 0 0 0 0 1 0 0 0 0 0 0 0

........................................................................................................................................................................TAAGATTTTGAGCATATTGATAAGGACAAT................................. 30 0 1 2.00 2 1 0 1 0 0 0 0 0 0 0 0 0 0

.................................................................................................TGCTTCTCAAGAGCTC...................................................................................................................... 16 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................................GCATATTGATAAGGACAATT................................ 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

.............................................................................................................GCTCCCAAGTTTTTCTGAGGACAACT................................................................................................ 26 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0

.................................................................................................................................................................................GAGCATATTGATAAGGACAAT................................. 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0

............................................................................................................................................................TGACAATGACGATAAGATTTTGAGCA................................................. 26 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0

.............................................................................................................................................................GACAATGACGATAAGATTTTGAGC.................................................. 24 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................GACAATGACGATAAGATTTTGAGCA................................................. 25 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0

..................................................................................................................................................CAGACTCAGCTGACAATGACGATAAGA.......................................................... 27 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

........................................................................................................................TTTCTGAGGACAACTGA.............................................................................................. 17 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................TGTTGCTTCTCAAGAGCTCCCAAGTT............................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1

.................................................................................................................................................ACAGACTCAGCTGACAATGACGATA............................................................. 25 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

........................................................................................................................TTTCTGAGGACAACTGAGGTCCGCAAC.................................................................................... 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................GTTTTTCTGAGGACAACT................................................................................................ 18 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

.........................................................................................TCCTCTGTTGCTTCTCAAGAGCTCCCA................................................................................................................... 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................TGACAATGACGATAAGATTTTGAGC.................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0

...........................................................................................................GAGCTCCCAAGTTTTTCTGAGGAC.................................................................................................... 24 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................TAAGATTTTGAGCATATTGATAAGGAC.................................... 27 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................TCTGAGGACAACTGAGGTCC......................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0

..CTACGTAGAACCGTGTGTCTAAGCCTCG......................................................................................................................................................................................................... 28 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

.......................................................................................................................TTTTCTGAGGACAACTGAGGTCCGC....................................................................................... 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................CTCAGCTGACAATGACGATAAGATT........................................................ 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................TTTCTGAGGACAACTGAGGT........................................................................................... 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

.......................................................................................AGTCCTCTGTTGCTT................................................................................................................................. 15 0 7 0.14 1 0 1 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TTGATGCATCTTGGCACACAGATTCGGAGCGTAGCTATAAGATTTGTACGGTTGGTAATGTTATTAGACGTAATAGACCAAACAAGGTCAGGAGACAACGAAGAGTTCTCGAGGGTTCAAAAAGACTCCTGTTGACTCCAGGCGTTGTCTGAGTCGACTGTTACTGCTATTCTAAAACTCGTATAACTATTCCTGTTAATATGTTAATGTGTGTATGTGTTCGTGTCGTCC
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Read
size

#
Mismatch

Hit
Count

Total
Norm Total

SRR553486

Makindu_3
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......................................................................................GTCAGGAGACAACGA.................................................................................................................................. 15 0 7 2.29 16 0 16 0 0 0 0 0

......................................................................................GTCAGGAGACAACGAA................................................................................................................................. 16 0 7 1.14 8 0 8 0 0 0 0 0

.......................................................................................TCAGGAGACAACGAA................................................................................................................................. 15 0 7 0.43 3 0 2 1 0 0 0 0

.....................................................................................CGTCAGGAGACAACGAA................................................................................................................................. 17 1 7 0.14 1 0 1 0 0 0 0 0

.......................................................................................ACAGGAGACAACGAA................................................................................................................................. 15 1 20 0.10 2 1 1 0 0 0 0 0

.....................................................................................AGTCAGGAGACAACGA.................................................................................................................................. 16 1 12 0.08 1 0 0 1 0 0 0 0
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droSim2 3r:11240041-11240271 + dsi_32446 AACTACGTAGAACCGTGTGTCTAA-----------------GCCTCGCA---TCG-------------------ATATTCTA--AACATGCCAACCATTACAATAATCTGCATTATCTGGTTT-GTTCCAGTCCTCTGTTGCTTCTCAAGAGC-TCC------C-AAGTTT------------------------T---TCTGAGGACAACTGAGGTCCGCAACAGACTCAGCTGACAATGACGATAAG-ATTTTGAGCATA--TTGATAAGGACAAT-TATACAATTACAC--------ACA--TACAC-------AAGCACAGCAGG
droSec2 scaffold_0:12070525-12070754

+
dse_108 AACTACGTAGAACCGTGTGTCTAA-----------------GCCTCGCA---TCG-------------------ATATTCTA--AACATGCCAACCATTACAATAATCTGCATTATCTGGTCT-GTTCCAGTCCTCTGTTGCTTCTCAAGAGC-TTC------C-AAGAT-------------------------T---TTTGAGGACAACTGAGGACCGCAACAGACTCAGCTGACAATGACGATAAG-ATTTTGAGCATA--TTGATAAGGACAAT-TATACAATTACAC--------ACA--TACAC-------AAGCACAGCAGG

dm3 chr3R:9945566-9945810 - dme_446 AACTACGTAGAGCCTTGTGTCTAA-----------------GCCTCGCA---TCG-------------------ATATTCTA--AACATGCCAACCATTACAATAATCTGCATCATCTGGTCT-GTTCCAGTCCTCTGCTGCTTCTCAAGAGC-TCC------AAAAAATTTCAATTCAGTTATC--GGAGAG--T---T-------AGACTGAGGACCGCAACAGACTCAGCTGACAATGACGATAAG-ATTTTGAGCATA--TTAATAAGGACAAT-TATACAATTACAC--------ACC--TACAC-------AAGCACAGCAGG
droEre2 scaffold_4770:9494379-9494628

-
der_1532 AATTACGTGGAGCCTTGTGTCTAA-----------------GCCTCGCC---TCT-------------------ATATTCTA--AACATGCCAACCATTACAATAATCTGCATTATCTGGTGT-GTTCCAATCCTCCGCTGCTTCTCAAGAGC-TCC------C-AAGATTTCAATTGA-GTATC--GGGGAC--A---TCTGAGGTCAACTGAGGACCGGAACAGACTCAGCTGACAATGACGATAAC-ATTTTGAGCATA--TTGATAAGGACAAT-TATACAATTACAC--------ACC--TACAC-------AAGCACAGCAGG

droYak3 3R:16483018-16483268 + dya_1812 AATTACGTAGAGCCTTGTGTCTAA-----------------GCCTCGCA---ACG-------------------ATAATCTA--AACATGCCAACCATTACAATAATCTGCATTATCTGGTCT-GTTCCAGTCCTCCGTTGCTTCTCAAGAGC-TTC------A-AAGATTTCGATAGAGTTTTT--GGGGAC--T---TCTGAGCTCAACTGGGGACCGGAACAGACTCAGCTGACAATGACGATAAT-ATTTTGAGCATA--TTGATAAGGACAAT-TATACAATTACAC--------ACC--TACAC-------AAGCACAGCAGG
droEug1 scf7180000409584:571066-

571317 +
AATTATGTAGAGCCTTGTGTCTAA-----------------GCCTCGCC---TCG-------------------ATATTCTA--AACATGCCAACCATTACAATAATCTGCATTATCTAGTCT-GTTACAGTCCTCCGCTGCTTCTCAAGAAC-TCC------C-GTGATTTGAATTAAAGAATC--TAAGAT--T---TCTAAGGACAACTGAGGACCGCAACAGGCTAAGTTGACAATGACGATAAA-ATTTTGAGCATA--TTGATAAGGACAAT-TATATAATTATAC--------ACT-ATACAC-------AAGCACAGCAGG

droBia1 scf7180000302402:2747959-
2748207 -

AATTACGTAGAGCCCTGTGTCTAA-----------------GCCTCGCC---TCG-------------------ATATTCTA--AACATGCCAACCATTACAATAATCTGCATTATCTGGTCT-GTTCCAGTCCTCCGATGCTTCTCAAGAAC-GAC------CCACGATTTCGTTTCTGTGATC--AGGGGCTGT---TATGAGGACAACTGAGGACCGCAACAGGCTCAGTTGACAATGACGATAAC-ATTTTGAGCATA--TTGATAAGGACAAT-TATACAATTACAC--------AC-------C-------AAGCACAGCAGG

droTak1 scf7180000415380:857198-
857450 -

AATTACGTAGAGCCCTGTGTCTAA-----------------GCCGCGCC---TCG-------------------ATATTCTA--AACATGCCAACCATTACAATAATCTGCATTATCTGGTCT-GTTCCAGTCCTCCGCTGCTTCTCAAGAAC-CTC------T-AAGATATCATTTCAATGATC--AGGGACGGT---TGTGAGGACAACTGAGGACCGCAACAGGCTCAGCTGACAATGACGATAAC-ATTTTGAGCATA--TTGATAAGGACAAT-TATACAATTACAC--------ACC--CAAAC-------AAGCACAGCAGG

droEle1 scf7180000491047:1202034-
1202283 +

AATTACGTAGAGCCCTGTGTCTAA-----------------GCCTCGCC---TCG-------------------ATATTCTT--AACATGCCAACCATTACAATAATCTGCATTATCTGGCCT-GTTGCAGCCCTCTGCTACTTCTCAAGAAC-TCC------C-AATTTTTCGCTTAG-ATATC--GAGGGC--T---TCTGAGGACAAGTGAGGGTCGCAACAGGCTCGGTTGACAATGACGATAAC-ATTTTGAGCATA--TTGATAAGGACAAT-TATACAATTACAC--------GCC--TACGC-------AAGCACAGCAGG

droRho1 scf7180000778033:13673-13922
-

AATTACGTAGAGCCCTGTGTCTAA-----------------GCCTCGCC---TCG-------------------ATATTCTA--AACATGCCAACCATTACAATAATCTGCATTATCTGGCCT-GTTCTGGTCCTCTGCTGATCCCCGAGAAC-CCC------C-AAGATATCCCTTGG-ACATC--GAGGCA--T---TTTGAGGACAACTGAGAACCGAGACAGGCTCGGTTGACAATGACGATAAA-ATTTTGAGCATA--TTGATAAGGACAAT-TATACAATTACAC--------AAC--TACAC-------AAGCACAGCAGG

droFic1 scf7180000453912:451974-
452225 -

AATTACGTAGAGCCGTGTGTTTAA-----------------GCCTCGCC---TCG-------------------ATATTCTA--AACATGCCAACCATTACAATAATCTGCATTATCTGGTCT-GTTCCAGTCCTCTGCTGTTTCTCCAGAAC-CGC------C-AAGATTTCGTTTA-GTTATC--GAGTTC--T---TCTGGGGACAACTGAGGATCGCAACAGGCTCGGTTGACAATGACGATAAC-ATTTTGAGCATA--TTGATAAGGACAAT-TATACAATTACAC--------ACCTACACAC-------AAGCACAGCAGG

droKik1 scf7180000297719:32317-32513
+

AACTATGTGGAGCCCTGTGTCTAA--A--------------GCCTCGCCTACTCGCTACTCTATATATACACATATATTCTA--AACATGCCAACCATTACAATAATCTGCATTATCTGGACTTGT-AGA-----------------------------------------------------------GGG---TC--CTT---------GGAGGTTTGAAACAGGCTCGTTTGACAATGACGATAACAATTTTGAGCAT--------AAGGACAATTTATACAATTACAG----------------------------CG----AAG

droAna3 scaffold_13340:20519464-
20519697 +

dan_4045 AATTACGTGGAACCCTGTGTCTAA-----------------GCCTCGCA---GCG-------------------ATATTCTA--AACATGCCAACCATTACAATAATCTGCATTATCCAGTCT-GTTTCGCTCCTCTGCTGTTCTTCT-GAGGTCCC------AAAAA--------------------AAGAA--T---TCTATGGACAGCCGAGGACCGCAACAGGCTCGGCCGACAATGACGATAAA-ATTTTGAGCATA--TTGATAAGGACAAT-TATACAATTAAAC--------ATA--TACAC-------AAGCACAGCAGG

droBip1 scf7180000396413:1886055-
1886286 -

AATTACGTGGAGCCTTGTGTCTAA-----------------GCCTCGCA---GCG-------------------ATATTCTA--AACATGCCAACCATTACAATAATCTGCATTATCCAGCCT-GTTTCGCTCCTTTGCTGTCCTTCAAT-GC-TCT------GAAA---------------------AAGGA--G---TCTGAGGACAGCGGAGGACCGCAACAGGCTCGGCTGACAATGACGATAAC-ATTTTGAGCATA--TTGATAAGGACAAT-TATACAATTAAAC--------ATA--TACAC-------AAGCACAGCAGG

dp5 2:13441286-13441567 + dps_3842 AACTATGTGGAGCCCTGCGTCTAATTAGAGCTGCTGCGGCTGCTT--------CG--------------------TATTCTAAAAACATGCCAACCATTACAATAATCTGCATTATCTGGTCT-GTTCCCGTCTTCAGGCGTTCC-CAAAAG-----AAAACTC-GAGACTTTACTAAA-CTCTTTTTTCGAT--TTCTTTT---GGAAGCTAAAGACCGGCACAGACTCGTTTGACAATGACGATAACGATTTTGAGCATATTTTGATAAGGACAAT-TATACAATTACACCCACATACACA--CACACAAACACTAGGCACA--AGG
droPer2 scaffold_0:7007805-7008084 - AACTATGTGGAGCCCTGCGTCTAATTAGAGCTGCTGCGGCTGCTT--------CG--------------------TATTCTAAAAACATGCCAACCATTACAATAATCTGCATTATCTGGTCT-GTTCCCGTCTTCAGCCGTTCC-CAAAAG-----AAAACTC-GAGACTTTACTAAA-CTCTT--TGCGAT--TTCTTTT---GGAAGCTAAAGACCGGCACAGACTCGTTTGACAATGACGATAACGATTTTGAGCATATTTTGATAAGGACAAT-TATACAATTACACCCACATACATA--CACACAAACACTAGGCACA--AGG
droWil2 scf2_1100000004902:10821088-

10821134 -
AATTATGTTGAGCCTTGTGTCTAA--A--------------GCACTGCCGTTTAG-------------------GTGTTCTA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_13047:17985286-
17985419 -

AATTATGTGGAGCCATGTGTCTAA-----------------GCACTGCCA--ATG-------------------GAATT-------------AACAATAATAATAATATGCATTAT----------------------------------------------------------------------------------------------------------------------GACAAAGACGATAAC-GATTTCCGGATA--TTGATAATGATAAT-TATGTAACTACAG--------CCA--------------CAGCGCAGCTCT

droMoj3 scaffold_6540:13726427-
13726557 +

AATTATGTCGAACCCTGTGTCTAA-----------------GCACTGCCA--ACG-------------------GAATT-------------AACAATAACAATAATATGCATTAT----------------------------------------------------------------------------------------------------------------------AACGCAAACGATAAG-AATTTGCGCATA--TTGATAATGATAAT-TATACAACTACAG-------------------------CCGCAGCGCACG

droGri2 scaffold_14846:23906-24040 - AATTATGTGGAGCCATGCGTCTAA-----------------GCACTGCC---AAT-------------------GGAATCAA---------CAACAATAACAATAATATGCATTAT----------------------------------------------------------------------------------------------------------------------GACAAAGACGATAAC-GATTTGCGCATAG-AAGTTAATGATAAT-TATACAACTACAG--------CCA-----------------CAGTGCACG
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http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_108.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:9945566-9945810
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intron [2r_19080276_19080328_+]; CDS [2r_19080329_19080431_+]; CDS [2r_19080143_19080275_+]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GAGCCCAACACCAAGACCCACCTGATGGCCCTCCTCATCTGCATGCTGGGGTAAGTGCAGCCCGTTTGCTCCTCCTGCCCGCAGGACTAATGGCCACTTTCAGGGGCATTTGCTGCTGCTGCATTCCGTACTGCACCGACTCCTGCCAGTCGG

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

#
Mismatch

Hit
Count

Total
Norm Total

M023

head

M025

embryo

SRR553486

Makindu_3
day-old
ovaries

O002

Head

M053

female
body

O001

Testis

SRR902009

testis

SRR618934

dsim w501
ovaries

SRR553488

RT_0-2
hours
eggs

...............................................................................CGCAGGACTAATGGCCACTTTCAG.................................................. 24 0 1 7.00 7 5 0 2 0 0 0 0 0 0

...........................................................................................................................TTCCGTACTGCACCGACTCCTGCCAG.... 26 0 1 2.00 2 0 2 0 0 0 0 0 0 0

..............................CTCCTCATCTGCATGCTG......................................................................................................... 18 0 1 1.00 1 0 1 0 0 0 0 0 0 0

...............................................................................CGCAGGACTAATGGCCACTTTCAC.................................................. 24 1 1 1.00 1 1 0 0 0 0 0 0 0 0

..................................................................................AGGACTAATGGCCACTTTCAG.................................................. 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0

...............................................................................CGCAGGACTAATGGCCAC........................................................ 18 0 1 1.00 1 0 0 0 1 0 0 0 0 0

.................................................................................CAGGACTAATGGCCACTTTCAG.................................................. 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0

..................................................GTAAGTGCAGCCCGTTTGCTCCTCC.............................................................................. 25 0 1 1.00 1 0 0 0 0 0 1 0 0 0

...............................................................................CGCAGGACTAATGGCCACTTTCAGT................................................. 25 1 1 1.00 1 0 0 1 0 0 0 0 0 0

...............................................................................CGCAGGACTAATGGCCACTTTCA................................................... 23 0 1 1.00 1 0 0 0 0 0 0 1 0 0

........................................................................................................................GCATTCCGTACTGCACCGACTC........... 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0

...............................................................................CGCAGGACTAATGGCCACT....................................................... 19 0 1 1.00 1 0 0 0 1 0 0 0 0 0

..............................................................................CCGCAGGACTAATGGCCACTTTCAG.................................................. 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0

................................................................TTTGCTCCTCCTGCCCGCAGGA................................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0

......................................................................................CTAATGGCCACTTTCAGGGGC.............................................. 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0

Anti-sense strand reads

CTCGGGTTGTGGTTCTGGGTGGACTACCGGGAGGAGTAGACGTACGACCCCATTCACGTCGGGCAAACGAGGAGGACGGGCGTCCTGATTACCGGTGAAAGTCCCCGTAAACGACGACGACGTAAGGCATGACGTGGCTGAGGACGGTCAGCC

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

#
Mismatch

Hit
Count

Total
Norm Total

M024

male
body

SRR553487

NRT_0-2
hours
eggs

SRR902009

testis

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 2r:19080226-19080378 + dsi_16076 GAGCCCAACACCAAGACCCACCTGATGGCCCTCCTCATCTGCATGCTGGGGTAAGTGCAGC-------CCG--------------------------------TTTGCTCCTCCT------GCCC-GCAGGACTA---ATGGC--------------------------CACTTTCAGGGGCATTTGCTGCTGCTGCATTCCGTACTGCACCGACTCCTGCCAGTCGG
droSec2 scaffold_9:1853605-1853757 + GAGCCCAACACCAAGACCCACCTGATGGCCCTCCTCATCTGCATGCTGGGGTAAGTGCAGC-------CCG--------------------------------TTTGCTCCTCCT------GCCC-GCAGGACTA---ATGCC--------------------------CATTTTCAGGGGCATTTGCTGCTGCTGCATTCCGTACTCCACCGACTCCTGCCAGTCGG
dm3 chr2R:18551577-18551729 + GAGCCCAGCACCAAGACCCACCTGTTGGCCCTACTCATCTGCATGCTGGGGTAAGTGCAGC-------CCG--------------------------------TTTGCTCCACCT------GCCC-GCAGGACTA---ATGGC--------------------------CATTTTCAGGGGCATTTGCTGCTGCTGCATTCCGTACTGCACCGACTCCTGCCAGTCGG
droEre2 scaffold_4845:7404914-

7405066 -
GAGCCCAGCACCAAGACCCATCTGCTGGCCCTCCTCATCTGCATGCTGGGGTAAGTGCATC-------ACG--------------------------------TTTGCTCCTCCT------GCCA-ACGGAACTA---ATGGA--------------------------CATTTCCAGGGGCATTTGCTGCTGCTGCATTCCCTACTGCACCGACTCCTGCCAGTCGG

droYak3 2R:16014639-16014803 + GAGCCGAGCACCAAGACCCATCTGCTGGCGCTGCTCATCTGCATGCTGGGGTAAGTGCATCCAC----CTG--------------------------------TTTGCTGTTTGCTCCAATGGAC-TCCGGATTA---ATGCC-------------------AC----TAATTTTCAGGGGCATTTGCTGCTGCTGCATTCCGTACTGCACCGACTCCTGCCAGTCGG
droEug1 scf7180000409672:6488523-

6488684 +
GAGCCCAGTACCAAGACCCATTTGCTGGCTCTTCTAATCTGTATGCTTGGGTAAGTTCTTTTAA--TCACAT-------------------------------TAAAATTCTTTT------CTTAACTAATAAAA---ATCCT--------------------G----TATCCTGTAGGGGCATTTGCTGCTGCTGCATTCCATATTGCACCGACTCCTGCCAGTCGG

droBia1 scf7180000302143:2092605-
2092757 -

GAGGCTAGTACCAAGACTCACTTGGTGGCCCTCCTTATCTGCTTGCTGGGGTAAGTTATTC-------ATG--------------------------------TTTGATCCTTTT------GGCA-AGTACACTA---ATCGA--------------------------GATTGTTAGGGACATCTGCTGCTGCTGCATTCCGTACTGCAGGAGCTCCTGCAAATCGG

droTak1 scf7180000415379:775412-
775570 +

GAGCCAAGTACCAAAACCCATTTGCTGGCCCTTCTTATCTGCATGTTGGGGTATGTATATC-------GTG--------------------------------TCTGCTCCTTCA------CAAA-TTG--------------AAACTAAATCTG---AT--CC----TGTGTTTTAGGGGAATCTGCTGCTGCTGCATTCCCTACTGCACCGACTCTTGCCAGTCGG

droEle1 scf7180000486668:470-623 + GAACCAAGTACCAAGACCCATTTGCTGGCCCTTCTTATTTGTATGCTGGGGTAAGTAATTA-------TAG--------------------------------TTTGATCCTTTT------GCCAACAAGGACTA---ATCCT--------------------------TTTTTTTAGGGGCATTTGCTGTTGCTGCATTCCATACTGCACCGACTCCTGCCAATCGG
droRho1 scf7180000768400:21711-21862

+
GAGCCTAGTACCAAGACCCATTTGATTGCCCTTCTTATCTGCATGTTGGGGTAAGTAACTA-------AAG--------------------------------GTTGATCCTCTT------GTCA-ATATTAACA---ATCC---------------------------TGTTTTTAGGGGCCTTTGCTGCTGCTGCATTCCGTACTGCACGGACTCCTGTCAGTCGG

droFic1 scf7180000454066:2504988-
2505143 +

GAGCCAAGCACCAAAACCCACTTGTTGGCTCTTCTGATCTGCATGCTTGGGTATGTTACTA-------ACT--------------------------------TTTAACAATTTT----------------------------AAGATAATTGTGTGAATTTTG-----TTTTTTTAGTGGCATTTGCTGCTGTTGCATTCCATACTGCACCGACTCCTGCCAGTCGG

droKik1 scf7180000302470:448039-
448192 -

CAGCCCAGTACCAAGACCCATTTGCTGGCCTTGCTAATCTGCTTGATTGGGTACGTATTTG------------------------------------------ATTGGTAATCCT----A-GAAT-CCTGGACTA---ATCTT-------------------AC----TCTCCCACAGAGGAATCTGCTGCTGCTGCATTCCCTACTGCACCGACTCCTGCCAGTCGG

droAna3 scaffold_13266:10903078-
10903241 -

GCTCCCAGTGTGAAAACCCATTGCATGGCCGCCCTCCTTTGCATCGTTGGGTAAGCGACTCCAAGATCTAAT-------TAT---------------------ATTGCTCTGCCT------TATC-TAATCTCTA---CCTTC--------------------------CTCAAACAGTCTGTGGTGCTTCGCCTGTCTACCCTACTGCGCCACCAGCTGCATGAACG

dp5 3:4032018-4032172 + GAGCCCAACACTAAAACACATCTTCTGGCTCTCGGCATTTGCCTGTTGGGGTAGGTTAAAC-------ACA--------------------------------ATCGAAACAGGG------ACAT-CGGGGACTA---ATCCT-------------------TT-----TCTTGGCAGGGGCATATGCTGCGTCTGCATTCCCTACTGCACCAATTCCTGCCAGACGG
droPer2 scaffold_2:4218079-4218233 + GAGCCCAACACTAAAACACATCTTCTGGCTCTCGGCATTTGCCTGTTGGGGTAGGTTAAAC-------ACA--------------------------------ATCGAAACAGGG------ACAT-CGGGGACTA---ATCCT-------------------TT-----TCTTGGCAGGGGCATATGCTGCGTCTGCATTCCCTACTGCACCAATTCCTGCCAGACGG
droWil2 scf2_1100000004513:4070566-

4070724 -
GACGCCAGCACCAAGACGCATTTGTTTGCTCTTGGAATTTGTCTGGTTGGGTAAGTCCAAA-------ATT--------------------------------ATTCATTTTTTT------TAAC-TTT--------------TATTATATAATG---TT--GA----TGTTTTTCAGTGGCTGTTGCTGTGCCTGTATTCCGTATTGTGTCGATTCCTGCCAGAGTG

droVir3 scaffold_12875:13759950-
13760109 +

GAGCCCAGCACCAAGACCCATCTCTTGGCGCTGCTCATTTGCCTGGTGGGGTGAGTACTGA-----TCGCGT-------T-----------------------CGGGAACCATCT------GTTTACCATCGATA---ATCTG--------------------T----TGACTTGCAGCGGCATCTGTTGCTGCTGTGTGCCGTACTGTGTGGACTCTTGCCAGAGCG

droMoj3 scaffold_6496:9172451-
9172632 +

dmo_1053 GAGCCGAGCACCAAGACGCATCTATTGGCCCTACTCATTTGTCTAGTGGGGTGAGCCAAGC-----TCTAATATATATATATATGTGTATATATGTATGTATGTATGT-----A-------TATA-TATTCTATA---AC-TA-------------------TA-----TCCTTGCAGCGGCATCTGTTGCTGCTGTGTGCCCTACTGCGTGGACTCCTGCCAGAGCG

droGri2 scaffold_15245:17488809-
17488960 -

GAGCCCAACACTAAGACACATCTTCTCGCATTGCTCATCTGTATAATGGGGTAAGTAGCGG-------AAA-------------------------------------------T------CACT-CAAGGATCAATAATCCT-------------------CTTATCTGACTTGCAGCGGCATCTGTTGCTGTTGCATACCCTACTGTGTGAAATCATGCCAGACCG
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Antisense to intron [2l_7596986_7597842_-]

No Repeatable elements found
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ATGTGGGAATAAACGCCGTATTCTACGGGGATAAGGTGGGGGTGCTGTTCCGTTGATGATAAGAAGGTGGGGTTGGTGTCGGAACTGCTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTTACGACCCCGACCCGCCCCAGTCATCATCATCATTGTTTGGCCCAGGGGCAACATTATGCCACGCCCCCTGCAACCGC

*********************************************************........((((((.((((.((((..((((..((((((................))))))))))..)))).))))))))))...........**************************************************
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M023

head

M024

male
body

SRR553485

Chicharo_3
day-old
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SRR553486
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ovaries

GSM343915
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SRR902009
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SRR553488

RT_0-2
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ovaries

SRR553487

NRT_0-2
hours
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........................................................................TTGGTGTCGGAACTGCTGCCC.......................................................................................................... 21 0 1 3.00 3 2 1 0 0 0 0 0 0 0

...............................................................................................................TTGGGCCAGTTACGACCCCGACC................................................................. 23 0 1 3.00 3 1 1 0 1 0 0 0 0 0

........................................................................TTGGTGTCGGAACTGCTGCCCAGG....................................................................................................... 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0

........................................................................TTGGTGTCGGAACTGCTGCCCA......................................................................................................... 22 0 1 1.00 1 0 0 0 0 1 0 0 0 0

........................................................................TTGGTGTCGGAACTGCTGCCCAGGTT..................................................................................................... 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0

Anti-sense strand reads

TACACCCTTATTTGCGGCATAAGATGCCCCTATTCCACCCCCACGACAAGGCAACTACTATTCTTCCACCCCAACCACAGCCTTGACGACGGGTCCAATTCAAATAAGTTTAACCCGGTCAATGCTGGGGCTGGGCGGGGTCAGTAGTAGTAGTAACAAACCGGGTCCCCGTTGTAATACGGTGCGGGGGACGTTGGCG

**************************************************........((((((.((((.((((..((((..((((((................))))))))))..)))).))))))))))...........*********************************************************
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SRR618934

dsim w501
ovaries
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day-old
ovaries
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 2l:7597071-7597269 + dsi_32441 ATGTGGGAATAAACGCCGTATT--CTACGG-----GG--------------------------------ATAA----------------------------------------------------------------------------GG--TGGG-GGTGCTGTTCC------------------GTTGATGATAA--------GAAGGTGGGGT---------------------------TGGTGTCGGAACT-----G---CTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCCCG------ACCC---------------G-CCCCAGTCATCAT---CATCATTGTT----------------TGGCCCAGGGGCAACATTATG-----CCACGCCCCCTG-------------------------------CAA---------------------------------CCGC
droSec2 scaffold_3:3364996-3365194

+
dse_1836 ATGTGGGAATAAACGCCGTATT--CTTCGG-----GG--------------------------------ATAA----------------------------------------------------------------------------GG--TGGG-GGTGCTGTTCC------------------GTTGATGATAA--------GAAGGTGGGGT---------------------------TGGTGTCGGAACT-----G---CTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCCCG------ACCC---------------G-CCCCAGTCATCAT---CATCATTGTT----------------TGGCCCAGGGGCAACATTATG-----CCACGCCCCCTG-------------------------------CAA---------------------------------CCGC

dm3 chr2L:7850626-7850824 + ATGTGGGAATAAACGCCGTATT--CTACGG-----GG--------------------------------ATAA----------------------------------------------------------------------------GG--TGGG-GGTGCTGTTCC------------------GTTGATGATAA--------GAAGGTGGGGT---------------------------TGGTGTCGGAACT-----G---CTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCCCG------ACCC---------------G-CCCCAGTCATCAT---CATCATTGTT----------------TGGCCCAGGGGCAACATTATG-----CCACGCCCCCTG-------------------------------CAA---------------------------------CCGC
droEre2 scaffold_4929:16772171-

16772375 +
der_190 ATGTGGGAATAAACGCCGTATT--CTACGG-----GG--------------------------------ATAA----------------------------------------------------------------------------GG--AGGG-GGCGCTGTTCC------------------GTTGATGATAA--------GAAGGTGGGGT---------------------------TGGTGTCGGAACT-----G---CTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCCCGAGCCCGACCC---------------G-CCCCAGTCATCAT---CATCATTGTT----------------TGGCCCAGGGGCAACATTACG-----CCACGCCCCCTG-------------------------------GAC---------------------------------GCGC

droYak3 2L:5046058-5046268 - ATGTGGGAATAAACGCCGTATT--CTACGG-----GG--------------------------------ATAA----------------------------------------------------------------------------GG--CGGG-GGTGCTGTTCC------------------GTTGATGATAA--------GAAGGTGGGC-------------GGGGTGTT-------TGGTGTCGGAACT-----G---CTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCCCG------ACCC---------------G-CCCCAGTCATCAT---CATCATTGTT----------------TGGCCCAGGGGCAACATTACGCCAAGCCACGCCCCCTG-------------------------------CAC---------------------------------CCGC
droEug1 scf7180000409463:893461-

893686 -
ATGTGGGAATAAACGCCGTATT--CTACGG-----GGAAGTCTG-------------------------------------------------CA----TA-A---AGAG-----------------------AGAGAGAGTAA-----GA-GTGGG-GG-G------CG-------------T--TGATGATGATAA--------GGGGATGGGGT---------------------------AGGTGTCGGAACT-----G---CTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCCCG------ACCCGCCGAAC--------G-CCCCAGTCATCAT---CATCATTGTT----------------TGGCCCAGGGGCAACATTATG-----CCACGCCCTCTG-------------------------------CAC---------------------------------CCGC

droBia1 scf7180000301518:690148-
690339 -

ATGTGGGAATAAATGCCGTATT--CTACGG-----GG--------------------------------ATAA----------------------------------------------------------------------------AGAGTGGG-GG---------------------------GTTGATGATAC--------GAGGGTGGGGT---------------------------AGGTGGCGGAACT-----G---CTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CAACTCCG------ACCC---------------G-CCCCAGTCATCAC---CATCATTGTT----------------TGGCCCAGGGGCAACATTACG-----GCACGCCCCCTG-------------------------------CAC---------------------------------CCGC

droTak1 scf7180000415876:487759-
487951 -

ATGTGGGAATAAACGCCGTATT--CTACGG-----GG--------------------------------ATAA----------------------------------------------------------------------------GG--GGCG-GGGGCC-------------------T--TGTTGATGATAA--------GAAGGTTGG------------------------------GGAGTCGGAACT-----G---CTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCCCG------ACCC---------------G-CCCCAGTCATCAT---CATCATTGTT----------------TGGCCCAGGGGCAACATTATG-----CCACGCCCCCTG-------------------------------CAA---------------------------------CCGC

droEle1 scf7180000491028:1167920-
1168118 -

ATGTGGGAATAAACGCCGTATT--CTATGGTGGAGGGAAGTG---------------------------------------------------------------------------------------------------------------TGGG-GT--------------------------TGTTGATGATAA--------GAGGATGGG-------------------------------GTGTCGGAACTTGCCAGC--TTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTTATA------CGACCCCG------ACCC---------------G-CCCCAGTCATCAT---CATCATTGTT----------------TGGCCCAGGGGCAACATTATG-----CCACGCCCCCAG-------------------------------CAC---------------------------------CCGC

droRho1 scf7180000778576:3664-3856
+

ATGTGGGAATAAACGCCGCATT--CTATGG-----GGAAGTG---------------------------------------------------------------------------------------------------------------TGGG-G---C-----------------------TGTTGATGATAA--------GAGGATGGGGT-----------------GA--------CGGTGTCGGAACT-----GC--TTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCCCG------ACCC---------------G-CCCCAGTCATCAT---CATCATTGTT----------------TGGCCCAGGGGCAACATTACG-----CCACGCCCCCTG-------------------------------CAA---------------------------------CCGC

droFic1 scf7180000454115:654156-
654402 +

ATGTGGGAATAAACGCCGTATT--CTACGG-----GGAAGTGCGGATGCCAATGCGGATGCCAATGCGGATAAGCGGGGGTGCGGGGGGCGGATGTTGAT------------------------------------------------------------------------------------------AATGG-AA--------GA----GGGGTTG-------------------------AGGTGTCGGAACT-----G---CTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCCCG------ACCC---------------G-CCCCAGTCATCAT---CATCATTGTT----------------TGGCCCAGGGGCAACATTACGCCATGCCACGCCCCCTGCTCCCTG------------------------CTC---------------------------------CCGC

droKik1 scf7180000302570:197659-
197912 -

ATGTGGGAATAAACGCCGTATT--CTACGG-----GG--------------------------------ATAA---------------------------------AGAG-----------------------------TGTGA-----------GG-GGGGCT-------------------TCATGGTGATGATAG--------GGAGGGCGG------------------------------------GGAACT-----GCTACTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCCCGA-----ACCC---------------G-CCCCAGTCATCAT---CATCATTGTT----------------TGGCCCAGGGGCAACATTACG-----CCACGCCCCCAGGTCCACGTTCCCAGGTTCCCCAGTTCCGCGTTAACCC-----ACACTTTCCCC---CACAACCCCAATCTC

droAna3 scaffold_12943:1454011-
1454230 -

ATGTGGGAATAAACGCCGTATT--CTACGG-----GGGAGTTTG-------------------------------------------------TGTTGATA-A---AGAG----------------------------------------------------------------------------------------------TGGGAAATGGG--TGTGGGGGGTATGGGA-------------ATGTCGGAACT-----G---CTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCCCG------ACCC---------------G-CCCCAGTCATCAT---CATCATTGTT----------------TGGCCCAGGGGCAACATTACCTCGTGCCACGCCTCCCCC------------------C-----------CATCCTGGCGGATCCTG---------------------GC

droBip1 scf7180000396728:1749692-
1749932 +

ATGTGGGAATAAACGCCGTATT--CTACGG-----GGGAGTTTG-------------------------------------------------TGTTGATA-A---AGAG---------------------------------------------TG-GG----------------------------------------------GAAAATGGGTA-----------TGGGA-------------ATGTCGGAACT-----G---CTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCCCG------ACCC---------------G-CCCCAGTCATCAT---CATCATTGTT----------------TGGCCCAGGGGCAACATTACCTCGTGCCACGCCTCCCGC------------------CCAATCCC-CCTTATCCTGGCGGATCCTGGCCCCCGGCACAGACC---CAGC

dp5 4_group3:5445634-5445900 - ATGTTGGAATAAACGCCACATT--CTATGA-----G--C-----ACTGCCAG--------------------------------------------------G----GGACGACTGAGAACCAGGAGAACCAGAGAGGGCGAGAGGAGG-------GA-----------------------------GGTAATGGGAGGGAGGGAGGTAAGTGGG--TGAGG-TGGCATGGGGCATATGGAAGG-------AACACT-----G---GTTCGCAGGTTAAGTTTATTCAAATTGTGCCAGTT--A------CGACGC----GACGACCC---------------GACCCCAGTCATCAT---CATCATCGCCATTCGCCATTCGCCCATGGCCCAGGGGCAACATTACA-----ACACGCCCCCT------------------------------------------------------------------------
droPer2 scaffold_1:6936351-6936617

-
ATGTTGGAATAAACGCCACATT--CTATGA-----G--C-----ACTGCCAG--------------------------------------------------G----GGACGACTGAGAACCAGGAGAACCAGAGAGGGCGAGAGGAGG-------GA-----------------------------GGTAATGGGAGGGAGGGAGGTAAGTGGG--TGAGC-TGGCATGGGGCATTTGGAAGG-------AACACT-----G---GTTCGCAGGTTAAGTTTATTCAAATTGTGCCAGTT--A------CGACGC----GACGACCC---------------GACCCCAGTCATCAT---CATCATCGCCATTCGCCATTCGCCCATGGCCCAGGGGCAACATTACA-----ACACGCCCCCT------------------------------------------------------------------------

droWil2 scf2_1100000004516:3485059-
3485237 -

ATGTTGGAATAAATGCC--ACTCTATAAGT-----G--AG-----CTGCCAA--------------------------------------------------G----GGGC----------------------AGGGGGCGTGAGGCGG-------GA-G-G------CA-------------C--TGAATCTT----------------GTGGGGT-----------------GA-------------TGGGCGGT-----G---GTTCACAGGTTAAGTTTATTCAAATTGGGCC------------------------------T---------------G-CCCCAGTCATCATGAACATCATCATC----------------TGGCCCAGGGGCAACATTA-A-----CCACGCCC---------------------------------------------------------------------------

droVir3 scaffold_12963:8616447-
8616616 +

ATGTGCGTATAAATGCCACACT--CCATGT-----TG--------------------------------TTAG--------------------CAGTCATTGGCGATGGG-----C-----------------------------------------------------------------------------TGTAG--------AAAG-----------------------------------GGCGTGGGGCAT-----G---CCTCACAGGTTAACTTTATTCAAATTGGGGGGGTT--G------CGAACCCT------GCCC---------------G-A---------CAT---TATCATCAGC----------------TGGCCCAGGGGCAACATTTTAA-TGCCCACGCCC---------------------------------------------------------------------------

droMoj3 scaffold_6500:2727679-
2727911 -

ATGTTCATATAAATGCC--ACT--CGACTG-----T--AGTTAG-------------------------------------------------CATTCATTGGAGTCG----AAGC------------------------GA-------GC--TGTG-GGGGCTGTGGG-GGCTGTGGG----------GGCTGTGGG--------GACTGTGGGGT---------------------------TG--CTCGTTACA-----G---CCTCACAGGTTAACTTTATTCAAATTGGGGACCTA--A------CCCCCGCA------ACCCGCTAA-CCCTCAGCGTCCCCGCTACAACAT---TATCATCAGC----------------TGGCCCAGGGGCAACATTATGAGCGCCCACGCCC---------------------------------------------------------------------------

droGri2 scaffold_15252:13179017-
13179233 -

ATGTGCGAATAAATGCCA--CT--CCATGT-----AG---TTAG-------------------------------------------------CAGTCATTCGAGCAG----CAGCAGTAGCAGGAGCACCACA------------------------------------AGCAGCAGGAGCAT------TCTT---------------GGGGGGGT-----------------TAT-------T-------GCTCT-----G---CCTCACAGGTTAACTTTATTCAAATTGGGGGCGTA--CCCCCCGCAACCC----AACAGCGC---------------ACCCCAACCCAACAT---TATCATCAGC----------------TGGCCCAGGGGCAACATTACA-----A---------TG-------------------------------CCC---------------------------------ACGC
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

TCGCTTCAAGGGCAGCTTCATGACCTTCTCGGCGGATCAATATGTCAAGTGTAAGTGAGCTATGGACCGAATTAGAGGCTTTGAATCTAACATTGTGGCTCGTTTTACAGTTGCGTTCTATAATCCATTCCTGAAGACAGCCTGGGACAACAAGTACGAG
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..................................................GTAAGTGAGCTATGGACCGAATTAGA.................................................................................... 26 0 1 4.00 4 0 4 0 0 0 0 0 0 0

.............AGCTTCATGACCTTCTCGGCGGA............................................................................................................................ 23 0 1 2.00 2 0 0 1 0 1 0 0 0 0

.............AGCTTCATGACCTTCTCGGCGGG............................................................................................................................ 23 1 1 1.00 1 0 0 1 0 0 0 0 0 0

.......................................................................................TAACATTGTGGCTCGTTTTACA................................................... 22 0 1 1.00 1 0 0 0 1 0 0 0 0 0

.............AGCTTCATGACCTTCTCGGCGGATCA......................................................................................................................... 26 0 1 1.00 1 0 0 1 0 0 0 0 0 0

..................................................GTAAGTGAGCTATGGACCGAATTAT..................................................................................... 25 1 1 1.00 1 0 0 0 1 0 0 0 0 0

.............AGCTTCATGACCTTCTCGGCGGATC.......................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 1 0 0 0

.......AAGGGCAGCTTCATGACCTTCTCGGCGGA............................................................................................................................ 29 0 1 1.00 1 1 0 0 0 0 0 0 0 0

..............................................................................................GTGGCTCGTTTTACAAA................................................. 17 2 20 0.05 1 0 0 0 0 0 0 0 1 0

Anti-sense strand reads

AGCGAAGTTCCCGTCGAAGTACTGGAAGAGCCGCCTAGTTATACAGTTCACATTCACTCGATACCTGGCTTAATCTCCGAAACTTAGATTGTAACACCGAGCAAAATGTCAACGCAAGATATTAGGTAAGGACTTCTGTCGGACCCTGTTGTTCATGCTC
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............................AGCCGCCTAGTTATA..................................................................................................................... 15 0 1 1.00 1 1 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 x:16653917-16654076 - dsi_6282 TCGCTTCAAGGGCAGCTTCATGACCTTCTCGGCGGATCAATATGTCAAGTGTAAGTGAG----------C-----T---------------------------ATGGAC---------------------C-------------------------------GA-------------------------------------------ATTAGAGGCTTT-----------------------------------------------GAATCTAA----------CATTGT-GGC---------T--CGTTTTACAGTTGCGTTCTATAATCCATTCCTGAAGACAGCCTGGGACAACAAGTACGAG
droSec2 scaffold_17:1383591-1383740

-
----------GGCAGCTTCATGACGTTCTCGGCGGATCAATATGTCAAGTGTAAGTGAG----------C-----T---------------------------ATGGAC---------------------C-------------------------------GA-------------------------------------------ATTAGAGGCTTT-----------------------------------------------GAATCTAA----------CATTGT-GGC---------T--CGTTTTACAGTTGCGTTCTATAATCCATTCCTGAAGACAGCATGGGACAACAAGTACGAA

dm3 chrX:17540877-17541041 - TCGCTTCAAGGGCAGCTTTATGACCTTCTCGGCGGATCAATATGTCAAGTGTAAGTGAATGGAA-----C-----T---------------------------ATGGAA---------------------C-------------------------------GA-------------------------------------------ATTAGAGGCTTC-----------------------------------------------GAATCTAA----------CATTGT-TTC---------T--CGTTTTACAGTTGCGTTCTATAATCCATTCCTGAAGACAGCCTGGGACAACAAGTACGAG
droEre2 scaffold_4690:7877360-

7877522 -
TCGTTTCAAGGGGAGCTTCATGACCTTCTCGGCTGATCAGTATGTCAAGTGTAAGTGAA----------C-----G---------------------------ATGGAA---------------------T-------------------------------GA-------------------------------------------AAC-----------------------------CAAGTTCAATTT---------------GAATCTAA----------CATTGT-GGC---------C--CGCTTTACAGTCGCGTTCTATAATCCATTCCTGAAGACAGCCTGGGATAACAAGTACGAG

droYak3 X:16168169-16168328 - TCGCTTCAAGGGCAGCTTCATGACCTTCTCGGCGGATCAGTATGTCAAGTGTAAGTGAA----------T-----T---------------------------ATGAAA---------------------C-------------------------------AA-------------------------------------------ATTCGAGGCATT-----------------------------------------------GAATCTTA----------CGTTGT-GAC---------T--CGTTCTACAGTTGCATTCTATAATCCATTCCTGAAGACGGCATGGGACAACAAGTACGAG
droEug1 scf7180000409271:613608-

613768 -
TCGCTTCAAGGGCAGCTTCATGACCTTTTCGGCGGATCAGTATGTCAAGTGTAAGTGAA----------C-----A---------------------------TTGAAA---------------------C-------------------------------CA-------------------------------------------ATTAGAGACCCT-----------------------------------------------AAACCTAA----------CATTATTTAT---------A--TATTTTTTAGTTGCATTCTACAATCCATTCCTGAAGACGGCATGGGATAACAAGTACGAG

droBia1 scf7180000301760:3559442-
3559611 -

TCGCTTCAAGGGCAGCTTTATGACCTTCTCGGCGGATCAGTACGTCAAGTGTAAGTGCG----------A-----C---------------------------T--------------------------C-------------------------------GA-------------------------------------------ACTGGAGGTGCTGAGCCTGAGCCGG-------------------------------------CCTAACACGA-----CTTTCT-GTG---------T--CTGTCCACAGTTGCGTTCTATAATCCATTCCTGAAGACGGCCTGGGACAACAAGTACGAG

droTak1 scf7180000415210:484177-
484343 +

TCGCTTCAAGGGCAGCTTTATGACCTTCTCGGCGGATCAGTACGTCAAGTGTAAGTGAA----------A-----C---------------------------T--------------------------CTTGGTTT------------------------TA--------------------------AATGG------------A--AGATATTTT-----------------------------------------------AAACTAAA----------CTTAAT-TCT----CTC--T--C-CCCCACAGTTGCGTTCTATAATCCATTCCTGAAGACCGCCTGGGACAACAAGTACGAG

droEle1 scf7180000491277:548642-
548805 -

TCGGTTTAAGGGCAGCTTCATGACCTTTTCGGCGGATCAGTATGTCAAGTGTAAGTGAA----------T-----C---------------------------TTTGAA---------------------C-------------------------------AA-------------------------------------------ATAAG--ATTGTGAAC----------------------------------CTTATTG------TGAA----------CTTTAT-TGT---------C--C-GAACACAGTTGCGTTCTATAATCCATTCCTGAAGACAGCCTGGGACAACAAGTACGAG

droRho1 scf7180000779980:83870-
84027 -

TCGCTTTAAGGGCAGCTTCATGACCTTTTCGGCAGATCAGTATGTCAAGTGTAAGTGAA----------T-----C---------------------------TAAGAA---------------------C-------------------------------AA-------------------------------------------ATTCGGTA-TTT-----------------------------------------------GAACTTAA----------CTTAAT-TGT---------C--C-ATTTACAGTTGCGTTCTATAACCCATTCCTGAAGACAGCCTGGGACAACAAGTACGAG

droFic1 scf7180000453926:176106-
176263 +

TCGCTTCAAGGGAAGCTTCATGACCTTCTCGGCGGATCAGTATATCAAGTGTAGGTGTA----------C-----T---------------------------TCGGAG-----------------------------------------------------AA-------------------------------------------GTTAGATATTTC-----------------------------------------------GAACTTAA----------CTTTAT-GCT---------T--C-GTTCACAGTTGCGTTCTATAATCCATTTTTGAAGACGGCCTGGGACAACAAGTACGAG

droKik1 scf7180000302586:265814-
265986 +

TCGCTTCAAGGGCAGCTTCATGACCTTTTCGGCGGATCAGTATGTCAAGTGTAAGTTGG----------A-----T---------------------------ATT------------TAAATTAATTTA------------------------------------------------------------GATTAAAAAAACACA----------------AA----------------------------------CTAATTGCCAACGTTC-------------------GTC--------G--GTACGAACAGTTGCCTTTTATAATCCATTCCTGAAGACCGCCTGGGATAACAAGTACGAG

droAna3 scaffold_13335:2185782-
2185946 -

TCGTTTCAAGGGCAGCTTCATGACCTTCTCAGCGGATCAGTATGTCAAGTGTACGTCCATC--------------T---------------------------ATC------------CACTCTATCTCA------------------------------------------------------------TATAAAAAAAATATTAAGTTAAAAACTTT-----------------------------------------------GAAT-----------------------------------------TTTAGTTGCTTTTTATAATCCATTCCTAAAAAATGCCTGGGATAATAAGTACGAG

droBip1 scf7180000393717:17900-
18076 -

TCGTTTCAAGGGCAGCTTTATGACCTTCTCAGCGGATCAGTATGTCAAGTGTAGGTTTTTC---C----C-----A---------------------------TAAAAA---------------------C-------------------------------CC-------------------------------------------AAT------------------CTGGATTAAT---------------------------A----ATAATATGATATTT----AT-ATA-TATATTTTTTTTGGTTTTTAGTTGCTTTTTATAATCCATTCCTGAAGAATGCCTGGGATAACAAGTACGAG

dp5 XL_group1a:1518378-1518574
-

TCGTTTCAAGGGGAGCTTCATGACATTCTCAGCGGATCAGTATGTTAAATGTAAGTCCATC---CCCAATCCCCCAG------TCCCTGCCAATCCATAAACGGTCGGATCAA----------------------------------------------------------------------------------------------------------------------------TCCTTGATCAAGTCGAATGC-------TGAATGTTG-------------------ATC--------T--GTTTTTGCAGTTGCATTCTATAATCCATTCCTGAAGACCTCCTGGGACAACAAGTACGAG

droPer2 scaffold_53:284067-284263 + TCGTTTCAAGGGGAGCTTCATGACATTCTCAGCGGATCAGTATGTTAAATGTAAGTGCATC---CCCAATCCGCCAG------TCCCTGCCAATCCATAAACGGTCGGATCAA----------------------------------------------------------------------------------------------------------------------------TCCTTGATCAAGTCGAATGC-------TGAATGTTG-------------------ATC--------T--GTTTTTGCAGTTGCATTCTATAATCCATTCCTGAAGACCTCCTGGGACAACAAGTACGAG
droWil2 scf2_1100000004590:2106445-

2106614 -
TCGTTTCAAGGGCAGTTTTATGACCTTCTCGGCCGATCAGTATGTTAAATGTAAGTAG--------------------------------------------------------------------------------------------------TGAAAGAAGTTATACTCGTGCATACTCGTTACAA-----------------TATACATAT--------------------------------------------------------------------GTGTAT-ATT---------T---AAATTCCAGTTGCCTTCTATAATCCATTCCTGAAAACCGCATGGGATAACAAATATGAG

droVir3 scaffold_13042:4289093-
4289261 +

TCGCTACAAGGGCAGCTTTATGACCTTCTCGGCGGATCAATATGTCAAGTGTATGTCCATACAA-----G-----CATTAAAATCCTTGCC-----------------------------------------------------------------------------------------------------------------------AGAATTTTT-----------------------------------------------AATTTTTA----------AATTCGTTTG---------C--CTTTTGCCAGTTGCCTTTTATAATCCATTCCTGAAGACCGCCTGGGATAACAAATACGAG

droMoj3 scaffold_6359:2135476-
2135652 -

TCGCTACAAGGGCAGCTTCATGACCTTCTCAGCGGATCAATATGTCAAGTGTATGTGTC----------T-----A---------------------------TAGGGA---------------------C-------------------------------GA-------------------------------------------AAT------------------------------TTAATCATTTTGACTGC-------TG----TTAATTCAATCTCT----CT-ATC-TCTGTCATT-----TATTTAGTCGCCTTCTACAATCCATTCTTGAAGATCGCATGGGATAACAAATACGAG

droGri2 scaffold_14853:7155598-
7155798 +

TCGCTACAAGGGCAGCTTTATGACATTCTCGTCCGATCAATATGTCAAGTGTATGTGTC----------C--AACAATTATAAC-----CAAATACACTGATTATTTAATTAGTGCTT------------GTTGGTTTGAAATGTTAATGAATGAATGAATGAATT-------------------------------------------------------------------------------------------------------------------------------T----GTC-----GTCGTTGCAGTTGCCTTTTATAATCCATTCCTGAAGACCGCCTGGGACAACAAATATGAG

Generated: 09/08/2015 at 07:17 PM

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

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

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

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:16653917-16654076
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:16653917-16654076
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_6282.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_17:1383591-1383740
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:17540877-17541041
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:7877360-7877522
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:16168169-16168328
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409271:613608-613768
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301760:3559442-3559611
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415210:484177-484343
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491277:548642-548805
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779980:83870-84027
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453926:176106-176263
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302586:265814-265986
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13335:2185782-2185946
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000393717:17900-18076
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:1518378-1518574
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_53:284067-284263
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004590:2106445-2106614
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13042:4289093-4289261
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6359:2135476-2135652
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:7155598-7155798


ID:

dsi_32445

Coordinate:

2r:3414615-3414762 -

Confidence:

candidate

Class:

Canonical miRNA

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

Antisense to intron [2r_3414642_3416615_+]; Antisense to CDS [2r_3414453_3414641_+]; Antisense to utr5 [utr5_plus_3160]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CGTTCACTTTTGCGTCGTTTTCTGTCGTCGTCGTCGACTGACTTGCCCCGCCCCCTGCGACCCGCGCCCGCGCAGAATTAATCAATTGGCTGGGGCTGGTTGGGGCACGGAGCGAAGACGGCTGACAGAAAGCAGAAAACCCGTAGCCAAAACCAGCCGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACAAAGTGCTTGTAATTGTAGTGCGAC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR902008

ovaries

SRR618934

dsim w501
ovaries

M023

head

O002

Head

SRR902009

testis

SRR553488

RT_0-2
hours
eggs

M053

female
body

O001

Testis

SRR553486

Makindu_3
day-old
ovaries

M024

male
body

GSM343915

embryo

.....................................................................................TTGGCTGGGGCTGGTTGGGGCA............................................................................................................................................. 22 0 1 3.00 3 1 0 0 0 2 0 0 0 0 0 0

................................................................................................................CGAAGACGGCTGACAGAAA..................................................................................................................... 19 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0

..................................................................................................................................................................................ACCGAGCGTTTCGGCGATTTGTT............................................... 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

...........................................................................................GGGGCTGGTTGGGGCACGGT......................................................................................................................................... 20 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................................ATTTGTTTCCAGGTCTGGGCCT................................ 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

...........................................................................................GGGGCTGGTTGGGGCA............................................................................................................................................. 16 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

.........................................................................................................................................AACCCGTAGCCAAAACCAGCCGA........................................................................................ 23 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0

........................................................................................GCTGGGGCTGGTTGGGGC.............................................................................................................................................. 18 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

.....................................................................................TTGGCTGGGGCTGGTTGGGGCACGGAC........................................................................................................................................ 27 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................................TTCCAGGTCTGGGCCTTG.............................. 18 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

..........................................................................................................................................ACCCGTAGCCAAAACCAGCCGAATT..................................................................................... 25 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0

...................................................................................................................................................................................................................................TGCTTGTAATTGTAGTGC... 18 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0

............................................................................................GGGCTGGTTGGGGCACGGAGCGAA.................................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0

......................................................................................TGGCTGGGGCTGGTTGGGGCA............................................................................................................................................. 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................GCCAAAACCAGCCGAA....................................................................................... 16 0 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GCAAGTGAAAACGCAGCAAAAGACAGCAGCAGCAGCTGACTGAACGGGGCGGGGGACGCTGGGCGCGGGCGCGTCTTAATTAGTTAACCGACCCCGACCAACCCCGTGCCTCGCTTCTGCCGACTGTCTTTCGTCTTTTGGGCATCGGTTTTGGTCGGCTTAAAGTGAATGGTCCGTGTGGCTCGCAAAGCCGCTAAACAAAGGTCCAGACCCGGAACGCGTGTTTCACGAACATTAACATCACGCTG

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

#
Mismatch

Hit
Count

Total
Norm Total

M053

female
body

M024

male
body

SRR553485

Chicharo_3
day-old
ovaries

SRR618934

dsim w501
ovaries

SRR902009

testis

SRR553486

Makindu_3
day-old
ovaries

M025

embryo

O002

Head

SRR553488

RT_0-2
hours
eggs

.....................................................................................................................TGCCGACTGTCTTTCGTCTTT.............................................................................................................. 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0

...........................................................................................................................................................................................................................CGTGTTTCACGAACATTAACATCACGC.. 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................CCGCTAAACAAAGGTCCA........................................ 18 0 1 1.00 1 0 0 0 0 0 0 0 1 0

......................................................................................................................................................................................TCGCAAAGCCGCTAAACAAAGG............................................ 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0

...........................................................................................................................................................................GTCCGTGTGGCTCGCAAA........................................................... 18 0 1 1.00 1 0 0 0 0 0 0 1 0 0

..............................................................GCGCGGGCGCGTCTTAATTAGTTA.................................................................................................................................................................. 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0

...................................................................................................................................................GTTTTGGTCGGCTTAAAGTGA................................................................................ 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0

...................................................................................................................................................................................GGCTCGCAAAGCCGCTAAACAAAGGT........................................... 26 0 1 1.00 1 0 0 1 0 0 0 0 0 0

.........................................................................................................................................................................................................AGGTCCAGACCCGGAACGCGTG......................... 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 2r:3414565-3414812 - dsi_32445 CGTTCACTTTTGCGTCGTTTTCTGT--------------------------------------------------------------------CGTCGTCGTCGACTG-----------------------------------------ACTTGCCCCGCCCC-CTG-------------------------------C----GA-----------C---CCGCGCC--C----------------GCGCAGAAT-TAATCAATTG-GCTGGGGCTGGTTGGGGCACGGAGCGAAGAC----------------------------------------------------------------------------------------------------------------GGCTGACAGAAAGC---------------------AGA--------------------------------------------------------AAACCCGT-AG-------------------------------CCA-AAACCAGC-----CGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACAAAGTGCTTGTAATTGTAGTGCGAC
droSec2 scaffold_1:216579-216819 - dse_145 CGTTCACTTTTGCGTCGTTTTCTGT--------------------------------------------------------------------CGTCGTCGTCGACTG-----------------------------------------ACTTGCCCCGCCCC-CTG-------------------------------C----GA-----------C---CCGCGCC--C----------------GCACAGAAT-TAATCAATTG-GCTGGGGCTGGTTGGGGCACGGACCGAAGAC----------------------------------------------------------------------------------------------------------------GGCTGACAG----------------------------A--------------------------------------------------------AAGCCCGT-AG-------------------------------CCA-AAACCAGC-----CGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACAAAGTGCTTGTAATTGTAGTGCGAC
dm3 chr2R:2550186-2550432 - dme_391 CGTTCACTTTTGCGTCGTTTTCTGT--------------------------------------------------------------------CGTCGTCGTCGACTG-----------------------------------------ACTTGTCCCGCC-C-CTT-------------------------------C----GA-----------C---CTGCGCC--C----------------GCACAGAAT-TAATCAATTG-GCTGGGGCTGGTTGGGGCACGGACCGAAGAC----------------------------------------------------------------------------------------------------------------GGCTGACAGAAAGC---------------------AGA--------------------------------------------------------AAACCCGT-AG-------------------------------CCA-AAACCAGC-----CGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACAAAGTGCTTGTAATTGTAGTGCGAC
droEre2 scaffold_4929:19995078-

19995319 +
der_1535 CGTTCACTTTTGCGTCGTTTTCTGT--------------------------------------------------------------------CGTCGTCGTCGACTG-----------------------------------------ACTTGTCCCGCTCC-CTG-------------------------------C----GA-----------C---CCGCGCC--C----------------GTACAGAAT-TAATCAATTG-GCT------GGTTGGGGCACGGACCGAAGAC----------------------------------------------------------------------------------------------------------------GGCAGACAGAAAGC---------------------AGA--------------------------------------------------------AAACCCGT-AG-------------------------------CCA-AAACCAGC-----CGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACAAAGTGCTTGTAATTGTAGTGCGAC

droYak3 2L:15295116-15295357 - dya_1816 CGTTCACTTTTGCGTCGTTTTCTGT--------------------------------------------------------------------CGTCGTCGTCGACTG-----------------------------------------ACTTATCCCGCTCC-CTG-------------------------------C----AA-----------C---CCGCTGC--C----------------GTACAGAAT-TAATCAATTG-GCT------GGTTGGGGCACGGACCGAAGAC----------------------------------------------------------------------------------------------------------------GGCAGACAGAAAGC---------------------AGA--------------------------------------------------------AAACCCGT-AG-------------------------------CCA-AAACCAGC-----CGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGAGCCTTGCGCACAAAGTGCTTGTAATTGTAGTGCGAC
droEug1 scf7180000409462:3423796-

3424040 -
CGTTCACTTTTGCGTCGTTTTCTGT-----------------------------------------------------------------------CGTCGTCGACTG-----------------------------------------ACTCGTCCGTCCCGTCC-CTCACACTCTG--------------------C-----------------T-------CCCCT------------------TACAGAAT-TAATCAATTG-GCT------GGTTGGGGCACGGACTGGCGAC----------------------------------------------------------------------------------------------------------------TGAAGACAGAAAGC---------------------TGG--------------------------------------------------------AAACCCGT-AG-------------------------------CCAAAAACCAAC-----CGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACAAAGTGCTTATAATTGTAGTGCGAC

droBia1 scf7180000302292:3600977-
3601231 +

CGTTCACTTTTGCGTCGTTTTCTGT-----------------------------------------------------------------------CGTCGTCGACTG-----------------------------------------ACTTGTCTCGCC----------------------TCTCTTCTCTGCCCGTCCCCGGCCCGCTCCG----------GCCCT------------------CGGAGAAT-TAATCAATTG-GCT------GGCTGGGGCACGGACTGGA-----------------------------------------------------------------------------------------------------------------------GACAGAAAGC---------------------AGA--------------------------------------------------------AAACCCGT-AGCGA-A-------------------------GCCA-AAACCAGC-----CGAATTTCACTTACCAGGCACACCGAGAGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACGAAGTGCTTGTAGTTGTAGTGCGAC

droTak1 scf7180000413887:52764-
53034 +

CGTTCACTTTTGCGTCGTTTTCTGT-----------------------------------------------------------------------CGTCGTCGACCG-----------------------------------------ACTCGTCCCTCT-G-CC---------CCG--------------------T-----------------C---CCGCCCT--C----------------GGACAGAAT-TAATCAATTG-----------GTTGGGGCACGGACTGAAGAC-------------------------------------------------------------------------------TGGAGA---GACTACAGGCTGAAGACGGCAGACAGCAGACAGAAAGC---------------------AGA--------------------------------------------------------AAACCCGT-AGCAAAA-------------------------GCCAAAAACCAGC-----TGAATTTCACTTACCAGGCACACCGAGAGTTTCGGCAATTTGTTTCCAGGTCTGGGCCTTGCGCACAAAGTGCTTGTAATTGTAGTGCGAC

droEle1 scf7180000491217:467774-
467993 +

CGTTCACTTTTGCGTCGTTTTCTGT-----------------------------------------------------------------------CGTCGTCGACTT-----------------------------------------TC--GTCTT----------TCGCTCCCTG--------------------T-----------------C-------CCCCT------------------TAGAGAAT-TAATCAATTG-ACT------GGTTGGGGCACGGA------------------------------------------------------------------------------------------------------------------------------CAGAAAGC---------------------TGA--------------------------------------------------------AAACCCGT-AG-------------------------------CCAAAAACCAGC-----CGAATTTCACTTACCAGGCACACCGAGAGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACAAAGTGCTTGTAATTGTAGTGCGAC

droRho1 scf7180000766409:436025-
436252 -

CGTTCACTTTTGCGTCGTTTTCTGT----T-------------------------------------------------------------TCTGTCGTCGTCGACGG-----------------------------------------ACTTGTCTT----------TCACTCCCTG--------------------T-----------------C-------CCCCT------------------AACAGAAT-TAATCAATTG-GCT------GGTTGGGGCACGGA------------------------------------------------------------------------------------------------------------------------------CAGAAAGC---------------------TAA--------------------------------------------------------AAACCCGT-AG-------------------------------CCAAAAACCAGC-----CGAATTTCACTTACCAGGCACACCGAGAGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACAAAGTGCTTATAATTGTAGTGCGAC

droFic1 scf7180000453955:756355-
756579 +

CGTTCACTTTTGCGTCGTTTTCTGT-----------------------------------------------------------------------CGTCGTCGACTG-----------------------------------------ACTCGTCCCTCCCG----------CT---------------------------------------------CAGCCCCCT------------------TACAGAAT-TAATCAATTG-GCT------TGTTGGGGCACGGA------------------------------------------------------------------------------------------------------------------------------CAGAAAGC----------------TGAACAGA--------------------------------------------------------AAACTCGT-AG-------------------------------CCA-AAACCAGC-----CGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACGAAGTGCTTGTAATTGTAGTGAGAC

droKik1 scf7180000302470:115487-
115743 -

CGTTCACTTTTGCGTCGTTTTCTGTACACT----------TGCTGCCTCTGCCT--CTGCCACCGCCTCCGCCACGGCCTCAGTCTCGGCCACTGCCGTCGTCGACTC------------------------------------------------------------------TCTG---------------------------------------GCC----CCCTT------------------TACAGAAT-TAATCAATTG-GCTGT----TGTTGGGGCACGGAC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGCCCGT-AG-------------------------------CCA-AAACCAGA-----CGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACGAAGTGCTTATAATTGTAGTGGGAT

droAna3 scaffold_13266:18464282-
18464385 +

---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AG-------------------------------CCA-GAGATAGC-----CGAATTTCACTTACCTGGTACTCCGAGCGTTTCGGCAATCTGCTTCCAGGTCTGGGCCTTGCGCACGAAGTGCTTGTAGTTGTAGTGCGAC

droBip1 scf7180000394114:19849-
20054 +

G-----CCTCTGTCTCAGCCACTGT-----------------------------------------------------------------------CGTCGTCGACGGCACTCTCCGATG-----------------------------GCT-------CC--ACT-C------T--A-----------CTG------T-----------------GG------CCCCT------------------TTTACAAG-CAATCAATTG-CTTGT----TGTTGG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACTCGCGAG-------------------------------CCA-GAGTCAGC-----CGAATTTCACTTACCAGGTACACCGAGCGTTTCGGCAATCTGCTTCCAGGTCTGTGCCTTGCGCACGAAGTGCTTGTAGTTGTAGTGCGAC

dp5 3:813119-813464 - dps_3846 CGTTCACTTTTGCGTCGTTTTCTGTACACTTACACTTGCTTGCTTTTGCTGCCT--CTGCCACCGCCACC------------GTCTCAGCCACTGTCGTCGTCGGCTA-----------------------------------------GCTC----------ACC-C------TCTG--------------------T-----------------CGCC----CCTCC------------------TGCAGAAT-TAATCAATTTGGTTGT----TGTTGGGGCAC-------------CAGTCGCGACGTCTCTGCCACATACTATATCTACTGAGATATACCCCAGAGCAGACCGACCTGGACCCGGACTGCGCTGGGAGTCG---------------------------AGTCGGA------------------------------------------------------------------------------------------------------------------------------CC------AAGTCGGAACGAATTTCACTTACCAGGCACTCCGAGTGTTTCGGCGATTTGTTTCCATGTCTGGGCTTTGCGGACAAAGTGTTTGTAGTTGTAGTGCGAT
droPer2 scaffold_2:988955-989300 - dpe_2523 CGTTCACTTTTGCGTCGTTTTCTGTACACTTACACTTGCTTGCTTTTGCTGCCT--CTGCCACCGCCACC------------GTCTCAGCCACTGTCGTCGTCGGCTA-----------------------------------------GCTC----------ACC-C------TCTG--------------------T-----------------CGCC----CCTCC------------------TGCAGAAT-TAATCAATTTGGTTGT----TGTTGGGGCAC-------------CAGTCGCGACGTCTCTGCCACATACTATATCTACTGAGATATACCCCAGAGCAGACCGACCTGGACCCGGACTGCGCTGGGAGTCG---------------------------AGTCGGA------------------------------------------------------------------------------------------------------------------------------CC------AAGTCGGAACGAATTTCACTTACCAGGCACTCCGAGTGTTTCGGCGATTTGTTTCCATGTCTGGGCTTTGCGGACAAAGTGTTTGTAGTTGTAGTGCGAT
droWil2 scf2_1100000004954:2045934-

2046085 +
AGTTTACTTTTGCGTCGTTTTTTGT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACAAAAT-TAATCAATTT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GG-------------------------------CCAATAACCAGACAGAGACCATTTAACTTACCAGGCACACCAAGTGTTTCGGCTATTTGCTTCCATGTCTGGGCCTTCCTTACGAAGTGTTTATAATTATAGTGAGAT

droVir3 scaffold_12875:15432397-
15432485 -

-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AATTTCACTTACCGCTAACGCCGAGTGTTTCGGCAATTTGCTTCCAGGTCTGCGCCTTACGCACGAAATGCTTGTAATTGTAATGTGAC

droMoj3 scaffold_6496:8364632-
8365010 +

dmo_3163 CGTTCACTTTTGCGTCGTTT-CTGTACACT----------TGCTTTTGCTGCCCGCCTGCTGCCGACG--------------------CCCGCTGTCGCTGTCGACGA-----------------------------------------TGTC----------GTC-G------TATGTCGCCTCTGTTGCCAGCCCATTCTGCACCCGTTCCACCCTCTCT--GCC--TCTTCTCTTGTGTACGAACACAGAATTTAATCAATTT-GCTGCG----------A-------CGA---CGAC-------------------------------------------------------------------------------------------------------------GGC-GCCAG----CTGCCTTAGTTGCCTCCGCGGCCAATAC-------TCAATTTCACTTGCCACACAGCTTATGGGCTGGTTGCACCCTTCGGACACCCGT-TTCA------------------------------CA-ACACTA--------AAATTTCACTTACCGCTAACTCCAAGTGTTTCAGCGATTTGCTTCCAAGTCTGCGCCTTACGCACAAAATGCTTATAATTGTAATGTGAG

droGri2 scaffold_15245:12234309-
12234661 -

CGTTCACTTTTGCGTCGTTT-CTGTACACT----------TGCTTTTGCTGCCCGCCTGCTGCCGACG--------------------CCCGC-------------TGCAGCCTTCCACCGCTGCTACTACTGCTGCCGCGACGAACGATGTC----------GCC-GT--CTCA---------CTGTTGCTAGCCTGCTCT-----------G-CCCCTCT--GCC--T----------------ACTTAGAAT-TAATCAATTT-GCTG-------------CAGCGA-------CAGCAGACCC-TCGT---------------------------------------------------------------------------------------------------------------C----------------TCGACTGATACCCACTAACCAATTTCACTTGCTGC----------------------------------------TGCAACATTGAGTGAATTTTTCTGAATTTGGCCA--------A-----CAAATTTCACTTACCACTGACGCCGAGGGTTTCGGCGATTTGCTTCCAGGTTTGTGCTTTGCGCACAAAATGCTTGTAATTGTAATGTGAA
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:3414565-3414812
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:3414565-3414812
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32445.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:216579-216819
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_145.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:2550186-2550432
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_391.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:19995078-19995319
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1535.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:15295116-15295357
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1816.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409462:3423796-3424040
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302292:3600977-3601231
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413887:52764-53034
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491217:467774-467993
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000766409:436025-436252
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453955:756355-756579
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302470:115487-115743
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:18464282-18464385
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000394114:19849-20054
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:813119-813464
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3846.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:988955-989300
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2523.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004954:2045934-2046085
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:15432397-15432485
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:8364632-8365010
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3163.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:12234309-12234661


ID:

dsi_15838

Coordinate:

x:15451518-15451575 -

Confidence:

candidate

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 [x_15451518_15451575_-]; CDS [x_15451576_15451765_-]; CDS [x_15451327_15451517_-]; utr3 [utr3_minus_10869]; utr3 [utr3_minus_10868]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AAAGCACTACGCCAGCCTCAAGGATCTGAACAAATCGCACGATTCTCTGGGTAAGATTGGAATTAGCATGACCTCGGGTCATGCCCTAATAATCCTAATATCTTACAGTCTCGCGCATGGAGATCGCCCTGAAGGATCTCCTGGCGTCCAAGGGAGTT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR618934

dsim w501
ovaries

SRR553488

RT_0-2
hours
eggs

M023

head

SRR553486

Makindu_3
day-old
ovaries

SRR553487

NRT_0-2
hours
eggs

M025

embryo

M053

female
body

SRR553485

Chicharo_3
day-old
ovaries

SRR902008

ovaries

SRR902009

testis

GSM343915

embryo

..................................................GTAAGATTGGAATTAGCATGACCTC................................................................................... 25 0 1 4.00 4 2 0 0 1 1 0 0 0 0 0 0

..................................................GTAAGATTGGAATTAGCATGACCT.................................................................................... 24 0 1 2.00 2 1 0 0 0 0 0 0 0 1 0 0

..................................................GTAAGATTGGAATTAGCAT......................................................................................... 19 0 1 2.00 2 0 1 0 0 1 0 0 0 0 0 0

..................................................GTAAGATTGGAATTAGCATG........................................................................................ 20 0 1 2.00 2 1 0 0 0 0 1 0 0 0 0 0

..................................................GTAAGATTGGAATTAGCA.......................................................................................... 18 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

.............AGCCTCAAGGATCTGAACAAATCGCA....................................................................................................................... 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

.......TACGCCAGCCTCAAGGATCTGAACAAATC.......................................................................................................................... 29 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0

..........................................................................................AATCCTAATATCTTACAGT................................................. 19 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0

..................................................GTAAGATTGGAATTAGCATGACCTCG.................................................................................. 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGATTGGAATTAGCATGA....................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

....................................................................................CCTAATAATCCTAATATCTTACA................................................... 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

..................................................GTAAGATTGGAATTAGC........................................................................................... 17 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

.............................ACAAATCGCACGATTCTCT.............................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0

.........CGCCAGCCTCAAGGATCTGAACAAATCG......................................................................................................................... 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TTTCGTGATGCGGTCGGAGTTCCTAGACTTGTTTAGCGTGCTAAGAGACCCATTCTAACCTTAATCGTACTGGAGCCCAGTACGGGATTATTAGGATTATAGAATGTCAGAGCGCGTACCTCTAGCGGGACTTCCTAGAGGACCGCAGGTTCCCTCAA

***************************************************(((((((.(((((((((((((((...))))))))..))))..)))....))))))).**************************************************
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SRR553488

RT_0-2
hours
eggs

SRR553487

NRT_0-2
hours
eggs

SRR553485

Chicharo_3
day-old
ovaries

SRR553486

Makindu_3
day-old
ovaries

....................................TCTGCTAAGAGACCCAT......................................................................................................... 17 2 10 0.10 1 0 1 0 0
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Species Coordinate ID Alignment
droSim2 x:15451468-15451625 - dsi_15838 AAAGCACTACGCCAGCCTCAAGGATCTGAACAAATCGCACGATTCTCTGGGTAAGATTGGAATTAGC-A--TGACC-------------TCGG-G----TCATGCCCTAATAATC-------------------------------------------------CTA-AT--ATCTTACAGTCTCGCGCATGGAGATCGCCCTGAAGGATCTCCTGGCGTCCAAGGGAGTT
droSec2 scaffold_17:161807-161964 - AAGGCACTACGCCAGCCTCAAGGATCTGAACAAATCGCACGATTCTCTGGGTAAGATTGGAATTAGC-A--TGACC-------------TCAA-A----TCATGCCTTAATAATC-------------------------------------------------CTA-AT--ATCTTACAGTATCGCGCATGGAGATCGCCCTGAAGGATCTCCTGGCGTCCAAGGGAGTT
dm3 chrX:16341946-16342113 - AAAGCACTACGCTAGCCTCAAGGATCTTAACAAATCGCACGATTCTTTGGGTAAGATTGGAATTGGC-G--TGACC-------------TCGG-G----CCATGCCCTAATAATT---------C------------------------------TGATATCCTTGG-AT--TCCTTACAGTGCAGCTCATGGAGAACGCCCTGAAGGATCTTCTGGTGTCCAAGGGAGTT
droEre2 scaffold_4690:10755728-

10755888 +
AAACCACTACGATAGCCTTAAGGATCTAAACAAAACGCACGACTCTCTGGGTAAGATTGGAATTTCG-G-----------CCAA-----CCGG-G----CCAAGC----A-------TATGC--C------------------------------TAATAT---CCTAAT--TCCTTGCAGTACAACGCATGGAGAGCGCCCTGAAGGAGTTCTTGGTTGGCAAGGGGGTT

droYak3 X:10461208-10461370 - AAAACACTATGCCAGCCTCAAGGATCTAAACAAAACGCATGACCAACTGGGTAAGATTTGAATTTGC-G-----------CCAA-----TCAG-G----CCATGC----A-------CATAC--C------------------------------TAATATCCTTGG-AT--ACCTTGCAGTGCAGCGCATGGAGAGCGCCCTGAAGGAGTTCCTGGCGGGCAAGGGGATT
droEug1 scf7180000409110:204146-

204309 +
GGAACATTACAACAGCCTCAAGGAGCTGGACAAGTCTCACGACCCATTGGGTAAAATTGGAGT-------A--TTAT---GCTA-----ATAG-C----TCATTT----T-------TATAT--C------------------------------TCTCATGATTTCATT--TTATTTTAGTTGCACGGATGGAGAGCAGCTTGAAGGAGTTCCTAGCGGCCAAAGGAATA

droBia1 scf7180000302421:1934527-
1934696 +

GAGGCACTACACCAGCCTCAAGGATCTGGACAAGACCCACGATGCCCTGGGTAAGAGCAGCT--GG-ACTGCGTCC-------------TCAG-C----TTG------------------------------------GTCAGC--ACAACTAACCCGTGTTCTTCGATT--CGCCCCAAGTTGCGCGGATGGAGAGCGGCTTGAAGGAGTTCCTGGCGGGCAAGGGAATC

droTak1 scf7180000415351:113728-
113881 -

AAAGCACTACATCAGCCTAAAGGATCTGGACAAGTCCCACGATCCCTTGGGTAAGAGCAACA--GG-AATG--TTATCAATATATATAT--------------------ATATTC-------------------------------------------------AAG-AT--TATTTCTAGTCTCACGAATGGAGAGCGGCTTGAAGGAGTTCCTAACTGGCAAGGGAATT

droEle1 scf7180000491023:1552832-
1552986 +

AAAACATTACAACAGCCTCAAGGTTCTGGACAAGTCCCACGATCCCTTGGGTGAGAGTGATT--TA-AATA--ATT-------------TGGC-A----TCAGCTTTTAATAAT--------------------------------------------------AAA-AC--TCCTTACAGTCACACGAATGGAGAGCGGTTTGAAGGAGTTCCTAACGAGCAAAGGGATT

droRho1 scf7180000780067:37810-37974
+

AAGACATTACAACAGCCTCAAGGTTCTAGACAAGTCCCACGATCCCATGGGTGAGAGTACTCT--T-AAAT--ATT--------------T--------------T------------------TTAATTT------ATTTTGAAGACAAATAT-----CC-CTTAA-AT--GCATTTTAGTCGCACGGATGGAAAGCAGTTTAAGGGAGTTCCTGACGAGCAAGGGGATT

droFic1 scf7180000454077:2342734-
2342892 +

AAAGCACTACAACAGCCTTAAGACTCTAAACAAGAGCGACGAGCCCATGGGTGAGCTTAATT--AA-AATA--TT---------------TAA-AGAAATCAT-------------------------------------TTAC--CTCAATAT-----CC---CA--TA--TTCTTTTAGTGGAAAGAATGGAGAACTGCTTGACAGAATTTCTGACGGGCGCAGGAATA

droKik1 scf7180000301710:77178-77340
-

ACAGCACGTCCCGAGCCTTAAGTTTCTCGACAAATCCCACCAGGACCTGGGTAAGTGTGCTT--AA-ACTC--CTTCATATACACATAC--------------------ATATCT-----------------------------------------TAAATTTTACTATT--ATTTTACAGTTACACGGCTGGAAGAGGGCCTCAGGGAGTTCTTGAAGGGACGGGGAGTG

droAna3 scaffold_13337:9304598-
9304752 +

GGAGCACCATAATAGCCTCAAGACCCTCAATAAATCTCACGAAGATCTAGGTGAGAATGCACT--T-AATA--ACT--------------TG-CA---------------TATTTTAGCTA------AAT----------------------------------AAT-GTTCTTAACAAAGTTGCCAGAATGGAGGAGGGCTTAAAGCAGTTCCTCAGGGAAAAAGGAGTG

droBip1 scf7180000396544:115986-
116139 +

GGAGCACCATAATAGCCTTAAAACCCTTAATAAATCTCACGAGGATTTAGGTGAGAATGAACT--T-AATG--ATT--------------TT-TA---------------TATTTTAGCT-----------------------------------------ATTTAT-GTTCTTATCAAAGTTACAAGAATGGAGGAGGGCTTGAAGCAGTTCCTCAGCGAAAAAGGAGTA

dp5 4_group3:5477710-5477877 - ACAACATTATGCCAGCCTCAAGTCTTTGAACAAATCCCACGACGGTTTGGGTAAGAATTGTTT-------------TGCACATAAATAGTTA-----------------------------------TGTAATGGC--ATTAAC--AGCACTAT-----CT---CCT-TT--TCCTTTCAGTCACACGCATGGAAGAGGGCTTGAAAAGATTTTTGGAAGATAAAGGAATA
droPer2 scaffold_1:6969026-6969193 - ACAACATTATTCCAGCCTCAAGTCTTTGAACAAATCCCACGACGGTTTGGGTAAGAATTGTTT-------------TGCACATAAATAGTTA-----------------------------------TGTAATGGC--ATTAAC--AGCATTAT-----CT---CCT-TT--TCCTTTCAGTCACACGCATGGAAGAGGGCTTGAAAAGATTTTTGGAAGATAAAGGAATA
droWil2 scf2_1100000004585:7691751-

7691917 +
GCTACACTTTGAGAGTCTCAATGCCCTCAACAAATCGCACTATGGACTGGGTAAGTTCCAAAAAAGC-------------AAAAGACATTTG-----------------------------------CATAAAAGC--TAAAA----TGAGTAT-----GT--TTAT-TC--TTGTTGCAGTTAAACGCATGGAGGAGGGCATGATCGAGTTTCTTAAAACGAAAAATGTG

droVir3 scaffold_13049:21790283-
21790450 -

dvi_20905 GCAGCATTATGACAGTCTAAAGGTCCTCAACCAATCGCACGAAAAAATGGGTTTGTAGATTA--AA--------------CAAACGTACTTA-----------------------------------TATATATGCTCGTTTAT--ATAACTAA-----AC--CTTT-AT--AATTTCTAGTGCTTCGCATGGAGCAGGGCCTCAAGAGCTTTTTTACATCAAAAGGCATT

droMoj3 scaffold_6500:7441884-
7442042 -

GCAACATTTTGACAGTCTGAAAGTGCTCAATGAATCCCACGTGGGCTTAGGTAAGTAAAGGT--GA-GGTA--ATT--------------AA-CA---------------TATTTTAAATATGTC--------------------------------TTGT--CTGT-TT--ACTATGCAGTTGAACGCATGAAGAATGGTATGATCCGTTTTCTTGAATCAAAAAATGTG

droGri2 scaffold_15053:143152-143306
-

GCAACATTACGACAGTCTAAAGGTTCTCAACGAATCGCACGAGAAAATGAGTTCGTAGATTA--CA-AATATCAAT-------------CTGT-A----TTATTTT------------------CTAA----------------------------------CTTAT-GT--ATTTCACAGTCATAGCCATGGAGGAGGGCCTGAAGAGCTTCTTTGTATCGAAAGGGATT
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TGAAACCAAATTTACAATTGGATATGTAAACACTCAATGAATGAGTAATTTATATGCCTCCTGTTTAGTTATGCCAATTATTACTCACACGCCATGTTGTCCAAACGCAAGCAAATTTCGTTTGGTTTACGTGACGTGCGTGTAATCTTCATGGTAACATTCATGTCTAAAGTGCCCACCCAAAGTGCAGGGTATCAAAACAAGATCAATCGTTCGCTGCCACTCGT

***********************************.(((((((.(((.......)))..............(((((...(((((...((((.(((((...(((((((.((.....)).)))))))...))))).))))...))))).....))))).)))))))..............(((........)))***********************************
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SRR553485
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M025
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SRR553488

RT_0-2
hours
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........................................................................................................................TTTGGTTTACGTGACGTGCGG...................................................................................... 21 1 1 7.00 7 6 0 1 0 0 0 0 0

........................................................................................................................TTTGGTTTACGTGACGTGCGGA..................................................................................... 22 2 1 1.00 1 1 0 0 0 0 0 0 0

........................................................................................................................TTTGGTTTACGTGACGTGCGTG..................................................................................... 22 0 1 1.00 1 0 0 0 1 0 0 0 0

........................................................................................................................TTTGGTTTACGTGACGTGCGT...................................................................................... 21 0 1 1.00 1 0 0 0 0 1 0 0 0

Anti-sense strand reads

ACTTTGGTTTAAATGTTAACCTATACATTTGTGAGTTACTTACTCATTAAATATACGGAGGACAAATCAATACGGTTAATAATGAGTGTGCGGTACAACAGGTTTGCGTTCGTTTAAAGCAAACCAAATGCACTGCACGCACATTAGAAGTACCATTGTAAGTACAGATTTCACGGGTGGGTTTCACGTCCCATAGTTTTGTTCTAGTTAGCAAGCGACGGTGAGCA

***********************************.(((((((.(((.......)))..............(((((...(((((...((((.(((((...(((((((.((.....)).)))))))...))))).))))...))))).....))))).)))))))..............(((........)))***********************************
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.............................................................................................................................................................................AGGGTGGGTTTCACG....................................... 15 1 19 0.16 3 0 3 0 0 0 0
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Species Coordinate ID Alignment
droSim2 3l:4173662-4173888 + dsi_32451 TGA--------------------AA---CCAAATTTACAATTGGATATGTAAAC---A---------------------C--------------------------TCAATGAATGAGTAATTTATA------TGCCTCCTGTT-------------TAGTTATGCCAATTATTACTCACACGCCATGTTGTCC------AAACGCAAGCAAATTTCGTTTGGTTTACGTGACGTGCGTGTAATCTT----CATGGTAA-CATTCATG---------TCTAAAG-----TGCCCACCCAAAGTGCAGGGTATCAAAACAAGATCAATC------GTT-CG----CTGCCACTCGT
droSec2 scaffold_2:4210382-

4210609 +
dse_149 TGA--------------------AA---CCAAATTTACAATTGGATATGTAAACC--A---------------------C--------------------------TCAATGAATGAGTAATTTATA------TGCCTCCTGTT-------------TAGTTATGCCAATTATTACTCACACGCCATGTTGTCC------AAACGCAAGCAAATTTCGTTTGGTTTACGTGACGTGCGGGTAATCTT----CATGGTAA-CATTCATG---------TCTAAAG-----TGCCCACCCAAAGTGCAGGGTATCAAAACAAGATCAATC------GTT-CG----CTGCCACTCGT

dm3 chr3L:4213525-4213777 + dme_404 TGA--------------------AA---CCAAGATTACAATTGGATATGTAAAC---A---------------------CTCATTTGGCGAACATACTTCAATCAATATTTGAATATGTAATTGAAA------TGCCTGCTGTT-------------AAGTTATGCCGATTATCACTCACACGCCATGTTGTCC------AAACGCAAGCAAATTTCGCTTGGTTTGCGTGACGTGCGAGTAATCTT----CATAGTAA-CATACATG---------TCCAATG-----TGCCCACCCAAAGTGCAGGGTATAAAAACAAGATCAATC------GTT-CG----CAGCCACTCGT
droEre2 scaffold_4784:6926001-

6926191 +
TTT--------------------TA---TTTACATTACAATTGGATGTGTAAAC---------------------------------------------------ATAATTGAATAAGTAAATTGAA------TGCCTTCTGTT-------------TAGTTATGCCGATTATTACTCACCCGCGATGCT-----------------------------------TACGTGACTAACG-ATAATCTG----CAAAGTAA-CATCCAAG---------TCCAAAG-----TGCCCACT-----TGCAGGGTATCAAAACAAGATCAATC------GTT-TG----CTGCCACTCGT

droYak3 3L:4787835-4788036 + TAA--------------------AAATATTTAAATTACAATTGGATGTA----CC--A---------------------C-------------ATAAC----GCAATAATTAAATAAGTAAGTTTAT------TGCCTACTGTT-------------TAGTTATGCCGCTTATTACTCATACGCCATGTT-----------------------------------TACGTGACTAACAGACAATCCT----CGTAGTAA-CAGCCATG---------TCCAAAG-----TGCCCACT-----TGCAGGGTATCAAAACAAGATCAATC------GTT-TG----CTGCCACTCGT
droEug1 scf7180000409466:1979085-

1979355 +
CAA--------------------AG---TCAAAGTTACGATTGAA---ATAAGCAACTTTCATAAATTTTATGAAAGAGT----TTTGCAAAAATGCC----ATAATAATTGGGTAACTAATTTGAA------TACCTTCCATT-------------TAGTTATGCAGCTTATTACCAACACGCCATGTGGCCA------AAACGCAAGCAACTTTTGTTAGGTTACCATGGCGTATGTGTAATTTTT---CCAGGAAA-TTTAAATG---------CTTAAAATTATATACCCACTGATA-GATAGAGTATTAAGACAAGATCAATC------GTT-TG----CTGCCACTAGT

droBia1 scf7180000302428:923562-
923760 +

TG--------------------------------------------------------------------------------------------------------------AATAACCAATTTGAA------TGCCTTCGATG-------------TAGTTATGCAGCTGATTACTCACACGCCATGTTGCTT------AAACGCTAGTGAATTTCTTTGGGCTTACGTGGCGTATGTATAATGTTT--TCTAGGTAA-CTTAAACATATTAGAAATCCAAAG----TTACCCACT-----CATAGAGTATCTGAACAAGATCAATC------GTTTTGCT---CGCCTCTCGT

droTak1 scf7180000415707:7715-
7908 -

TG--------------------------------------------------------------------------------------------------------------AATAACAAATTTGAA------TGCCTTCGCAT-------------CAGTTATGCAGTTTATTACTCACACGCCATGTTGCCC------AAACGTTAGCCAACTTTGTTAGGTTTACATGGCGTATGGGTAATTCTT---TAAAGAAACCTTAAATA---------TAAAAAGTAAAGTACCCACC-----GTTAGGGTATCTGAACAAGATCAATC------GTTTTGCT---GGCCACTCGT

droEle1 scf7180000491249:5082968-
5083213 +

TAT--------------------AA---AAGAGCTTAAAAATAACT-------------------------------------------------ACC----ATAATCATTAAATAACAAAGTTGTA------TGCCTTCATTTAAGTTATGCAGCTGAGTTATGCAGCTTATTACTCACACGCCATGTTGCCT------AAACGAAAGCAAATTTAGGCTGGTTCACGTGTCGTATGAGTAATTTTGTTGTTAGGTAA-CTTCCATG---------TGTAAAAAGAAACACCCACT-----GTTAGAGTATCAAAACGAGATCAATC------GTTTTGCTGGCCAGCACTCGT

droRho1 scf7180000779786:5197-
5471 +

AATTCTCTATTAGAACAAAGGAAATTTATTCAATTTTCTATTATGTTTATAA----------------------AAGCGC----TTAATAAAAATCCC----AGAAAAATTAAATAACTAATTTGAA------TGCCTTCAATT-------------TAGTTATGCAGCTTATTACTCACACGCCATGTTGCCT------AAACGAAAGCAAATTTGAGCTGGCTTACGTGTCGTATGTGTGATTTTATGGCTAAGTAA-CTTGCAAG---------TATAAAGTGAGGTACCCACT-----TTTAGAGTATCAAAACAAGATCAATC------GTT-CGCT---GGCCACTCGT

droFic1 scf7180000454113:1447877-
1447918 +

---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GTAGAGTATCAAAACAAGATCAATC------GTT-TGCT---GGCCACTCGT

droKik1 scf7180000302383:601638-
601691 +

AA-----------------------------------------------------------------------------------------------------------------------TCTAAA------TGTCTTGTGAA-------------A-TGTGTGCTAATTATTACTCATACGCAGTGTTGCC------------------------------------------------------------------------------------------------------------------------------------------------------------------

droAna3 scaffold_13337:14637452-
14637639 +

ATG----------------------------------------------CAATT---------------------------------------------------ACTAATGAATAATTA-TATGAACTTTTATATTTT-CATC-------------AAGCCAT-TAGAATATCACGCATACGCCGTGTGTTCTTGGCTTGAAGGCATGAAAA------CTAGCCAACGTGTCGTATGAGTGTTTTTT---TGAAG---------------------------------CAAACTCTAGAA-GCTAGAGCATCAAAACAAGATCAATC------GCT-GG----TCGCCACTCGT

droBip1 scf7180000396641:673906-
673944 -

-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGAGCATCAAAACAAGATCAATC------GCT-GA----TCGCCACTCGT

dp5 XR_group8:8380530-8380571
+

AT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAAAAAAAGATCATTCACAGTGGTGCGGCA---GGCCACTCGT

droPer2 scaffold_40:572650-572688
+

AA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAAAAGATCATTCACAGTGGTGCGGCA---GGCCACTCGT

droVir3 scaffold_13049:2094210-
2094215 +

A-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTCGT

droMoj3 scaffold_6654:1759694-
1759707 -

A-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TC------GTT----------CGACTCGT

droGri2 scaffold_15110:3145440-
3145445 +

-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACTCGT
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Legend: mature star mismatch in alignment mismatch in read
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Flybase annnotation

intron [x_3311278_3311339_+]; CDS [x_3311340_3311487_+]; CDS [x_3311118_3311277_+]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AGAAAACATCCAACTTGACAATACTTGACACGGCCCACAAATATGTCAAGGTAAGTGTGACCACGATTGAATGCAGAGTACATTGAGTAATGGTTACCGCTTCTGGTTGCAGGACTTGATTCAGTATGGTTGCGAGCAGGAGGCGACGGTAGAGAAACTGGC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR618934

dsim w501
ovaries

SRR902009

testis

SRR553486

Makindu_3
day-old
ovaries

M053

female
body

O002

Head

M024

male
body

M023

head

SRR902008

ovaries

SRR553488

RT_0-2
hours
eggs

..................................................GTAAGTGTGACCACGATTGA............................................................................................ 20 0 1 2.00 2 0 0 0 0 2 0 0 0 0

.............................................................................................................................ATGGTTGCGAGCAGGAGGCGAC............... 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0

.............................................................................................................................ATGGTTGCGAGCAGGAGGC.................. 19 0 1 1.00 1 0 0 0 1 0 0 0 0 0

..................................................................................................................................TGCGAGCAGGAGGCGACGGTAGAG........ 24 0 1 1.00 1 0 0 0 0 0 0 0 1 0

..................................................GTAAGTGTGACCACGATTGAATG......................................................................................... 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0

..................................................GTAAGTGTGACCACGATTGAATGC........................................................................................ 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0

............ACTTGACAATACTTGACACGGCCCACA........................................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 1 0 0 0

..................................................................................TTGAGTAATGGTTACCGCTTC........................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0

.........................................................................................................................................AGGAGGCGACGGTAGAGAAACTGGC 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0

..................................................................................TTGAGTAATGGTTACCGCTTCTG......................................................... 23 0 1 1.00 1 0 0 0 0 0 0 1 0 0

...................................................................................TGAGTAATGGTTACCGCTTCTGGT....................................................... 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0

Anti-sense strand reads

TCTTTTGTAGGTTGAACTGTTATGAACTGTGCCGGGTGTTTATACAGTTCCATTCACACTGGTGCTAACTTACGTCTCATGTAACTCATTACCAATGGCGAAGACCAACGTCCTGAACTAAGTCATACCAACGCTCGTCCTCCGCTGCCATCTCTTTGACCG

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

#
Mismatch

Hit
Count

Total
Norm Total

M023

head

M025

embryo

SRR553488

RT_0-2
hours
eggs

M053

female
body

SRR553486

Makindu_3
day-old
ovaries

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 x:3311228-3311389 + dsi_8223 AGAAAACATCCAACTTGACAATACTTGACACGGCCCACAAATATGTCAAGG-TAAGTG--TGA-------------------------------------------------CCACGATTGAATGCAGA---------------------G----------------------------------TACATT----GAGTA--------------A----TGGTTACCGCTTC-----------T-----GGTTGCAGGAC-TTGATTCAGTATGGTTGCGAGCAGGAGGCGACGGTAGAGAAAC-----TGGC
droSec2 scaffold_4:3103865-3104026 - AGAAAACATCCAACTTGACAATACTTGACACGGCCCACAAATATGTCAAGG-TAAGTG--TGA-------------------------------------------------CCACGATTGAATGCAGA---------------------A----------------------------------TACATT----GAGTA--------------A----TGGTTACCGCTTC-----------T-----GGTTGCAGGAC-TTGATTCAGTATGGTTGCGAGCAGGAGGCGACGGTAGAGAAAC-----TGGC
dm3 chrX:3593257-3593421 + AGAAAACATCAAACTTGACAATACTTGACACGGCCCACAAATATGTCAATG-TAAGTG--TGT-------------------------------------------------CCACGATTGTGTGTAGA---------------------A----------------------------------TACATT----GAGTA---------ATG--A----TGGTTACCCCTTC-----------T-----GGTTGCAGTCC-TTGAGTCATGAAGTTTGCGAGCAGGAGGCGAAGATAGAGAAAC-----TGGC
droEre2 scaffold_4690:989380-989548

+
AGAAAACATCCAACTTGACAATACTCGACACGGCCAACAAATATGTTAAGG-TAAGCGTGTGT-------------------------------------------------TCACGATTGAATGCAGAA----CAG-------------A----------------------------------GACATT----GACTA--------------A----TG-TTACACCTT---------TCTC-----TGTTGCAGGAC-TTGATTAAGTATGGTTCCGAGCAGGAGACGATGTTAGAGAAAC-----TGGC

droYak3 X:4812067-4812227 - AGAAAACATCCAACTTGACAATACTCGACACGGCCCACAAATATGTTAAGG-TAAGTG--TGT-------------------------------------------------CCACGATTGAATGCAGA---------------------A----------------------------------GACATT----GACTA--------------A----TGGTTACCCTCT------------C-----TGTTGCAGCAC-TTGATTCAGTATGATTGCGAGCAGGAGGCGATGGTAGAGAAAC-----TGGC
droEug1 scf7180000408900:161501-

161687 -
AGAAGACCTCCAACTTGACAATACTCGATACGGCCCACAAATATGTCAAGG-TTAGTC--TTAGAAATC---------------------------------------------------------------------------A------ATAAATATGGCTTTACAATAATC--------GA----ATAAATCGAGTT--------AAATGTATTAATAATTTTCTTT-----------TTC-----GATTTCAGCAA-TTGACGCAACTTGATCGCGAACAGGAGGCGGAGGTGGAGAAGC-----TGGC

droBia1 scf7180000302126:1518243-
1518357 -

AAATGTGCGCA---------------------------------------------------------------------------------------------------------GACTAATTGTATA---------------------A----------------------------------ATCATT----AATTA--------------A----TGGCCGCCTTTTG----------TGTATTTTTATGCAGCAA-TTGACGCAGCGTGGCCGCGAGCAGGAGGCGGAGGTGGAGAGGC-----TGGC

droTak1 scf7180000415078:234266-
234320 +

AGAAGACCTCCAATTTGACAATACTCGATACGGCCCACAAATTTGTCAAGG-TGAG-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000490996:837278-
837384 +

TAAGTG-----------------------------------------------------------------------------------------------------------CAAGATTAAATGTATA---------------------T----------------------------------TTGATT----AACAC--------------G----CTGCTACTCTTT-----------TA-----CATTGCAGCAA-TTGACGCAGCGTGATCGCGAGCAGGAGGCGGAGGTGGAGCGGC-----TGGC

droRho1 scf7180000776529:101173-
101290 -

AAGGTTTTTGTAATTACAAAATTTTATGTGTAATTCATTAA------------------------------------------------------------------------------------------------------------------------------------------------------------CAA--------------G----CCATTCCCTTT----------GTTG-----TATTTCAGCAA-TTGACGCAGCGTGATCGCGAGCAGGAGGCGGAGGTGGAGAGGC-----TGGC

droFic1 scf7180000454072:3246817-
3247018 -

AGAAGACCTCCAACTTGACGATACTCGAAACGGCCCACAAGTTTGTCAAGG-TAAGTA--CGAGGGTGC----------------------------------CGAGTGCT-CCG-------------------TAG---CGGGA------GTGGGTGCAGTG--------ATGCATCGATGGG-------------ATGATGGTGATTAATCAA----------CCGATTC---TGTTGGTTC-----TGTTGCAGCAA-CTCACGCAGCGCGACCGCGAGCAGGAGGCGGAGGTCGAGCGGC-----TGGC

droKik1 scf7180000302685:47085-47261
+

AGAAGACCTCCAACTTGACAATACTCGATTCGGCCTACCAATATGTCATAG-TTAGTA--CTAACTTTG----------------------------------TCTATACTTCCATGAGGAA----------------------------------------------------------------ATACT----AACTA---------TTA----------CTATTATTA-TTTCATTTGCCA-----ACTTTCAGCAA-CTGTCGCTGCGGAAAAGCGAACAGGAAGCGGAGGTGGAGCAGC-----TGGC

droAna3 scaffold_13248:3976031-
3976087 +

AGAAGACCTCCAACTTGATTATACTCGACACGGCCCACAAATATGTCAAGG-TGAGTG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBip1 scf7180000395052:11351-11522
-

AGAAGACCTCCAACTTGATCATACTCGATACGGCCCACAAATATGTCAGGG-TGAGTG--GCGAGT----------------------------------------------TCTTCTTGGGTTTTGGA---------------------A----------------------------------GCCAAC----CTCTA----------------------TAACATCCTCCCTTTAATGTCC-----ATTGGCAGCAA-CTGACGGCGCGCAATCGGGAGCAGGAGGCGGAGGTGGAGCTGT-----TGGC

dp5 XL_group1e:8611773-8611949 - AGAAGACCTCCAATTTGATAATACTCGATACGGCCCATAAATATGTCAAGG-TGGGTG--TCGATA------TCTAAATGGTATTGAATGG-CAGGGCATTTT------------------------------------------------------------------------------------TTTT----TACTA--------------T----TCGTTCTTTTTT--------TGA-T-----CGTTTTAGCAA-TTGCGGCAGCGGGATCGCGAACAGGAGGCGGAGGCGGAGCGTC-----TGGC
droPer2 scaffold_22:1653755-1653944

+
AGAAGACCTCCAATTTGATAATACTCGATACGGCCCATAAATATGTCAAGGGTGGGTA--TCATTTAAA--ACCCGAATGGTATTGAATGGCCAGGGCATTTC------------------------------------------------------------------------------------TTTT----TACTA--------------C----TCGTTCTTTTTTG-------TGA-T-----CGTTTTAGCAATTTGAGGCAGCGGGATCGCGAACAGGAGGCGGGAGGCGGGAGGCGTCCTGGGC

droWil2 scf2_1100000004909:11656717-
11656890 +

AAAAGATCTCTAATTTGGTAATACTCGAGAAGGCATACAAAATCGTCAAGG-TAGGTA--CTT-------------------------------------------------TTGCAATA---------------------------------------------------ATCCCTTACTAAACTAAACA----AACT---------AAAT--A----TAAACACATATTC---CG---TTTG-----TATTTTAGCAA-TTGGATCGTCATGAACGCGAACAGGATGTTGAATTGGAGCGTC-----AGGC

droVir3 scaffold_12970:6857438-
6857627 +

dvi_13358 AAAAGACATCCAATTTGATAATACTCGACAAGGCGCACAAATATGTCTTGG-TATGTA--CATATAGCGGTCTCTA---------------------------CCTCGCACTCACTTT------------CTCC---CATCCACTGTATAT----------------------------------GGCTCT----GTCTG--------------A----CATGTGTGGTCTC-----------T-----TGTTATAGCAA-CTGTCAAAATACGAACGGGATCAGGAGGTAGAGATGGAGCACT-----TGGC

droMoj3 scaffold_6473:12317034-
12317211 +

AGAAGACATCCAATTTGGCAATACTCGATAAGGCGCACCAAACTGTTGTGG-TATGTG--CCAGTCCCA----------------------------------CTACCCCT-TCC----------------------CCTCCACTCTGTCT----------------------------------CATTTTAATCGAGTT--------------C----TTTTCTTCTCC------------TT-----CTGTGCAGCAA-CTGGCAAAGGTCAATCGGGAGCAGGAGGTGGAGATTGAGAATT-----TGTC

droGri2 scaffold_14853:5687114-
5687289 -

AAAAGACATCGAATTTGACAATACTCGATAAGGCGCACCGACTTGTCATTG-TAAGTG--GCATGCCAC----------------------------------CCCATCCCTCCCCCT------------CTAT---AACTAACTGTATAT----------------------------------ATTTTT----AACTG--------------T----GTGT------------------GTC-----TCTTGCAGCAA-CTGTCCGCCACCGCCCAGAGTCAGGAGGCAGAACTGGAGGTGC-----AGGC
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No Repeatable elements found
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TGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTGTGTGAGTGAAAGTACAGCGATCGATTTGCATGATATCGAACCACTAACATCTATCTAACTTCTTTCACTTGCAGTCGTCAATGGATGTGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG

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

#
Mismatch

Hit
Count

Total
Norm Total

M023

head

M025

embryo

O002

Head

SRR553488

RT_0-2
hours
eggs

SRR553486

Makindu_3
day-old
ovaries

SRR553487

NRT_0-2
hours
eggs

......................................................................................................TCTAACTTCTTTCACTTGCAG.................................................. 21 0 1 2.00 2 2 0 0 0 0 0

......................................................................................................TCTAACTTCTTTCACTTGCAGT................................................. 22 0 1 1.00 1 0 1 0 0 0 0

..........................................CTGTGTGTGTGAGTGAAA................................................................................................................. 18 0 1 1.00 1 0 0 1 0 0 0

Anti-sense strand reads

ACCCTAAGGGTGGCTCTCGACACGGCTCCCGCACCCGCAGACGACACACACACTCACTTTCATGTCGCTAGCTAAACGTACTATAGCTTGGTGATTGTAGATAGATTGAAGAAAGTGAACGTCAGCAGTTACCTACACCGCTACAGTGGTCGGTCGTCTAGGAGATGAAGCTC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR902009

testis

SRR553488

RT_0-2
hours
eggs

SRR553486

Makindu_3
day-old
ovaries

SRR618934

dsim w501
ovaries

SRR902008

ovaries
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 3r:6178110-6178282 - dsi_20785 TGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTGTGTGAGTGAAA---------------------------------------GTA--CAG-------CG-------------AT----------C---------------GATTTGCATG-A----TATCGAACCACTAACATCT-----------------ATCTAAC---------TTCTTTCACTT--GCAGTCGTCAATGGATGTGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG
droSec2 scaffold_25:682357-682529 - TGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTGTGTGAGTGAAA---------------------------------------GTA--CAG-------CG-------------AT----------C---------------GATTTGCATG-A----TATCGAACCACTCACATCT-----------------ATCTAAC---------TTCTTTCACTT--GCAGTCGTCAATGGATGTGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG
dm3 chr3R:15084397-15084569 + TGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTGTGTGAGTGAAA---------------------------------------GTA--CAG-------CG-------------AT----------C---------------GATTTGCATG-A----TATCGAAACACTCACATCT-----------------ATCTAAC---------TTCATTCACTT--GCAGTCGTCAATGGATGTGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAA
droEre2 scaffold_4770:6547407-

6547575 -
der_567 GGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTGTGTGAGTGAAA---------------------------------------GTA--CAG-------CG-------------AT----------G---------------GACTTGCACG-A----TGTGGCACCACT---------------------AACATCCAAC---------TTCTTTCACTG--GCAGTCGTCAATGGATGCGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG

droYak3 3R:3793871-3794047 + CGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTGTGTAAGTGAAA---------------------------------------GTA--CAG-------CG-------------AT----------C---------------GATTTGCGCG-A----TATCAAAAC------ATCTCAC-----TAC--TCACATCTAAC---------TTCATTCACTT--GCAGTCGTCAATGGATGTGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG
droEug1 scf7180000409804:1349242-

1349403 +
GGGGATTCCCACCGAGAGCTGCGCCGAGGGCGTGGGCGTCTGTTGTGTGTGTGAGTGAAA---------------------------------------GTC--CAA-------CG-------------AT----------C---------------GATTTGAAAG-A----TATCGA----------------------------AAATCTAAT---------ATCTTTCACTT--GCAGTCGTCAATGGATGTGGTGATGTCACCAGCCAGCAGATCCTCTACTTCGAG

droBia1 scf7180000302402:846250-
846418 +

GGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTGTGTGAGTGAAA---------------------------------------GTC--CAC-------CG-------------AT----------C---------------GATTTGCGCG-T----TATCCGAGATCT---------------------AAGATCTAAC---------ATCTTTCACTT--GCAGTCGTCAATGGATGTGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG

droTak1 scf7180000410451:111104-
111272 +

GGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTATGCTGTGTGTGTGAGTGAAA---------------------------------------GTC--CGC-------CG-------------AT----------C---------------GATTTGCACG-A----TATCGAAGATCC---------------------AACATGTAAA---------CTCTTTCACTT--GCAGTCGTCAATGGCTGTGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG

droEle1 scf7180000490994:858866-
859041 +

GGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTTTGCTGTGTGTGTGAGTGAAA---------------------------------------GTC--CGC-------CG-------------AT----------C---------------GACTTGGCCA-A----GATCTAACGTCTAACGTCA--------------AACATCTAAC---------ATCTTTCATTT--GCAGTCGTCAATGGATGTGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG

droRho1 scf7180000779522:16958-
17112 +

GGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTTTGCTGTGTGTGTGAGTGAAA---------------------------------------GTC--CGC-------CG-------------AT----------C---------------GATTTGCACG-A----G-----------------------------------ATCTAAC---------ATCTTTCACTT--GCAGTCGTCAATGGATGTGGCGATGTAACCAGCCAGCAAATCCTCTACTTCGAG

droFic1 scf7180000454126:64938-
65105 +

GGGGATTCCCACCGAGAGTTGTGCCGAGGGCGTGGGTGTATGTTGTGTGTGTGAGTGAAA---------------------------------------GTC--CAC-------TGATCCAC-------------------T---------------GATTTACAAG-C----GAT-------CT---------------------AACACCGATC---------TTCTTTCACCTCAACAGTCGTCAATGGATGTGGCGATGTCACCAGCCAGCAGATCCTTTACTTCGAG

droKik1 scf7180000302707:304273-
304438 +

GGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTATGCTGTGTGTGTGAGTGAAA---------------------------------------GTC--CAG-------G---------ATCAGAT----------C---------------GATTCGGATT-A----GATCTA----------------------------ACATCCGGC---------ATCTTTCACTT--CCAGTCGTCAACGGGTGCGGAGATGTGACCAGCCAGCAGATTCTCTACTTCGAG

droAna3 scaffold_13340:15302669-
15302824 -

GGGGATCCCCACAGAAAGCTGTGCCGAGGGCGTCGGTGTCTGCTGTGTGTGTGAGTGAAA---------------------------------------GTT--CTC-------GG-------------AT----------C---------------TAAC------T------------------------TCCTAGAG---------CTTGACG---------ATCCTTCTCTT--CCAGTCGTCAATGGATGCGGCGATGTCACCAGCCAGCAAATCCTTTACTTTGAG

droBip1 scf7180000396708:4731422-
4731587 +

AGGGGTCCCCACCGAAAGCTGTGCCGAGGGCGTGGGTGTCTGCTGTGTGTGTGAGTGAAA---------------------------------------GTT--CTG-------G-----------------------------------------------------A----AATCCTACCAC------CTCTTACATAAAT--AT-----TAATAGTAA------TATTTCCCT--CCAGTTGTCAATGGCTGCGGTGATGTCACCAGCCAACAAATCCTTTACTTCGAG

dp5 2:29533035-29533206 + TGGCATTCCCACCGAAAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTCTGTGAGTGAAA---------------------------------------GTTGC-CAC------AAGTCCGAGG-----AT----------C-------------------------------------------------CCACAAATGCAT--TTGCATCTAAT--TGCTATCTACTT----TC--GCAGTTGTCAACGGATGTGGCGATGTCACCGGCCAGCAGATCGTTTACTTCGAG
droPer2 scaffold_6:4903732-4903903

+
TGGCATTCCCACCGAAAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTCTGTGAGTGAAA---------------------------------------GTTGC-CAC------AAGTCCGAGG-----AT----------C-------------------------------------------------TCACAAATGCAT--TTGCATCTAAT--TTCTATCTACTT----TC--GCAGTTGTCAACGGATGTGGCGATGTCACCGGCCAGCAGATCGTTTACTTCGAG

droWil2 scf2_1100000004943:3829843-
3830004 +

TGGAATACCAACCGAAAGTTGTGCCGAAGGTGTTGGTGTTTGTTGCATCTGTAAGTGG------------------------------------------TC--CCC-------AA-------------AC----------T---------------GAAG------T------------------------TTC--GAC--CCTGTTAATCTAGCCGTGCT-----ATTCATTTT--CAAGTTGTCAATGGTTGTGGTTATACAACTAGCCAGCAGATTGTCTACTTTGAG

droVir3 scaffold_13047:16559345-
16559545 -

TGGCATACCCACCGAGAGCTGTGCGGAGGGTGTTGGCGCCTGCTGCATCTGTGAGTGTAA---------------------------------------CTA--CCC-------G---------CCCAGATGAACATAAAGTGATCAAGTGATCATGTACTCGCTTG-TGGTTTATC-AAGTGCT---------------------CAGACCTAAC---------TGATTTCCTTT--TCAGTTGTTAACGGCTGCGGTGATGTTACCAGCCAGCAGACCGTTTACTTCGAG

droMoj3 scaffold_6540:12876035-
12876190 -

CGGCATACCCACCGAACGATGTGCCGAGGGTGTCGGCGCCTGTTGCATCTGTGAGTACAT---------------------------------------G--------------------------------------AAGTG---AAGTGATATTGCGTTTGCTTG-A--------------------------------------------GGC---------TACTTTCGCTT--TCAGTTGTTAACGGCTGTGGCGATGTTACCAGCCAGCAGATCGTTTACTTTGAG

droGri2 scaffold_15116:1514235-
1514471 -

TGGCATACCCACCGAGAGCTGTGCTGAGGGTGTTGGTGCCTGTTGTATCTGTGAGTATGCGTTACATGTGTGCTCATGTGCACCATCAATAAAGAGTGATCA--AGTGCTCAAATGATC-------------------AACTGATCAAGTGATCATGTGCTTCATTG-TGGTTTATC-AAGTGCT---------------------CAGGCTTAAC---------GGCTTTCGCTT--TCAGTTGTTAACGGCTGCGGTGATGTTACCAGCCAGCAGACCGTATACTTCGAG
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:6547407-6547575
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_567.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:3793871-3794047
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409804:1349242-1349403
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:846250-846418
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000410451:111104-111272
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490994:858866-859041
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Sense Strand Reads
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CCCATACCCGAATGCTGGATCTACCTGTTCCGTGTGGAGAAGCACTTCAGGTAGGTGTTTCTGGCAATAATCAAATGGCCTTTGAGTATTTAATTGTTGTCTGGAACAGATATGGTTCGGTTAAGTCAGCTCATCGGCGAACAGGCAAGATCAAGGGTA

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

#
Mismatch

Hit
Count

Total
Norm Total

M023

head

SRR553485

Chicharo_3
day-old
ovaries

SRR553486

Makindu_3
day-old
ovaries

SRR553487

NRT_0-2
hours
eggs

M024

male
body

M025

embryo

SRR553488

RT_0-2
hours
eggs

........................................................................................TTTAATTGTTGTCTGGAACAGT................................................. 22 1 1 18.00 18 17 0 0 0 0 1 0

........................................................................................TTTAATTGTTGTCTGGAACAGC................................................. 22 1 1 5.00 5 4 0 0 0 1 0 0

........................................................................................TTTAATTGTTGTCTGGAACAGG................................................. 22 1 1 2.00 2 2 0 0 0 0 0 0

........................................................................................TTTAATTGTTGTCTGGAACAGA................................................. 22 0 1 2.00 2 1 1 0 0 0 0 0

..................................TGGAGAAGCACTTCAGGTAGGTGTT.................................................................................................... 25 0 1 2.00 2 0 0 2 0 0 0 0

..........................................................................................TAATTGTTGTCTGGAACAGTA................................................ 21 2 1 1.00 1 1 0 0 0 0 0 0

.............................................................................................TTGTTGTCTGGAACAGATATGGTTCGG....................................... 27 0 1 1.00 1 0 1 0 0 0 0 0

........................................................................................TTTAATTGTTGTCTGGAAC.................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0

..........................................................................................TAATTGTTGTCTGGAACAGATA............................................... 22 0 1 1.00 1 0 1 0 0 0 0 0

.........................................................................................TTAATTGTTGTCTGGAACAGT................................................. 21 1 1 1.00 1 1 0 0 0 0 0 0

..........................................................................................TAATTGTTGTCTGGAACAGA................................................. 20 0 1 1.00 1 1 0 0 0 0 0 0

........................................................................................TTTAATTGTTGTCTGGAACA................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0

.............................................................................................TTGTTGTCTGGAACA................................................... 15 0 1 1.00 1 0 0 0 0 0 0 1

Anti-sense strand reads

GGGTATGGGCTTACGACCTAGATGGACAAGGCACACCTCTTCGTGAAGTCCATCCACAAAGACCGTTATTAGTTTACCGGAAACTCATAAATTAACAACAGACCTTGTCTATACCAAGCCAATTCAGTCGAGTAGCCGCTTGTCCGTTCTAGTTCCCAT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR553488

RT_0-2
hours
eggs

SRR618934

dsim w501
ovaries

SRR553487

NRT_0-2
hours
eggs

SRR553485

Chicharo_3
day-old
ovaries

.....................................................................................................................................AGCCGCTTGTCCGTTCTAGTTCCCAT 26 0 1 2.00 2 0 0 1 1

.................................................................................................................................AAGTAGCCGCTTGTC............... 15 1 13 1.23 16 16 0 0 0

..............................................AGTCCATCCACAAAGACCGTTATT......................................................................................... 24 0 1 1.00 1 0 0 1 0

................................................................................................................................CGAGTAGCCGCTTGTCCGTTCTAGTT..... 26 0 1 1.00 1 0 1 0 0

............................................................................................................CTATACCAAGCCAATTCAGTCGAGT.......................... 25 0 1 1.00 1 0 1 0 0

................................................................................................................................AGAGTAGCCGCTTGTC............... 16 1 4 0.25 1 1 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 x:20813608-20813766 - dsi_28068 CCCATACCCGAATGCTGGATCTACCTGTTCCGTGTGGAGAAGCACTTCAGGTAGGTGTTTCT--GGC---------AA-TA------------------------ATCAAATGGCCTTT--------------------------GAGTATTTAAT---------------------------TGTTG-----TCTGGAACAGATATGGTTCGGTTAAGTCAGCTCATCGGCGAACAGGCAAGATCAAGGGTA
droSec2 scaffold_39:311371-311529 - CCCATACCCGAATGCTGGATCTACCTGTTCCGTGTGGAGAAGCACTTCAGGTAGGTGTTTCT--GGC---------AA-TA------------------------ATGAAATGGCCTTT--------------------------GAGTATTTAAT---------------------------TGTTG-----TCTTGAACAGATATGGTTCGGTTAAGTCAGCTCATCGACGAACAGGCAAGATCAAGGGTA
dm3 chrX:22386564-22386722 - CCCATACCCGAATGCTGGATCTACCTGTTTCGTGTGGAGAAGCACTTCAGGTAAGTGTTTCT--GGC---------AA-TA------------------------ATCATATGGCCTTT--------------------------GAGTATTTTAT---------------------------TGTTG-----CCTGAAACAGATATGGTTCGGTTAAGTCAGCTCATCGGCGAACAGGCAAGATCAAGGGTA
droEre2 scaffold_4690:18650571-

18650729 -
CCCATACCCGAATGCTGGATCTACCTGTTTCGTGTGGAGAAGCACTTCAGGTGAGTATTTCC--GGC---------AC-TA------------------------ATCATCTGGCTTTT--------------------------AAGTATTTAAT---------------------------GGTGG-----TCCGGAACAGATATGGTTCGGTTAAGTCAGCTCATCGGCGAACAGGCAAGATCAAGGGTA

droYak3 X:21718783-21718941 - CCGATACCCGAATGCTGGATCTACTTGTTCCGTGTCGAGAAGCACTTCAGGTGAGTATTTCC--GGC---------AA-TA------------------------GTCATCTGGCTTTT--------------------------GAGTATTTAAT---------------------------GGTAC-----CCTGAAACAGATATGGCTCGGTTAAGTCAGCTCATCGGCGAACAGGCAAGATTAAGGGTA
droEug1 scf7180000408987:119901-

120066 +
CCTATTCCCGAATGCTGGATTTATCTGTTCCGCGTGGAGAAGCACTTTAGGTGGATATTTCT--GGT----------A-TA------------------------ATCAACCGTCTTCC--------------------------AGGAAATTAAT-----AGCAT----TTCTGT----CT-----------ATGATAACAGATACGGGTCGGTCAAGTCGGCGCATCGACGAACAGGTAAAATCAAGGGAA

droBia1 scf7180000299500:31889-32064
-

CCCATTCCCGAATGCTGGATCTATTTGTTCCGCGTAGAGAAGCACTTTCGGTGGGTATTTCT--GGG---------AA-CG------------------------GTCAACGGGTTTTCTG---GTACT-TAATAATTTA--------CATTTGCT---------------------------TCGGCATC--ATTAAAACAGATACGGTTCGGTCAAGTCCGCACATCGGCGAACTGGCAAGATCAAGGGAA

droTak1 scf7180000415769:11988-12147
-

CCCATTCCCGAGTGCTGGATTTACTTGTTCCGCGTGGAGAAGCACTTCAGGTGGGAGTTTGT--GGA---------TA-TT---------------------------TAATG--------------TC-ATACA---TAC----ATACATTTACT---------------------------TGTGG-----GCTACTACAGATATGGATCAGTCAAGTCGGCACATCGACGAACTGGCAAGATTAAGGGAA

droEle1 scf7180000491087:510853-
510926 +

CCCATTCCCGAGTGCTGGATCTACCTGTTCCGCGTGGAGAAGCACTTCAGGTGAGCATCTCT--GGC---------GA-TG------------------------ACTAA-----------------------------------------------------------------------------------------------------------------------------------------------

droRho1 scf7180000771379:16881-17054
+

CCCATTCCCGAGTGCTGGATCTACCTGTTCCGCGTGGAAAAGCACTTCAGGTGGGTACCTTC--TGC---------AA-CG------------------------ATTAACGCAACATAAC---TCACTTTAATGGTGCA--------CTTTTCCT---------------------------TGGGG-----GCTGGAGCAGATATGGTTCGGTCAAGTCGGCACATCGGCGAACTGGCAAGATCAAGGGAA

droFic1 scf7180000453495:130171-
130343 -

CCCATCCCCGAGTGCTGGATCTACCTGTTTCGCGTGGAGAAGCACTTCAGGTGGGTGTTCCT--GCC---------CG-TG------------------------ACCGACTGGGTATTCC---TTACT-AAACGTTGTT--------ATTTT---------------------------CCCGGGGG-----GTTGGAGCAGATATGGTTCGGTCAAGTCCGCTCATCGGCGAACGGGAAAGATCAAGGGTA

droKik1 scf7180000302398:75493-75673
+

CCCATACCCGAGTGTTGGATCTATCTGTTCCGGGTTGAGAAGCATTTCAGGTGGGTAACTAT--GGC---------AG-TA------------------------CAGGACA---T-------A--------------TACCTACAGAAACCTAAT-----CTCTC----TTCC-TCT--CTGGGGGGGTTGTTCTGGAGCAGATATGGTTCTGTAAAGTCGGCACATCGACGCACGGGCAAGATCAAGGGCA

droAna3 scaffold_12929:1029243-
1029400 +

CCCATACCCGAGTGCTGGATCTATCTGTTCCGTGTGGAGAAGCACTTTAGGTGCGTTTTGTC--CT--------------T------------------------CTTACATGTCCTTT--------------------------TTGTA----AT--------------TTTTGTA---T--CCCT------TTTTTTAAAGATATGGTTCGGTGAAGTCGGCCCATCGACGAACGGGTAAGATCAAGGGCA

droBip1 scf7180000396592:28438-28597
+

CCCATACCCGAGTGCTGGATCTATCTGTTCCGTGTGGAGAAGCACTTCAGGTGGGTCATGTC--CTT---------AA-TC------------------------CTCAAGAGTTCTTT--------------------------T-GTA----ATTATTTTGAAATTAT----------------TA----------TCCAGATATGGTTCGGTGAAGTCTGCCCATCGGCGAACGGGCAAGATCAAGGGCA

dp5 XL_group1a:8194319-8194488 + CCCATACCCGAGTGCTGGATCTATCTCTTCCGCGTGGAGAAGCACTTCAGGTGGGTGTTCATTCGGAATGTGCATGGATCG------------------------GT--------------GAA--------------------------------TAACTCGAAAATCT--------TACTGGGGTG-----GGTGGAACAGGTACGGGTCGGTGAAGTCGGCCCATCGACGGACGGGCAAGATCAAGGGAA
droPer2 scaffold_15:553530-553699 + CCCATACCCGAGTGCTGGATCTATCTGTTCCGCGTGGAGAAGCACTTCAGGTGGGTGTTCATTCGGCATGTGCATGGATCG------------------------GT--------------GAA--------------------------------TAACTCGAAAATCT--------TACTGGGGTG-----GGTGGAACAGGTACGGGTCGGTGAAGTCGGCCCATCGACGGACAGGCAAGATCAAGGGAA
droWil2 scf2_1100000004515:1939097-

1939270 +
CCCATACCGGAATGCTGGATCTATCTGTTTCGTGTCGAAAAGCATTTCAGGTGAGTCCCATC--GAA---------TA-CG------------------------GTTAGAAGAAAATA---AGCAACC-GAATAATATA--------CATATTGT---------------------------TC-T-TTC--TGGAAAAAAGATATGGTTCTGTGAAATCTGCCCATCGGCGTACTGGCAAAATCAAGGGTA

droVir3 scaffold_12970:4612066-
4612225 -

CCCATACCCGAGTGCTGGATTTATCTGTTCCGCGTCGAGAAGCACTTCAGGTGCGCCTCGT-----GATCT---------G------------------------CTTACAAGCGA-----TTG--------------------------------TAGCTC--AAATCT--------AAC--CTAT------GCTTTCACAGATACGGTTCCGTGAAGTCGGCACATCGACGCACTGGTAAGATCAAGGGCA

droMoj3 scaffold_6473:7618072-
7618252 -

CCCATACCCGAGTGCTGGATCTACTTGTTCCGCGTGGAGAAACACTTCAGGTACGTGCTCGC--CC--------TCGATTGATTGTGATTGATTGTGATTGATGTGT--------------GCCCAACT-GAATGTTTT---------------------------------------GATTGCCCT--------GGGCGCAGATATGGCTCGGTCAAGTCGGCCCATCGACGCACCGGCAAGATCAAGGGCA

droGri2 scaffold_15203:10680157-
10680316 +

CCCATACCCGAGTGCTGGATCTATTTGTTCCGCGTGGAGAAGCACTTTAGGTAAGCCA--TC--GGT---------GATCG------------------------GTTATC-GGCTCGC--------------------------AAGCGTCAAAC-------------T--------TAC---ATTG-----GCTTTGACAGATATGGATCCGTGAAGTCGGCCCATCGACGCACCGGCAAGATCAAGGGCA
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No Repeatable elements found
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AAATGTGTTCATGCCACGATCGCAAAACAAGTGTTTAGGGAGTTATGAGCACGCCCACGCCCACCCCGGGGGCGGTTCAGGGCCAGGAGGTTCCACTGCCCCATGAACTGACCGCCGAGTGGACCGTGCGAGCACATCTAACTTTTGCCCGAGCTGGTGAAACGGTGCAAAAGGAGTTCAGTGCTCCGGAG

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

#
Mismatch

Hit
Count

Total
Norm Total

M023

head

SRR618934

dsim w501
ovaries

M025

embryo

SRR553485

Chicharo_3
day-old
ovaries

SRR902009

testis

GSM343915

embryo

SRR553486

Makindu_3
day-old
ovaries

SRR553488

RT_0-2
hours
eggs

..................................................................................................CCCCATGAACTGACCGCCGAGTT...................................................................... 23 1 1 1.00 1 1 0 0 0 0 0 0 0

................................................................................................................CGCCGAGTGGACCGTGCGAGCACATC..................................................... 26 0 1 1.00 1 0 0 0 0 0 1 0 0

..................................................................................................CCCCATGAACTGACCGCCGAGT....................................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0 0

..................................................................................................CCCCATGAACTGACCGCCGAGTGG..................................................................... 24 0 1 1.00 1 1 0 0 0 0 0 0 0

..................................................................................................CCCCATGAACTGACCGCCGAG........................................................................ 21 0 1 1.00 1 1 0 0 0 0 0 0 0

.................................................................................................................................................TGCCCGAGCTGGTGAAACGGTGCAAA.................... 26 0 1 1.00 1 0 1 0 0 0 0 0 0

..........................................................................................................ACTGACCGCCGAGTGGACC.................................................................. 19 0 1 1.00 1 0 0 1 0 0 0 0 0

....................................................................................................................GAGTGGACCGTGCGAGCACA....................................................... 20 0 1 1.00 1 0 0 0 0 1 0 0 0

.........................................................................................................AACTGACCGCCGAGTGGAA................................................................... 19 1 1 1.00 1 0 0 0 1 0 0 0 0

....................................................................................................................................................CCGAGCTGGTGAAAC............................ 15 0 2 0.50 1 0 0 0 0 0 0 1 0

Anti-sense strand reads

TTTACACAAGTACGGTGCTAGCGTTTTGTTCACAAATCCCTCAATACTCGTGCGGGTGCGGGTGGGGCCCCCGCCAAGTCCCGGTCCTCCAAGGTGACGGGGTACTTGACTGGCGGCTCACCTGGCACGCTCGTGTAGATTGAAAACGGGCTCGACCACTTTGCCACGTTTTCCTCAAGTCACGAGGCCTC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR618934

dsim w501
ovaries

M025

embryo

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 2r:5952846-5953036 - dsi_32440 AAATGTGTTCATGCCACGATCGCAAAACAAGTGTTTAGGG------AGTTATGAGCACGCCCACGCCCA------------CC---------CCGGGGGCGGTTC-------A--GGGCCAGGAGGT---TCCACTGCCCCATGAACTGACCGCCGAGTGGACCGTGCGAGCACATCTAACTTTTGCCCGAGCT---GGTGAAACGGTGCAAAAGGAGTTCAGTGCTCC------GGAG
droSec2 scaffold_1:2782184-2782374 - AAATGTGTTCATGCCACGACCGCAAAACAAGTGCTTAGGG------AGTCATGAGCACGCCCACGCCCA------------TT---------TCGGGGGCGGTTC-------A--GGGCCAGGAGGT---TCCACTGCCTCATGAACTGACCGCCGAGTGGACCGTGCGAGCACATCTAACTTTTGCCCGAGCT---GGTGAAACGGTGCAAAAGGAGTTCAGTGCTCC------GGAG
dm3 chr2R:5150240-5150430 - dme_381 AAATGTGTTTATGCCACGACCGCAAAACAAGTGTTTAGGG------AGTCATGAGCACGCCCACGCCCA------------CT---------TCGGGGGCGGTTC-------A--GGGCCAGGAGGT---TCCACTGCCCCATGAACTGACCGCCGAGTGGACCGTGCGAGCACATCTAACTTTTGCCCGAGCT---GGCGAAACGGTGCAAAAGGAGTTCAGTGCTCC------GGAG
droEre2 scaffold_4929:17507595-

17507785 +
der_84 AAATGTGTTTATGCCACGACCGCAAAACTAGTGCTTAGGA------AGTCATGAGCACGCCCACGCCCA------------CT---------CCGGGGTCGGTTC-------A--GGGCCAGCAAGT---TCCACTGCCCCATGAACTGACCGCCGAGTGGACCGTGCGAGCACATCTAACTTTTGCCCGAGCC---GGAGAGACAGTGCAAAAGGAGTTCAGTGCTCC------GGAC

droYak3 2L:17804669-17804859 - AAATGTGTGTATGCCACGACCGCGAAACAAGTGCTTAGGG------AGTCATGAGCACGCCCACGCCCA------------CT---------TCAGGGGCGGTTC-------A--GGGCCAACAAGT---TCCGCTGCCCCATGAACTGACCGCCGAGTGGACCGTGCGAGCACATCTTACTTTTGCCCGAGCT---GGTGAGGCAGTGCAAAAGGAGTTCAGTGCTCC------GGAG
droEug1 scf7180000409183:792434-

792627 -
AAATGTGTTCATGCTGCGACAGTACAATAAGTGCGTAGGG------AGTCATGAGTACGCCCACGCCCA------------CT------CCGCCGGGTGCGGTTC-------T--GGGCCAGCAGGT---TCCACTGCCCCACGAACTGACCGCCGAGTGGACGGTACGAGCACATCTTACTTTTGCCCGAGCT---GGTGAGCCCGTGCAAAAGGAGTTGAGTGCTCC------GGAG

droBia1 scf7180000301506:1574175-
1574371 +

AAATGTGTTGTTGCTGCAATCGCACAAAAACTGTGTAGGG------AGCCATGAGCACGCCCA------CGGCCACGACCACT---------CCGGGGGCGGTTC-------C--GGGACAGCAGGT---ACCACTGCCCCACGAACTGACCGCCGAGTGGACGGTGCGAGCACATCTCACTTTTGCCCGAGCC---GGTGAGCCTGTGCAAAAGGAGTTTAGTGCTCC------GGAG

droTak1 scf7180000415274:108701-
108897 -

AAATGTGTTCATGCTGCGAGCGCAAAACAAGTGCGTAGGG------AGTCATGACCACGCCCA------CGCCCACGCCCACT---------CCGGGGGCGGTTC-------T--GGGCCAGGAGGT---TCCACTGCCCCATGAACTGACCGCCGAGTGGACGGTACGGGCACATCTCACTTTTGCCCGAGCT---GGTGAGCCTGTGCAAAAGGAGTTTAGTGCTCC------GGAG

droEle1 scf7180000491201:975363-
975559 -

AAATGTGTTCATGCTGCGATCGCAAAAACGGTGCGTAGGG------AGTCATGAGCACGCCCA------CGCCCACGCCCACT---------CCGGGGGCTGTTC-------T--GGGCCAACAGGT---TCCACTGCCCCATGAATTGACCGCCGAGTGGACGGTGCGAGCCCATCTCACTTTTGCCCGAGCT---GGTGAGCCGGTGCAAAAGGAGTTTGCTTCCCC------GGAG

droRho1 scf7180000777222:43363-43559
+

AAATGTGTGCATGCTGCGATCGCAAAATAAGTGCGTAGGG------AGTCATGAGCACGCCCA------CACCCACGCTTACT---------CCGGGGGCGGTTC-------T--GGGCCAACAGGT---TCCACTGCCCCATGAATTGACCGCCGAGTGGACGGTGCGAGCACATCTCACTTTTGCCCGAGCT---GGTGAGCCGGTGCAAAAGGAGTTTAGTGCTCC------GGAG

droFic1 scf7180000453851:1124231-
1124433 +

AAATGAGTTCGTTTTGCGATCGCAAGAAGTGTGCGTAGGGAGTGGGAGTCATGAGCACGCCCA------CGCCCACGCCCACT---------CCGGGGGCGGTTC-------T--GGGCCAGCAGGT---GCCACTGCCCCATGAGCTAACCGCCGAGTGGACGGTGCGAGCACATCTCACTTTTGCCCGAGCA---GGTGAGCCCGTGCAAAAGGAGAGCAGTGCTCC------GGAG

droKik1 scf7180000302476:544606-
544754 -

AAATGTGTTCATTG---------------TGTGCGTAAGGC---GTAGTCATGG----------------------------------------------------------A--GGAGCAGCAGGT---GCCGCTGCCCCACGAACTGACCGCCGAATGGACAGTGCGGGCACATCTCACCTTTGCCCGGGCA---GGAGAGCCTGTGCAAAAGGAGTTAAGTGCACC------TGAG

droAna3 scaffold_13266:8418796-
8419007 +

CAATGTGTTCATGCTGCGATCGTTAAGT---TGCTGAGGG------AGTCATGTCCACGCCCACACCCA------CACCCACGCCTACTGCCTCGGGAACAGCTGCTCCACTCGGGGGTCAGCAGGT---TCCACTGCCACACGAGCTGACCGCCGAGTGGACGGTGCGAGCCCATCTAACCTTTGCCCGGGCT---GGGGAGACCGTGCAGAAGGAGTTTAGTGCTCC------GGAG

droBip1 scf7180000396759:393774-
393976 -

CAATGTGTTCATGCTGCGATCGTAAAAC---TGCGTAGGG------AGTCATGTCCACGCCCACGCCCA------------CT------GCCTCGGGGGCAGCTGCTCCTTCCGGTGGTCAGCAGGCTCCGCCACTGCCCCACGAACTGACCGCCGAGTGGACGGTGCGAGCCCATTTGACTTTTGCCCGGGCT---GGGGAAACCGTACAGAAGGAGTTCTGTGCTCC------GGAG

dp5 3:9218191-9218375 - CAATGTGTTCTGGCAACGA---------AAGTGCGTAAGGG---AGAGTGATGGCCACGCCCA------CTGCC------------------TCGTTGGCGGCTCC------T--GGAGCT----GC---ACCGCTGCCCCACGAGCTGACGGCCGAGTGGACAGTGCGCGCCCATCTCACGTTTGCCCGTGCC---GGAGAGGCGGTGCACAAGGAGTGCGGTGCAGGGCCAGTGCAG
droPer2 scaffold_4:4541352-4541536 - CAATGTGTTCTGGCAACGA---------AAGTGCGTAAGGG---AGAGTGATGGCCACGCCCA------CTGCC------------------TCGTTGGCGGCTCC------T--GGAGCT----GC---ACCGCTTCCCCACGAGCTGACGGCCGAGTGGACAGTGCGTGCCCATCTCACGTTTGCCCGTGCC---GGAGAGGCGGTGCACAAGGAGTGCGGTACAGGGCCAGTGCAG
droWil2 scf2_1100000004822:1793460-

1793560 +
------------------------------------------------------------------------------------------------------------------------------T---TCCCTTGCCTCATGAATTGACTGCCGAATGGACAGTGCGTGCTCAGTTGACATTCGCCCGGAAT---GGTGAGCCAGTACAAAAGGAATATGGTGAACA------GGAT

droVir3 scaffold_12875:14439701-
14439802 -

-----------------------------------------------------------------------------------------------------------------------------------CCGTTGCCTCATGAGCTGACCGCCGAGTGGACAGTGCGTGCACAGCTGACATTCGCGCGGGCGGGCGGTGAGCCAGTGCAGCGGGAGTTTAGCGCACA------GGAG

droMoj3 scaffold_6496:9905107-
9905206 -

----------------------------------------------------------------------------------------------------------------------------------TCCGTTGCCTCATGAGCTGACCGCCGAGTGGACGGTGCGTGCCCAATTGACATTCGCGCGTGCA---GGTGAGCCAGTGCAGCGGGAGTTCAATGCACA------GGAG

droGri2 scaffold_15245:14436423-
14436541 -

CCAC-------------GGAGGCGGA-----------------------------------------------------------------------------------------------ACAAGT---GCCGTTGCCTCATGAGCTGACCGCCGAGTGGACAGTGCGTGCCCAGCTGACATTCGCACGCGCC---GGAGAGCCAGTGCAGCGTGAGTTTAGTGCACG------GGAG
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777222:43363-43559
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453851:1124231-1124433
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302476:544606-544754
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:8418796-8419007
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:14439701-14439802
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:9905107-9905206
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:14436423-14436541
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CGACGGTCATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACAAAGTGCGTAGAACGGGGAGCATGGAGCACCCGCCGAACCGAACTCTACTAATGAACTCGATCACCTCGCACACAGATCCCTCCAACCTTTCCGTGTAAGATCAAGCCCGAACCGAACACGCAGCA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR902009

testis

M025

embryo

SRR902008

ovaries

SRR618934

dsim w501
ovaries

SRR553486

Makindu_3
day-old
ovaries

M024

male
body

SRR553487

NRT_0-2
hours
eggs

M023

head

GSM343915

embryo

..................................................GTGCGTAGAACGGGGAGCATGGAG................................................................................................... 24 0 1 1.00 1 0 0 0 1 0 0 0 0 0

..................................................GTGCGTAGAACGGGGAGCATGGAGCACC............................................................................................... 28 0 1 1.00 1 0 0 0 0 0 1 0 0 0

..............................................................................CGCCGAACCGAACTCTACTAATGAAC..................................................................... 26 0 1 1.00 1 0 0 0 0 1 0 0 0 0

..............................................................................CGCCGAACCGAACTCTACTAAT......................................................................... 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0

..................................................GTGCGTAGAACGGGGAGCAC....................................................................................................... 20 1 1 1.00 1 0 0 1 0 0 0 0 0 0

...............................................................................................CTAATGAACTCGATCACCTCGCACACAG.................................................. 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0

.........................................................................................ACTCTACTAATGAACTCGATCACCTC.......................................................... 26 0 1 1.00 1 0 0 0 1 0 0 0 0 0

..........................................................................CACCCGCCGAACCGAACTCTA.............................................................................. 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0

Anti-sense strand reads

GCTGCCAGTAGGTGTGCTGTGGACCGTTACGTCACGTTCACGCATTGTTTCACGCATCTTGCCCCTCGTACCTCGTGGGCGGCTTGGCTTGAGATGATTACTTGAGCTAGTGGAGCGTGTGTCTAGGGAGGTTGGAAAGGCACATTCTAGTTCGGGCTTGGCTTGTGCGTCGT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR618934

dsim w501
ovaries

GSM343915

embryo

SRR553486

Makindu_3
day-old
ovaries

SRR553488

RT_0-2
hours
eggs

.........................................................................................................GCTAGTGGAGCGTGTGT................................................... 17 0 1 1.00 1 1 0 0 0

...................................................................................................ACTTGAGCTAGTGGAG.......................................................... 16 0 2 0.50 1 0 0 1 0

........................................................................................................AGCTAGTGGAGCGTG...................................................... 15 0 4 0.25 1 1 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 x:17364867-17365039 + dsi_32460 CGACGGTCATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGAAC-------GGGGA----GCA----------------TGGAGCACCC--GCC------GA-----ACCGAACTCT------------------------------------------------------ACTAATGAA-------------------------------------------------CTCGAT---CACC---------TCG-----------------------------------------------------------------------------------------C----ACACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAGCCCGAACCGAACACGCAGCA
droSec2 scaffold_8:576723-576895 + CGACGGTCATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGAAC-------GGGGA----GCA----------------TGGAGCACCC--GCC------GA-----ACCGAACTCT------------------------------------------------------ACTAATGAA-------------------------------------------------CTCGAT---CACC---------TCG-----------------------------------------------------------------------------------------C----ACACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAGCCCGAACCGAACACGCAGCA
dm3 chrX:18267197-18267369 + dme_425 CGACGGTCATCCACACGACGCCTGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGAAC-------GGGGA----GCA----------------CGGAGCACCC--GCC------GA-----ACCGAACTCT------------------------------------------------------ACTAATGAA-------------------------------------------------CTCGAT---CACC---------TCG-----------------------------------------------------------------------------------------C----ACACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAGCCCGAACCGAACACGCAGCA
droEre2 scaffold_4690:8587866-

8588031 +
der_401 CGACGGTGATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC-------GGGGA----GCACA-----------------------C--GCC------GA-----ACCGAACTCT------------------------------------------------------ATTAATGCC-------------------------------------------------CTCGAT---CCCC---------TCG-----------------------------------------------------------------------------------------C----ACACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAACCCGAACCGAACACGCAGCA

droYak3 X:16895123-16895288 + dya_1456 CGACGGTCATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC-------GAGGA----GCAGC-----------------------C--GCC------GA-----ACCGAACTCT------------------------------------------------------ATTAATGCC-------------------------------------------------CTCGAT---CACC---------TCG-----------------------------------------------------------------------------------------C----ACACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAACCCGAACCGAACACGCAGCA
droEug1 scf7180000409528:449306-

449472 +
CGACGGTAATCCACACGACACCCAGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC-------AGGGA----GCACC-----------------------C--AGC------TA-----TTAGAACTTT------------------------------------------------------ATTAATATC-------------------------------------------------CTCGAT---TACC---------ATTA----------------------------------------------------------------------------------------A----ATACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAACCCGAACCGACCACGCACCA

droBia1 scf7180000302432:991025-
991185 -

--ACGGTTATCCACACGACCCCCGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC-------AGGGA----GCACC-----------------------C--GCC------GA-----GCAAAACTCC------------------------------------------------------ACTAATGC--------------------------------------------------CCCGAT---TACC---------CCG-----------------------------------------------------------------------------------------------AACAGATCCCTCCATCCTTTCC---GTGCAAGATCAAGCCCGAACCGAACACGCAGCA

droTak1 scf7180000415395:271892-
272072 +

CGACGGTTATCCACACGACACCCGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC-------AGGGA----GCACC-----------------------C--ACC------GA-----GCAGAACTCT------------------------------------------------------GATAATGTC-------------------------------------------------CTCGTA---CTTA---------CAT-GCCTCCAACTTAC---------------------------------------------------------------------CA----C----ACACAGATCCCTCCAACCTTTCC---GTGCAAGATCAAACCCGAACCGACCACGCAGCA

droEle1 scf7180000491006:507685-
507853 +

CGACGGTTATCCACACGACACCCGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC-------GAGGA----GCACC-----------------------C--ATC------GA-----GCAGAACTGT------------------------------------------------------ATTAATGAT----------------------------------------------TGTCTCGAT---TACC---------TTC-----------------------------------------------------------------------------------------A----AAACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAACCCGAACCGACCACGCAGCA

droRho1 scf7180000779985:1003462-
1003621 +

CGACGGTTATCCACACGACCCCCGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC-------AAGGA----GCGCC-----------------------C--ACC------GA-----CCAGAACTGT------------------------------------------------------ACTAATT-------------------------------------------------------AT---TACC---------TCG-----------------------------------------------------------------------------------------C----CCACAGATCCCTCCAACATTTCC---GTGTAAGATCAAACCCGAACCGACCACGCAGCA

droFic1 scf7180000453829:1364555-
1364737 -

CGACGGTCATCCACACGACGCCCGGCAATGCAGTGCAAGTGCGTAATA---AAGTGCGTAGCTC-------GGCGA----GCGCT-----------------------T--ATC------GAGTTGACCAGAATTAT------------------------------------------------------ACTAATGCC-------------------------------------------------CTCGTT---TCTT---------CTTAAC-----------------------------------------------------CTCCGAT--------------------CC----G----TAACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAACCCGAACCGACCACGCAGCA

droKik1 scf7180000302696:1335674-
1335841 +

CGACGGTCATACACACGACCTCCGGCAATGCAGTGCAAGTGCGTAATA---AAGTGCGTAGCTC-------AGCGA----GCGCC-----------------------C--C--------------------------------------------------------------AAGTTGGAGCCGAACGAACTAACCAT-------------------------------------------------TT--------------------TCG-----------------------------------------------------------------------------------------AATTTCCGAAGATCCCTCCAACCTTTCCGACGTGTAAAATCAAACCAGAGCCGAACACGCAGCA

droAna3 scaffold_13248:931379-
931575 -

--ACGGTTATACACACGACCTCGGGCAATGCAGTTCAAGTGCGTAACA---AAGTGCGTAGCTCC------AAAGA----GCTTC-----------------------T--CTC------TA-----ATTT-----C------------------------------------------------------ATTAATTAA---------------------------TTATAATTATAATTATAATTTTA---ATAATTATTTTGAAACCCTCC----------TTTA---------------------------------------------------------------------TA----T----ATATAGATCCCTCCAAACTTTCC---GTGTAAAATCAAACCCGAACCGAACACACAACA

droBip1 scf7180000395920:35122-
35313 +

--ACGGTTATACACACGGCCTCGGGCAATGCAGCTCAAGTGCGTAACA---AAGTGCGTAGCTCCCCTTAGAGAGA----GAGCTTTCAAATAAAAACATTATATATCT--ATA------AA-----TATATATTAT------------------------------------------------------TATAATTAT-------------------------------------------------TTT--C---TATT---------TCA-----------------------------------------------------------------------------------------A----TTATAGATCCCTCCAAATTTTCC---GTGTAAAATCAAACCCGAACCGAACACCCAACA

dp5 XL_group3a:228616-228785 + CTACGGTGATCCACACGACAGCAAGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTG-------GAAAA-------CTTTG--------------------------------------------------------------------AACGGGGCCAGCAGCCTC---------TC--------TAATCTT-------------------------------------------------CAT-----------------------------------------------------------------------------ATTCCACT--------------------CC--ATA----TCACAGATCCCTCCAACTTTTCC---ATGTAAGATCAAACCCGAACCGAACAGCCAGCA
droPer2 scaffold_39:508452-508621 - CTACGGTGATCCACACAACAGCAAGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTG-------GAAAA-------CTTTG--------------------------------------------------------------------AACGGGGCCAGCAGCCTC---------TC--------TAATCTT-------------------------------------------------CAT-----------------------------------------------------------------------------ATTCCACT--------------------CC--AAA----TCACAGATCCCTCCAACTTTTCC---ATGTAAGATCAAACCCGAACCGAACAGCCAGCA
droWil2 scf2_1100000004515:1509874-

1510103 +
CGACGGTGATACACACAACCTCCGGCAATGCAGTGCAAGTGCGTAATAATCAAGTGCGTATCAT-------GATCA----TCA----------------TCGT-----C--ATC------GC-------------------------------------------------------------------------------------------------------------------------------TTTGAT---AATC---------CTG--------------AATTCACGAAACTGTTCCTCCCTACACAAAAGTTGTATCCCATTCCATGCTAAATCTTGTTTTCCATTTCTTTG-TATTGCCACAGATCCCTCCAACTTTTCA---ATGTAAGATCAAACCCGAACCGAATACACAACA

droVir3 scaffold_12970:3051823-
3051880 +

CGACGGTCATCCATACGACCACGAGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6473:3887624-
3887865 +

dmo_665 CGACGGTCATCCATACGACCACGAGCAACGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCAGTTGCTA-AAGTAAAGCAGACATTAAAACACACACA-CACACACGCACACACATATGCAATTCAC---------TCCCACACACACACACACACACAGAGTCAG-----TC---------TCGAATGTATTAATTAG-------------------------------------------------CTCTAC---ATCA---------TTC-----------------------------------------------------------------------------------------C----TTTCAGATCCCTCCAAATTTTCA---ATGTAAGATCAAACCCGAACCGACTACCCAGCA

droGri2 scaffold_15081:801890-
802110 -

CGACGGTCATCCACACGGCCACGGGCAACGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCAT-------------------------------------------TC--GCC-------A-----ACAGCAATCT-------------------------------------AACTA--------------CAAGCACATCGAGCACATCGATTCCTATTGTTTTATATTATTATTGTTGTAGTTATT---ATTACTGTT--GCTAATCGAT----------TTCA---------------------------------------------------------------------CA----T----TCGCAGATCCCTCCAAATTTTCA---ATGTAAGATCAAACCCGAACCGAATACCCAGCA
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ATGTGTATCTATATATGTATCTATAAAGTGTCCAGAGTTGTCAAGCGTCAGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCCCGCAAAATAATCAAAATACACCCCCACAACCCCATTTAGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCCATCGAATTGAAGACATTGACCCAGTGATTAGTTATATTAA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR902009

testis

SRR618934

dsim w501
ovaries

SRR553488

RT_0-2
hours
eggs

M025

embryo

GSM343915

embryo

M024

male
body

M053

female
body

SRR553485

Chicharo_3
day-old
ovaries

SRR902008

ovaries

SRR553486

Makindu_3
day-old
ovaries

.................................................................TGTTGCACGACGAGACAGTTGCTAA....................................................................................................................................... 25 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0

...................................................................................................................................TAGTACTCAGCTGTCTCTCGTTGTTTT................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0

...................................................................................................................................................................TCGGGATCTTGACAACGACGCCAT...................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0

.....................................................................................................................................................................................CGCCATCGAATTGAAGAC.......................... 18 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0

...........................................................................................................................................AGCTGTCTCTCGTTGTTTTCGAT............................................................... 23 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0

.................................................................TGTTGCACGACGAGACAGTTG........................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0

...........................................AGCGTCAGTGAGATCTCGGGTT................................................................................................................................................................ 22 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0

.................................................................TGTTGCACGACGAGACAGTT............................................................................................................................................ 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0

..........................................................................................................................................................................CTTGACAACGACGCCATCGA................................... 20 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0

Anti-sense strand reads

TACACATAGATATATACATAGATATTTCACAGGTCTCAACAGTTCGCAGTCACTCTAGAGCCCAAACAACGTGCTGCTCTGTCAACGATTTGGGGGCGTTTTATTAGTTTTATGTGGGGGTGTTGGGGTAAATCATGAGTCGACAGAGAGCAACAAAAGCTAAAGCCCTAGAACTGTTGCTGCGGTAGCTTAACTTCTGTAACTGGGTCACTAATCAATATAATT

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

#
Mismatch

Hit
Count

Total
Norm Total

M053

female
body

SRR553488

RT_0-2
hours
eggs

SRR618934

dsim w501
ovaries

SRR553487

NRT_0-2
hours
eggs

SRR553485

Chicharo_3
day-old
ovaries

SRR553486

Makindu_3
day-old
ovaries

..................................................................................................................................................................GCGCCCTAGAACTGTTGC............................................. 18 2 5 0.20 1 0 0 0 1 0 0
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Species Coordinate ID Alignment
droSim2 3r:14862265-14862489 - dsi_32455 ATGTGTA----------TCTAT-ATA-------TGTAT--------------------------CTATA---------------AA------GTGTCCAG-----------AGTT---GT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAC--CCCC---------------------------------------------------------------------GCAAAA---TAATCAA---------------AA--TACACCCCCACAACCCCATTT--AGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGC-----CATCGA--------ATTGAAGACATTG------ACCCAG--------------T--GATTA-----GTTAT-----ATTAA
droSec2 scaffold_0:15728309-

15728533 -
dse_1842 ATGTGTA----------TCTAT-ATA-------TGTAT--------------------------CTATA---------------AA------GTGTCCAG-----------AGTT---GT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGATAAAC--CCCC---------------------------------------------------------------------GCAAAA---TAATCAA---------------AA--TACACCCCCACAACCCCATTT--AGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGC-----CATCGA--------ATTGAAGACATTG------ACCCAG--------------T--GATTA-----GTTAT-----ATTAA

dm3 chr3R:6216925-6217149 + dme_373 ATGTGTA----------TCTAT-ATA-------TGTAT--------------------------CTATA---------------AA------GTGTCCAG-----------AGTT---GT-----------------------CAAGCGTC-AGTAAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAC--CCCC---------------------------------------------------------------------GCAAAA---TAATCAA---------------AA--TACACCCCCACAATCGCATTT--ACTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGC-----CATCGA--------ATTGAAGACATTG------ACCCAG--------------T--GATTA-----GTGAT-----ATTAA
droEre2 scaffold_4770:15403301-

15403535 -
der_1519 ATGTGTA----------CCTAT-ATATGTATCTTGTAT--------------------------CTATA---------------AA------GTGTCCAG-----------AGTT---GT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAC--CGCC-CC------------------------------------------------------------------GCAAAA---CAATTAA---------------AAAATACACCC-CGCAACCCCATTT--AGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGC-----CATCGA--------ATTGAAGACATTG------ACCCAG--------------T--GATTA-----GTGAT-----ATTAA

droYak3 3R:10242680-10242915 + dya_1794 ATGTGTACCCATGTACAAGTAT-ATA-------TGTAT--------------------------CTATA---------------AA------GTGTCCAG-----------AGTT---GT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAC--CCCC--A------------------------------------------------------------------GCAAAA---CAATCAA---------------AA--TACACCCCCACAACCCCATTT--AGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGC-----CATCGA--------ATTGAAGACATTG------ACCCAG--------------T--GATTA-----GTGAT-----ATTAA
droEug1 scf7180000409692:687963-

688195 +
ATGTGTA----------TCTAT--------------AT--------------------------CTATC---------------AA------GTGTCCAG-----------AGTT---GT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAT--CCCC-CTTT---G------------------------------------------------TATA--------AAAAA---ACAAACAA---------------TC--TACACC--CACAACCCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGA-----TATCAAAC-TTTGATCTGAAGACCCTG------ACCCAG--------------T--GATTA-----GTGAT-----ATTTA

droBia1 scf7180000302402:8304620-
8304856 +

ATGTGTG--------------T-ATC-------TGTAT--------------------------CTATC---------------AA------GTGTCCAG-----------AGTT---GT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAG--CCCC-CCTCCGAG---------------------------------------------------G--ACA---GAAAAAAAAC----AA---------------AA--GACCCACCCACAACCCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGC-----CTTCGA---TTCGATCCGAAGACCCTG------ACCCAG--------------T--GATTA-----GTGAT-----ATTGA

droTak1 scf7180000415380:1425635-
1425858 -

ATGTGTA----------TCTAT--------------AT--------------------------CTATC---------------AA------GTGTCCAG-----------AGTT---GT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAG--CCCC--C------------------------------------------------------------------ACAAGAAAAC----AA---------------AAACTACACC--CACAACCCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGC-----CATCGA---TTTGATGTGAAGACCCTG------ACCCAG--------------T--GATTA-----GTGAT-----ATTTA

droEle1 scf7180000490995:524589-
524803 -

ATGTGTA----------TC----------------------------------------------TATC---------------AA------GTGTCCAG-----------AGTT---GT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAT--CCCC---------------------------------------------------------------------ACGAGAAAAC----AA---------------AA--TACACC--CACAACCCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGC-----AGTCGA--------TCTGAAGACCATG------ACCCAG--------------T--GATTAATGGAGTGAT-----AATTA

droRho1 scf7180000777158:35501-
35710 -

ATGTGTA----------TC----------------------------------------------TATC---------------AA------GTGTCCAG-----------AGTT---GT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAT--CCCC---------------------------------------------------------------------ACGAGAAAAC----AA---------------AA--TACACC--CACAACCCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGC-----CATCGA--------TCTGAAGACCCTG------ACCCAG--------------T--GATAA-----GTGAT-----ACTTA

droFic1 scf7180000453800:2293368-
2293580 +

ATGTGTA----------TC----------------------------------------------TATC---------------AA------GTGTCCAG-----------AGTT---GT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAC--CCTC-CC------------------------------------------------------------------ACAAGAAAAC----AG---------------AA--TACACCCACA-AACCCCATTT--AATACTCAACTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGC-----AATCGA--------TTTGAAGACCCTG------ACCCAG--------------T--GATTA-----GTGAT-----ATTTA

droKik1 scf7180000302475:1404666-
1404904 +

AGCCGC---------------C-ATG-------TGTAT--------------------------CCAGC---------------AA------GTGTCCAG-----------AGTT---GT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAGC--CCCT-CC-ACATG----------------------------------------------------------------GAAAAC----AAAAATAATAAA-ATATAA--TACTCCCC-CCAACCCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGC-----CTACAGA----CGATCTAAAGACCCTG------ACCCAG--------------T--GATTA-----GTGTT-----ATTTA

droAna3 scaffold_13340:938685-
938923 +

dan_4037 ATGTGTA----------CCTTCAATC-------TGTAT----CCACAAGAT----------------------ACAGATA----CA------GTGCCT---------------GT---GT-----------------------CCAGCGCC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAC--CCTC-CT-----G---------------------------------------------GGGGAGCCC------GTA--AAAAC----AAAAGACAAACAG----CC--CACT--CCCAGAAATA-CTAT--AATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGGCGCAT---CATCGA--------TAT-------------------AAG--------------T--GATTT-----CTTTT-----CTTCG

droBip1 scf7180000394085:58809-
59016 -

ATGTGTA----------TCCAC------------------------AAGAT----------------------------------AGTGCCCGTGTCCAG-----------CG-T---GT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAGC--CTCC--C-----G---------------------------------------------GGGGAGG--G-----GAAAA---ACAAACAG---------------CC--CACT--CCCAGAAAAG-CTTC--CATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGGCGC------ATCCAC---------------CATT-------A-CGAG--------------G--GATTA--------------------

dp5 2:7251726-7252027 - dps_3825 ATATATA----------TGTAT-ATA-------TGTGTGTGTGTGCGAGAGAGTGTACGAGAGTATATC---------------TA------ATCTATAG-----------AGTT---TTC----------------------CATGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTCCAG--ACCCACC-TCTTTCCCAGCAGACGCCATTGTGATGATGTTGTTGATGATGATGATGAGGAGGAGG--AGAGAA-----------------GGAGGAGGAG----G--G---------CTTATCCACTTG--CAAACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGC-----CATTAAC---------------CATTGGAACCA---------------C----TACGAATA-----CAAAT-----ATATA
droPer2 scaffold_0:1112328-

1112621 -
dpe_2479 ATATATA----------TATAT-ATA-------TGTGTGT--GTGCGAGAGAGTGTACGAGAGTATATC---------------TA------ATCTATAG-----------AGTT---TTC----------------------CATGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTCCAG--ACCCACC-TCTTTCCCAGCAGACGCCATTGTGAT------GTTGATGATGATGATGAGGAGGAGG--AGAGAA-----------------GGAGGAGGAG----G--G---------CTTATCCACTTG--CAAACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGC-----CATTAAC---------------CATTGGAACCA---------------C----TACGAATA-----CGAAT-----ATATA

droWil2 scf2_1100000004902:91563-
91759 -

dwi_5414 ATATATA----------TTTGA-TTA-------TT-CT----------------------------------------------TT------G-----TG-----------TGTT---GC-----------------------CAAGCGTCCTATAAGATCTCGGGTTTGTTGCACGATGAGACAGCCGCTAAAC--CCCC-CCTT---GCC---------------------------------------------ACACCCT------CTT----TGC----A-ATGGTAAATAC----CT--CCCT--TTCGAAATTG-TTATTATTTATGCCGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTATTTACGA------------------------------------------CCCAG--------------T--GA-----------------------

droVir3 scaffold_13047:936843-
937029 -

dvi_125 -TATAC-----------------ATA-------TAAAT--------------------------CAAGG---------------GA------GTGC---T-----------GGTT---GAG----------------------AGACAATG-TGTGAGATCTCGGGTTTGTTGCACGACGAGGCAGCTGCTCCAAAT------------G-------------------------------------------------------------CCAAA---TA-----------------------------------------TTCA--AATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTTGCGACAACGTGATCCCAA---CCA-----TCC--CGGCCGTG------ACCCAG--------------T--GATAA-----GCAA-----------

droMoj3 scaffold_6540:4939653-
4939874 -

dmo_129 GTATATA----------TATGT-ATA-------TGTAT--------------------------ATGTAATATTCCTGAACAAGGA------GTGT---G-----------GGTT---GTG----------------------CAAAAATA-TGTGAGATCTCGGGTTTGTTGCACGACGAGGCAGCTGCTCCACAT------------A-------------------------------------------------------------CCA---------------------------------------------AA-CTCA--AATATGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTTAAGACGACGTGACCCCAG---CCA-----CTC------------------CCAGTGATAAGCAACAAGT--GATTA-----GTGATTAGTGATTAG

droGri2 scaffold_14906:5355374-
5355618 +

dgr_461 ATATATA----------TATAT-ATA-------TATGTAT------------------------ATATATTGTT--------AGGA------GTGT---GCATGTAATTGGCT-GGTTGAGATATATATATATATATATATGTATATATAT-TGTGAGATCTCGGGTTTGTTGCACGACGTGGCAGCTGCTCCAAAT------------G-------------------------------------------------------------CAA---------------------------------------------AAACTCG--AAAACGCAGCTGTCTCTCGATGTTTTCGATTTCGGGATCTTGTCATCGGCGTGACCTCAACCA--------ACCAAACTAATCA------ACTAAT--------------C--AACCA-----ATCAA-----ACCAA
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GCAATACCAACACTAACACCAACACACAGTCCACAGCTGTGGGTGTGGTAGTGAGCAGTGCAGCGGGCGGAGGTGTTGGCGGCGGAGGAGGTGGGGGTGGCTCCCTTCCCGGTGGCACCGCCTCCTCATCCTCCGCCTCCGCCCACTCTGCGATAAAGGCTCGGATCTCTACATTGATTCATATATCCAGAACCACGCGTCCGGATTGTTAGAAGGCAAGACGTGACCTCGTCCGAAGATTCTCCATGGAGGGCGTGGGTGCCAG
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..................................................................................CGGAGGAGGTGGGGGTGG..................................................................................................................................................................... 18 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................ACCGCCTCCTCATCCTCCGCCT............................................................................................................................... 22 0 1 2.00 2 0 1 0 0 1 0 0 0 0 0 0 0

...............................................................................CGGCGGAGGAGGTGGGGG........................................................................................................................................................................ 18 0 1 2.00 2 0 0 0 1 0 1 0 0 0 0 0 0

.............................................................................................................................................................................................................................................GATTCTCCATGGAGGGCGTGG....... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CGTTATGGTTGTGATTGTGGTTGTGTGTCAGGTGTCGACACCCACACCATCACTCGTCACGTCGCCCGCCTCCACAACCGCCGCCTCCTCCACCCCCACCGAGGGAAGGGCCACCGTGGCGGAGGAGTAGGAGGCGGAGGCGGGTGAGACGCTATTTCCGAGCCTAGAGATGTAACTAAGTATATAGGTCTTGGTGCGCAGGCCTAACAATCTTCCGTTCTGCACTGGAGCAGGCTTCTAAGAGGTACCTCCCGCACCCACGGTC
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.......................TGTGTCAGGTGTCGACA................................................................................................................................................................................................................................. 17 0 1 1.00 1 0 0 1 0 0 0 0 0
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Species Coordinate ID Alignment
droSim2 3l:15623135-15623399 - dsi_32448 GCAATACCAACA----------CTAACACCAACACACA---GTCCACAGCTGTGGGTGTGGTAGTGAGCAG---------TGCAGCGGGCGGAGGTGTTG---------------------------------------------GCGGCGGAGGAGGTGGGGGTGGCTCCCTTCCCGGTGGCACCGCCTCCTCATCCTC------CGCCTCCGC------C---CA---------------------CTCTGCGATAAAGGCTCGGATCTCTACATTGAT---TCATATATCCAGAACCACGCGTCCGGATTGTTAGAAGGCAAGACGTGACCTCGTCCGAAGATTCTCCATGGAGGGCGTGGGTGCCAG
droSec2 scaffold_0:8105349-8105580

-
dse_141 GCAATACCAACA----------CTAACACCAACACACA---GTCCACAGCTGTGGGTGTGGTAGTGAGCAG---------TGCAGCGGGCGGAGGTGTTGGTGT----TG-----------------------------------GTGGCGGAGGAGTTGGGGGTGGTTCCCTTCCCGGTGGCACCACCTCCTCGTCCTC------CGCCTCCGC------C---ACCGGTGGCGTTGCAGCGGGCGG---------------------------------CGGCGGCAATTCG--------GCA----------------G------CGGCACTCGTCCGAAGATTCTCCATGGAGGGCGTGGGCGCCAG

dm3 chr3L:16004417-16004648 - dme_398 GCAATACCAACA----------CTAACACCAACACACA---GTCCACAGCTGTGGGTGTGGTAGTGAGCAG---------TGCAGCAGGCACAGGTGTTGGTGT----TG-----------------------------------GTGGGGGAGGAGGTGGGGGTGGTTCCCTTCCCGGTGGCACCACCTCCTCGTCCTC------CGCCTCAGC------C---GCCGGTGGCGTTGCAGCGGGCGG---------------------------------CGGCGGCAATTCG--------GCA----------------G------CGGCCCTCGTCCGAAGATTCTCCATGGAGGGCGTGGGTGCCAG
droEre2 scaffold_4784:18248785-

18249019 -
GCAATACCAACA----------CTAACACCAACACACA---GCCCACAGCTGTAGGTGTGGTAGTGAGCAG---------TGCAGCGGGCGGCGGTG--------------------CAGGTGGTGTTG----------------GCGGGGGAGGGGGTGGTGCTGGTTCCCTTCCCGGAGGCACCACCTCCTCGTCCTC------CGCCTCCGC------C---AACGGAGGCGTTGCAACTGGGGG---------------------------------CGGCGGCAATTCG--------GCA----------------G------CGGCCCTCGTCCGAAGATTCTCCATGGAGGGCGTGGGTGCCAG

droYak3 v2_chr3L_random_063:45313-
45550 +

GCAATACGAACA----------CCAACACCAACACACA---GTCCACAGCTGTGGGTGTGGTAGTGAGCAG---------TGCAGCGGGCGGCGGTG--------------------CAGGTGGTGT-------------AGTAGGCGGAGGAGGGGGTGGGGCTGGTTCCCTTCCCGGAGGCACCACTTCCTCGTCCTC------CGCCTCCGC------C---AACGGTGGCGTAGCAACGGGAGG---------------------------------CGGCGGCAATTCG--------GCA----------------G------CGGCCCTCGTCCGAAGATTCTCCATGGAGGGCGTGGGTGCCAG

droEug1 scf7180000409824:59378-
59582 -

GCAATACCAACA----------CTA------ACACACA---GTCTACGGCTGTGGGTGTGGTAGTGAGCAG---------TGCAACGGGTGGTGGGG------------------------------------------------------------GTGGTGGTGCTCCTATTCCCGGTGGCAACACCTCATCTGCCAA------TACCTCCGC------C---TCAGGGGGCACGGCAACGGGAGG---------------------------------TGGAGGCAATTCA--------GCA----------------G------CAGCCCTCGTGCGAAGATTCTCAATGGAAGGCGTGGGTGCAAG

droBia1 scf7180000302334:363840-
364038 +

GCAACACCAACA----------------CCAGCGCACA---GTCCACGGCTGTGGGTGTGGTAGTGAGCAGCAG------TGCAACGGGCGGAGGGG------------------------------------------------------------GTGGGGGCGGCTCCCTTTCGGGCAACACCACCGCATC---CTC------CTCCGC---------CG---CAGGGGGCGTGGCGGCGGGGG------------------------------------GCGCCAACTCG--------GCG----------------G------CCGCCCTCGTCCGGAGATTCTCCATGGAGGGCGTGGGAGCAAG

droTak1 scf7180000415815:285918-
286113 -

GCAATACCAACA----------------CCAGCACACA---GGCGACTGCTGTGGGTGTGGTAGTGAGCAGCAG------TGCAACGGGTGGCGGGG------------------------------------------------------------------GTGGCCCTATTCCGAATGGCACCACCTCGTCATCCTC------CACCGC---------CC---CAGGGGGCGTGGCAGCGGGGG------------------------------------GCGCTAACTCG--------GCG----------------G------CCGCCCACGTCCGAAGATTCTCCATGGAGGGCGTGGGTGCAAG

droEle1 scf7180000491193:5187656-
5187872 +

CCAATAGCAATA----------GCAATAGCAACACCAA---CACCACGGCTGTGGGTGTAGTTGTGAGCAG---------TGCAACGGGGGGCGGGGGTG---GGTCGT--CAATTGCAGGT----------------------------GTTGG---------------AGGTCCGGGTGGCACCACCACCACCTCCTC------CTCCTCCTCGACGGGGG---CAGGGGGCGTGGCAACG---------------------------------------------AGCTCA--------GCG----------------G------CCGCCGTCGTCCGACGATTCTCCATGGAGGGCGTGGGCGCAAG

droRho1 scf7180000767651:14778-
14976 +

CCAACAGCAATA----------GCAACACCAACA---------CTACGGCTGTGGGTGTAGTAGTGAGCAG---------TGCAACGGGGGGCGGGGGTG---GGTCAT--CAATTGCAGGT----------------------------GGCGG---------------AGGTCCGGGTGGCACCACCTCCTCCT---C------AACAGG---------GG---CAGGGGGCGTGGCAACG---------------------------------------------AGCTCA--------GCG----------------G------CCGCCGTCGTCCGACGATTTTCCATGGAGGGCGTGGGCGCAAG

droFic1 scf7180000454065:1302305-
1302523 +

CCAACACCAATACAGGCGGCCAGCAACAACAACA-ACA---ATCAACGGCTGTGGGTGTGGTAGTGAGCAG---------TGCAACAGGGGGCGGGG-------------------------------------------------------TGG---------------AGGTCCGGGTGGCACCACCTCGTCGGCTTC------CTCATCAG------------CGGGGGGCGCGACAACGGGGGGCGGTGGAGCAGGAA------------------T---TCCCAGCTCA--------GCG----------------G------CCGCCGTTGTCCGCCGTTTTTCAATGGAAGGAGTGGGTGCCAG

droKik1 scf7180000301706:18088-
18319 +

CAAACACCAACA----------CGGGC------ACCCAGCAATCGACGGCTGTGGGTGTGGTAGTGAGCAG---------TGCAACGGGGGGCGGGGGCG---G----CAG----CAGCAGC-------GGTGGCGTTGCGGCAGGAGGAGGAGG---------------AGTTGCAAGTGGGAACACCACCTCCTCCACGACAGCAGCAAC---------GACAGG---------------------CGGCGGAGCTGGAG------------------C---AGCTAACTCG--------GCG----------------G------CAGCAGTCGCCAGGCGCTTCTCCATGGAGGGAGTGGGGGCGCG

droAna3 scaffold_13337:11152549-
11152741 +

CCAACACGGGT----------------------GCACAGCAATCGACGGCTGTGGGTGTGGTAGTGAGCGGTGG------TGCATCCGGAAGCGGGGG------------------------------------------------------TGGGGGTGGTGGCACCTCCACTGCAGGCAGCACAACTTCATCGTCCAC------TGCAACGGC------C---AA---------------------CGGCGGGGCA------------------------------GGTGCT--------GCG----------------G------CGGCGGTCGCCAGGCGTTTCTCCATGGAGGGTGTGGGGGCTAG

droBip1 scf7180000396569:234458-
234644 -

CCAACACGGGT----------------------GCACAGCAATCGACGGCTGTGGGTGTGGTAGTGAGCGG---------TGCATCGGGAGGCGGGGGC---------------------------------------------------------GGTGGCGGTGCCTCGGTTGCAGGCAGCACAACTTCATCGTCCAC------GGCAACGGC------C---AA---------------------CGGCGGG------------------------------GCAGGTGCG--------GCG----------------G------CGGCCGTCGCCAGGCGTTTCTCCATGGAGGGAGTGGGGGCCCG

dp5 XR_group8:8226765-8226942 + GCACC----------------------------TCATC---GACAGCAGCTGTGGGTGTGGTAGTGAGCAGTGGTG------------------GTGCT------------------------------G---------------------------GTAACGTTGCAGCGGTTGCAGGTGGCACGACGG---CGTCCAC------AGCAGC---------AGCTGG---------------------CGGTGGTGCAAGCG------------------CCGGTGCCAGCTCA--------GCG----------------G------CTGCCGTCGCCAGACGCTTCTCCATGGAGGGCGTCGGGGCACG
droPer2 scaffold_40:417506-417683 + GCACC----------------------------TCATC---GACAGCAGCTGTGGGTGTGGTAGTGAGCAGTGGTG------------------GTGCT------------------------------G---------------------------GTAACGTTGCAGCGGTTGCAGGTGGCACGACGG---CGTCCAC------AGCAGC---------AGCTGG---------------------CGGTGGTGCAAGCG------------------CCGGTGCCAGCTCA--------GCG----------------G------CTGCCGTCGCCAGACGCTTCTCCATGGAGGGCGTCGGGGCACG
droWil2 scf2_1100000004837:1626531-

1626681 -
GGAATTCCTCCA----------CGG------CGGCAAC---AGCTGCAAGTGTGGGTGTGGTAGTTACTGGTGGCG------------------------------------------------------------------------------------------------GTACGACTG------------GCAGCAC------AACTGC---------AGCTGG------------------AAGTGGTG------------------------------GTGGAGGATCC--------GCC----------------T------CTGCTGTGGCCAGACGCTTCTCCATGGAAGGTGTAGGGGCAAG

droVir3 scaffold_13049:18573167-
18573254 +

CATCA----------------------------TCTTC---GGCTACCTCCGTGGGTGTGGTAGTCAGCGGAGGTAG---CACTGTCGCCGCAGGTGTTGGCAA----CG-----------------------------------GTGGCAGC------------------------------------------------------------------------------------------------------------G------------------GCGGC------------------------------------------------------------------------------------GG

droMoj3 scaffold_6680:12673927-
12674083 -

CATC-------------------------------CTC---GGCCACATCTGTGGGTGTGGTAGTCAGCGGAGGCAGCACTGTAACTGCAGGTGTGG---GTAA----CGG----TGGCAGTGGTAGTG----------------GCAGCGGTG------------------------------------------------------------------------------------------G---CAG------------------------------TGGCGCTGGCTCA--------GCT----------------G------CGGCAGTCGCTCGACGTTTCTCCATGGAGGGAGTTGGTGCGCG

droGri2 scaffold_15110:19050236-
19050272 +

----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCGCCCGACGCTTCTCCATGGAAGGAGTTGGTGCGCG
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:15623135-15623399
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:15623135-15623399
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32448.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:8105349-8105580
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_141.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:16004417-16004648
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_398.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:18248785-18249019
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr3L_random_063:45313-45550
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409824:59378-59582
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302334:363840-364038
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415815:285918-286113
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491193:5187656-5187872
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000767651:14778-14976
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454065:1302305-1302523
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000301706:18088-18319
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:11152549-11152741
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396569:234458-234644
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:8226765-8226942
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_40:417506-417683
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004837:1626531-1626681
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:18573167-18573254
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:12673927-12674083
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:19050236-19050272
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TTGTTTATATATTCCGCCAAATTTCATCAATTGATGTCGCAGCATGTCCACTTGCAGTTCATCCGAGATAGCGGAGAAGAAGCGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAGCTGCTGGCCAGCGCATCCGCAACCAATGGAAAATCAACAACGTCTGCAACAGGTGCGACGCAACATGCGAGTGATGCCAAATCGAGTCCAAATCAACCTCAGGCC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR618934

dsim w501
ovaries

M024

male
body

SRR553486

Makindu_3
day-old
ovaries

SRR553488

RT_0-2
hours
eggs

M023

head

M053

female
body

O002

Head

SRR553485

Chicharo_3
day-old
ovaries

GSM343915

embryo

SRR553487

NRT_0-2
hours
eggs

.....................................................................................ATTGCGCTGGCCAAGCTGCAGG....................................................................................................................... 22 0 1 3.00 3 1 0 0 1 0 1 0 0 0 0

..................................................................................................................................................................GTCTGCAACAGGTGCGA............................................... 17 0 4 2.25 9 9 0 0 0 0 0 0 0 0 0

......................................................................................................................CAGCTGCTGGCCAGCGCATC........................................................................................ 20 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0

...........TTCCGCCAAATTTCATCAATTGA................................................................................................................................................................................................ 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0

.....................................................................................ATTGCGCTGGCCAAGCTGCAGGC...................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0

.....................................................................................ATTGCGCTGGCCAAGCTGCAGGG...................................................................................................................... 23 1 1 1.00 1 0 0 0 0 0 0 0 1 0 0

....................................................................TAGCGGAGAAGAAGCGCATTGCG....................................................................................................................................... 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0

.........................................................TTCATCCGAGATAGCGGAGAAGAAGC............................................................................................................................................... 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0

..................................................................GATAGCGGAGAAGAAGCGC............................................................................................................................................. 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0

............................................................................AAGAAGCGCATTGCGCT..................................................................................................................................... 17 0 2 0.50 1 0 0 1 0 0 0 0 0 0 0

.................................................................................................................................................................CGTCTGCAACAGGTGC................................................. 16 0 4 0.50 2 0 0 0 0 0 0 0 0 0 2

...................................................................................................................................................................TCTGCAACAGGTGCGA............................................... 16 0 4 0.50 2 2 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................GTCTGCAACAGGTGC................................................. 15 0 4 0.25 1 1 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................TCTGCAACAGGTGCG................................................ 15 0 4 0.25 1 0 0 1 0 0 0 0 0 0 0

.................................................................................................................................................................CGTCTGCAACAGGTGCG................................................ 17 0 4 0.25 1 1 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................CGTCTGCAACAGGTGCGT............................................... 18 1 5 0.20 1 1 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................CTGCAACAGGTGCGA............................................... 15 0 6 0.17 1 1 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AACAAATATATAAGGCGGTTTAAAGTAGTTAACTACAGCGTCGTACAGGTGAACGTCAAGTAGGCTCTATCGCCTCTTCTTCGCGTAACGCGACCGGTTCGACGTCCGGTTCTTCAGGGTCGACGACCGGTCGCGTAGGCGTTGGTTACCTTTTAGTTGTTGCAGACGTTGTCCACGCTGCGTTGTACGCTCACTACGGTTTAGCTCAGGTTTAGTTGGAGTCCGG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR618934

dsim w501
ovaries

M024

male
body

SRR902009

testis

SRR553487

NRT_0-2
hours
eggs

GSM343915

embryo

SRR553486

Makindu_3
day-old
ovaries

......................................................................................AACGCGACCGGTTCG............................................................................................................................. 15 0 3 1.67 5 5 0 0 0 0 0

....................................................................................................................................................................................................CGGTTTAGCTCAGGTTTAGTT......... 21 0 1 1.00 1 0 0 1 0 0 0

.....................................................................................TAACGCGACCGGTTCG............................................................................................................................. 16 0 1 1.00 1 1 0 0 0 0 0

.................................................................................................................................................................GCAGACGTTGTCCACGC................................................ 17 0 4 0.50 2 2 0 0 0 0 0

..................................................................................................................................................................CAGACGTTGTCCACGCT............................................... 17 0 4 0.50 2 2 0 0 0 0 0

.................................................................................................................................................................GCAGACGTTGTCCACGCT............................................... 18 0 4 0.25 1 1 0 0 0 0 0

...............................................AGTGAACGTCAAGTA.................................................................................................................................................................... 15 1 20 0.05 1 0 0 0 0 0 1
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 2l:4768975-4769200 + dsi_32450 TT----GTTTATATATTCCGCCAA--------ATTTCATCAATTGA--TGTCGCAGCATGTCCACTTGCAGTTCATCCGAGATAGCGGAGAAGAAGCGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAGCTGCTGGCCAGCGCATCCGCAACCAATGGAAAA------TCAAC---AACGTC------TGCAACAGG---TGCGACGCAACATGCGA------------GTGATGCCA---AATCGAGTCCAAATCAACCTCAGGCC
droSec2 scaffold_5:3042277-3042502 + dse_216 TT----GTTTATATATTCCGCCAA--------ATTTCATCAATTGA--TGTCGCAGCATGTCCACTTGCAGTTCATCCGAGATAGCGGAGAAGAAGCGCATTGCGTTGGCCAAGCTGCAGGCCAAGAAGTCCCAGCTGCTGGCCAGCGCATCCGCAACCAATGGAAAA------TCAAC---AACGTC------TGCTATAGG---TGCGACGCAACATGCGA------------GTGATGCCA---AATCGAATCCAAATCAACCGCAGGCC
dm3 chr2L:4955540-4955765 + dme_401 TT----GTTTATATATTCCGCCAA--------ATTTTATCAATTGA--TGTCGCAGCATGTCCACTTGCAGTTCATCCGAGATAGCGGAGAAGAAGCGCATTGCGCTGGCCAAATTGCAGGCCAAGAAATCCCAGCTGCTGGCCAGCGCACCCGCAACCAATGGAAAA------TCAAC---AACGTC------TGCAACAGG---TGCGACGCAACATGCGA------------ATAATGGAA---AATCAAATCCCAATCAACCGCAGGCC
droEre2 scaffold_4929:5031991-

5032213 +
TT----GTTTATAAATTCCGCCAA--------ATTTCGTTAATTTA--TGTCGCAGCATGTCCACTTGCAGTTCATCCGAAATAGCGGAGAAGAGGCGCATTGCGCTGGCCAAATTGCAGGCCAAGAAGACCCAGCTGCTGGCCAGCGCATCCATATCCAACGGAAAA------TCAA------CGAC------TGCAACAGG---TGCTCCGCAGCATGCCC------------ATAATGGAA---ATTCGGATCCCAAACAACCGCAGGCC

droYak3 2L:10571198-10571423 - dya_1788 TT----GTTTATATATTCCGCCAA--------ATTTCGTTAATTGT--TGTCGCAGCATGTCCACTTGCAGTTCATCCGAAATAGCGGAGAAGAAACGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAGCTGCTGGCCAGCGCATCCACATCCAACGGAAAT------TCAAC---AACGAC------TGCAACAGG---TGCTCTACAACAATCCA------------GTAATGGAA---ATTCGAATCCCAAGCAACCGCAGGCC
droEug1 scf7180000409005:837236-

837462 +
------GTTTATTTATTCCGCCAA--------ATTTTGTTTATTGG--TGTCGCAGCATGTCCACTTGCAGTTCATCCGAAATAGCGGAGAAGAAGCGCATTGCCTTGGCTAAGCTGCAAGCCAAGAAGTCACAATTACTGTCTACCACATCTACCTCCAATGGAAAA------TCACAATCCAATGA------TCAAACAAG---TGGGAAGCAACAAGTTC------------GGAATGGAA---ATCCAAATCCAAAACAACCCCAGGCT

droBia1 scf7180000302188:1539555-
1539777 +

TT-TCTGTTTGGTTATTCCGCCAA--------ATTTCGTGAATTTG--TGTCGCAGCATGTCCACTTGCAGTTCGTCCGAAATAGCGGAGAAAAAGCGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAGCTGCTGGCCAGTGCATC------CGGCGGAAAG------TCAGC---CCCGAA------TCCAACAAG---TGCGCTGCAACAAGTCA------------CGAATGGAA---ACTCGAAACCCAATAAACCGCAGGCC

droTak1 scf7180000415705:273650-
273856 +

CT----GTTCTGTTTTTCCGCCAAATCTCAAAATCTCGTCAATTGT--TGTCGCAGCATGTCCACTTGCAGTTCGTCGGAAATAGCGGAGAAGAAACGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAGTTGCTGGCCAGTGCATC------CGGCGGAAAG------TCCAC---CGCGAC------TGCAACAAG---TG---------------------------------GAA---ATGCGAATCCCAATCAACCGCAGGCC

droEle1 scf7180000491046:2622796-
2623018 +

------GTTTATTTATTCCGCCAA--------ATTTCGTTAATTTTCCTGTTGCAGCATGTCCACCTGCAGTTCATCCGAAATAGCGGAAAAGAAGCGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAACTGCTGGCCACCACATC------CGCCGGAAAG------TCATC---CACTGCTCC---GCCAACAAA---TGCGCAGCAACAAGTCC------------GCAATCAAA---ATGCGAGTCCCAATCAACCGCTGGCC

droRho1 scf7180000779695:7627-7849 + ------GTTTATTTAATCCGCCAA--------ATTTCGTTAATTGTCTTATCGCAGCATGTCCACTTGCAGTTCGTCCGAAATAGCGGAGAAGAAGCGCCTTGCGCTGGCCAAGCTGCAAGCCAAGAAGTCCCAACTACTGGCCAACGCATC------CAGCGGAAAG------TCATC---CACAGCTCC---TCCAGCAAA---TGCGCAGCAACAAGTCC------------GGAATCAAA---ATGCGAGTCCCAATCAACCGCTGGCC
droFic1 scf7180000453842:1297058-

1297272 -
------GTTTACTAATTCCGCCAA--------ATTTCGTTAATC-----GTCGCAGCATGTCATCTTGCAGTTCGTCTGAAATTGCGGAGAAGAAGCGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAGTTGCTAGCCAGCTCAAC------CAGCGGAAAG------CTAAC---CACGAA------TCCAACAAA---TGCGCAGCAACAAGTTG------------GGAATAGAA---ACGGAAATCCGAATCAACCACAAGCC

droKik1 scf7180000302271:69295-69527
+

TTGTTTGTTTTTATTTTCCGCCAA--------ATTTCGTCGCAAAT--TGTCGCGACATGTCCACATGCAGTGCGTCCGAGATTGCGGAGAAGAAGCGCATTGCTCTGTCCAAGCTGCAGGCCAAGAAGTCCCAGCTCCAGGCCAGTGGGAA------TGGCGGGAGACCAGCCC---C---GACGAT------TCCAACAGGCGCCGCCCAGCAACAAGTCC------------ACAGTGGAAGCCATGGTAATCCGAATCAACCGCAGGCC

droAna3 scaffold_12943:2696398-
2696609 +

------GTTTAT-TATTCCGCCAA--------AAAACGT-ATTTGATTCCATGCACAATGTCTGCCTGCAGTGCCATCGAAATCGCGGAGAAGAAACGCATTGCACTGGCCAAGCTGCAGGCGAAGAAGGCGCAGATCCTAGCTGGC---------------GGAAAAGCCACCCCGTC---CACAAG------TGCAACAAG---TGTGCAGCAAAAACCGC--------------AA-ACAA---ATGTGAACTCCAATGTGCCACAGGTC

droBip1 scf7180000396535:2094224-
2094437 +

TT----GTTTAT-TATTCCGCCAA--------AAAACCT-ATTTGATTAAATGCACAATGTCTGCCTGCAGTGCCACCGAAATTGCCGAGAAGAAACGCATTGCACTAGCCAAGCTTCAGGCGAAGAAGACACAGCTCCTGGCTGCCGGAGCAGCA---------ACC------TCGTC---CACAAC------TCCAACAAG---TGCGCAGCAAAAACCCA-------------CAA--CAA---ATGGGAACTCCAATGTGCCACAGGTC

dp5 4_group4:1471206-1471364 + TG------------------------------------------------GCTTAATATGTCCACTTGTAGCATTGCTGAAATAGCAGAAAAGAAGCGCGCTGCCTTGGCCAAGCTGCAAGCCAAAAAGTCGCAGCTC---GTCAACTC---------------------------------TAAGGCGCCGCCGACAAAAAA---CGCGCAGCAACAAGTAC---------------------------CAAATCCCTCCCAGCTGGCCTCA
droPer2 scaffold_10:473217-473369 + ------------------------------------------------------AGTATGTCCACTTGTAGCATTGCTGAAATAGCAGAAAAGAAGCGCGCTGCCTTGGCCAAGCTGCAAGCCAAAAAGTCACAGCTC---GTCAACTC---------------------------------TAAGGCGCCGCCGACAAAAAT---CGCGCAGCAACAAGTAC---------------------------CAAATCCCTCCCAGCTGGCCTTA
droWil2 scf2_1100000004585:1582237-

1582389 -
----------------------------------------AATTCA--TGTTGTGAAATGTCGGCCTGCAGTGCTACGGAAATAGCTGAAAAGAGGCGCATTGCCTTAGCCAAACTGCAAGCCAAGAAGACCCAATTGTC------------CACATCTCCGAAAATT------CCATC---TGCCGC------TTCAACAGG---TTC------------------------------------------------GGCTCAGCTGACCGCC

droVir3 scaffold_13246:1175575-
1175756 -

T-----------ATATCCTGCAAA--------TTAGTATTAAGTAG--CGAC-AACCATGTCCGTCTGCACGGCTGCCGAGATAGCTGAGAAGCGACGCATTGCACTGGCCAAGCTGCAGGCGAAAAAGGCCCAAGCGCCGGCCATAAAACCCT------------------------------------------CAACAAG---TGTCA-GCGAGCAGCTGGGCGCCAAGTCGG---------------------CAATCAACTTCT--AC

droMoj3 scaffold_6500:4738876-
4739013 +

---------------------------------------------------------ATGTCAGTCTGCACAGCAGATGAGATTGCAGAGAAACGGCGCATCGCACTAGCCAAGCTGCAGGCTAAGAAAAACCAAACACCAGCCGTAAATTC------AAACACAAA------------------GCC------CGCCACAAA---TGTCAA---------------------------------------------CGAACAATTGGGCGCA

droGri2 scaffold_15252:16053753-
16053879 +

---------------------------------------------------------ATGTCAGTTTGCACATCCGCTGAGATAGCAGAGAAACGTCGCATTGCACTGGCTAAGCTGCAGGCAAAAACTAAACAA-----------------------------------------------------------------------GGCCCGCCAACAAATTC------------AA-ATGCAA---AACCTGCTTCAAAT--ATTTTGAGCG
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:4768975-4769200
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:4768975-4769200
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32450.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_5:3042277-3042502
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_216.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:4955540-4955765
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_401.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:5031991-5032213
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:10571198-10571423
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1788.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409005:837236-837462
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302188:1539555-1539777
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415705:273650-273856
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491046:2622796-2623018
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779695:7627-7849
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453842:1297058-1297272
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302271:69295-69527
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12943:2696398-2696609
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396535:2094224-2094437
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group4:1471206-1471364
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:473217-473369
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004585:1582237-1582389
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13246:1175575-1175756
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:4738876-4739013
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:16053753-16053879
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Sense Strand Reads
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CCAGCTAGACGAAAACAATAACAATAGTAATACTATTCGAAGTTACTAATACTAATCAATAGGCAGCAGGCTTTTCGTTTGTGTGTGCCTGCTCCCTCTCGCGTATAGTATATACCCATGTGCCAGAGAGAGCAAGCCGAAAACGAAAAGAGAGCGAGAGTCGGGCGAAGGAAAAAAATATCGCCACAGTTGCCGTATGCCGCCTTCGTCGTCGGTTGCAAAAGAT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR618934

dsim w501
ovaries

SRR553486

Makindu_3
day-old
ovaries

SRR553488

RT_0-2
hours
eggs

M024

male
body

SRR553485

Chicharo_3
day-old
ovaries

SRR902008

ovaries

SRR902009

testis

SRR553487

NRT_0-2
hours
eggs

M023

head

......................................................................................................................TGTGCCAGAGAGAGCAAGCCGA...................................................................................... 22 0 1 2.00 2 0 1 0 0 1 0 0 0 0

.......................................................TCAATAGGCAGCAGGCTTTTCGT.................................................................................................................................................... 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0

.......................................................................TTTTCGTTTGTGTGTGCC......................................................................................................................................... 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0

........................................................................................................................TGCCAGAGAGAGCAAGCCGAAA.................................................................................... 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0

..................................................................................................................................................AAAGAGAGCGAGAGTCGGGCGT.......................................................... 22 1 1 1.00 1 0 0 0 0 0 0 1 0 0

........................................................................................................................................................................................CACAGTTGCCGTATGCCG........................ 18 0 1 1.00 1 0 0 0 1 0 0 0 0 0

.........................................................................................................TAGTATATACCCATGTGCCAGAGAG................................................................................................ 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0

......................................................................................................................TGTGCCAGAGAGAGCAAGCCG....................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0

..........................................................................................................................................GAAAACGAAAAGAGAGCGAGAGTCGGGC............................................................ 28 0 1 1.00 1 0 0 0 0 0 1 0 0 0

......................................................................................................................................................................................................GCCGCCTTCGTCGTCGGTTGCAAAAG.. 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0

..............................................................................................................................AGAGAGCAAGCCGAA..................................................................................... 15 0 20 0.05 1 0 1 0 0 0 0 0 0 0

Anti-sense strand reads

GGTCGATCTGCTTTTGTTATTGTTATCATTATGATAAGCTTCAATGATTATGATTAGTTATCCGTCGTCCGAAAAGCAAACACACACGGACGAGGGAGAGCGCATATCATATATGGGTACACGGTCTCTCTCGTTCGGCTTTTGCTTTTCTCTCGCTCTCAGCCCGCTTCCTTTTTTTATAGCGGTGTCAACGGCATACGGCGGAAGCAGCAGCCAACGTTTTCTA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR902009

testis

M023

head

SRR902008

ovaries

GSM343915

embryo

SRR553488

RT_0-2
hours
eggs

.................................................................................................................................................................................TATAGCGGTGTCAACGGCATA............................ 21 0 1 1.00 1 1 0 0 0 0

.....................................................................................................................................................................................GCGGTGTCAACGGCATACGGCG....................... 22 0 1 1.00 1 1 0 0 0 0

.........................................................................................................................CGGTCTCTCTCGTTCGGCTT..................................................................................... 20 0 1 1.00 1 0 1 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 3r:22831728-22831953 - dsi_32449 CCAG------------CTAGACGAA---------AACAATAACAATAGTAATACT--A---TTCG-AAGTTACTAATACTAATCAATAG--GCAGCAGGCTTTTCG-------------TTTGTGTGT--GCCTGCT----CC--CTC------TCGCGT---ATAGTATATACC----CATGTGCCA----G--A------------------------------------------------------------------G--AGAGC------AAGCCGAAAACGAA-------------------------------------AA-------------------GAGA--GCGAGAGTCG--GGC----------GAAGGAAAAAA--ATAT------CGCCACAGTT-GCCGT------ATGCCGCCTTC-GTCGTCGGTT----GCAAAAGAT
droSec2 scaffold_22:40478-40703 - dse_167 CTAG------------CTAGACGAA---------AACAATAACAATAGTAATACT--A---TTCG-AAGTTACTAATACTAAGCAATAG--GCAGCAGGCTTTTCG-------------TTTGTGTGT--GCCTGCT----CC--CTC------TCGCGT---ATAGTATATACC----CATGTGCCA----G--A------------------------------------------------------------------G--AGAGC------AAGCCGAAAACGAA-------------------------------------AA-------------------GAGA--GCGAGAGTCG--GGC----------GAAGGAAAAAA--ATAT------CGCCACAGTT-GCCGT------ATGCCGCCTTC-GTCGTCGGTT----GCAAAAGAT
dm3 chr3R:23406959-23407185 - dme_400 TCAG------------CTAGATGAA---------AACAATAACAATAGTAATACT--A---TTCG-AAGT-ACTAATACTAATCAATTG--GAGGCAGGCTTTTCG-------------TTTGTGTGT--GCCTGCT----CC--CTC------TCGCGT---ATAGTATATACC----CATGTGCCA----G--A------------------------------------------------------------------G--AGAGC------AAGCCGAAAACGAA-------------------------------------AA-------------------GAGAGCGCGAGAGTCG--GAC----------GAAGGAAAAAA--ATAT------CGCCACAGTT-GCCGT------ATGCCGCCTTC-GTCGTCGGTT----GCAAAAGAT
droEre2 scaffold_4820:4630700-

4630918 +
der_1529 TCAG------------CAAGAAGGA---------AACAATAACAATAGTTATATT--A---TTCC-AAGT-ACCAATACTATGTAATAG--AAAGAGGGATTTTCA-------------TTTGTGCGT--GCCTGCT----CC--CTC------TCGCGT---ATAGTATATACA----CATGTGCAA----G--A------------------------------------------------------------------G--AGAGC------AAGCCGAA-------------------------------------------AA-------------------GAGA--GCGAGAGTCG--GGC----------GAAGGAAAAAA--ATAT------CGCCACAGTT-GCCGT------ATGCCGCCTTC-GTCGTCGGTT----GCAAAAGAT

droYak3 3R:23081019-23081237 + TCAG------------CCAGAAGAA---------AACAATAACATTAGTAATATT--A---TTCA-AAGT-ACCAATACTGTGTAATAC--AAAGCAGGCTTTTAA-------------TTTGTGTGT--GCCTGCT----CC--CTC------TCGCGT---ATAGTATATACA----CATGTGCAA----G--A------------------------------------------------------------------G--AGAGC------AAGCCGAA-------------------------------------------AA-------------------GAGA--GCGAGAGTCG--GGC----------GAAGGAAAAAA--ATAT------CGCCACAGTT-GCCGT------ATGCCGCCTTC-GTCGTCGGTT----GCAAAAGAT
droEug1 scf7180000409770:888857-

889076 -
CCAT------------CCAGAAA-----AGACACAATAATAACTTAAGGAGAAAT--A---TTTC-AAGT-ACTAGT------CATTTCTTT-----GGCATTTTA-------------TTTGTGTGT--AATTACTCTCTCTATCTCTCTGCATGGCGT---ATAGTATATACA----CATGTGCAAAA--G--A----------------------------------------------------------GA-----------------------------------------------------------------------AA-------------------GAGA--GCGAGAGTCG--GGC----------GAAGGAAAAAA--ATAT------CGCCACAGTT-GCCGT------ATGCCGCCTTC-GTCGTCGGTTGGGTGCAAAAGAT

droBia1 scf7180000302075:1520915-
1521075 +

TTGG------------CCGGAGAAA---AGA---AACAATAACAATAGGGAAAAT--A---GTTG-CAGT-ACTGCTGGTGA----------------------------------------------------GAG----AG--CCC------TCGCGT---ATAGTATATACA----CATGTGCAAAA--G--A----------------------------------------------------------GA------GGGA-------------------------------------------------------------GA-------------------GAGA--G-------CG--GGC----------GAAG-AAAAAAATATCT------CCCCACAGCT-GCCGT------ATGCCGCCTTC-GTCGT------------------

droTak1 scf7180000413872:284259-
284469 -

TCAG------------TCAGATT----TAGA---AACAATAACAATAGGAGAAGT--A---TTTC-AAGT-AGTACT------CAAATCTCT---CCGT------ATTTGTAT--G---T-GGTGTGT----GGGAG----AG--CAT------TCGCGT---ATAGTATATACA----CATGTGCAAAA--G--A----------------------------------------------------------GA------GAAAGAGC------AGGCCGAA-------------------------------------------AA-------------------GAGA--G-------------C----------GAATGAAAAAA--ATAT------CGCCACAGTT-GCCGT------ATGCCGCCTTC-GTCGTCGGTTG-GTGGAAAAGAT

droEle1 scf7180000491261:1896646-
1896863 -

TCAG------------TCAGATA-----AGC---AACAATAACAATAGACAACACATACACCTTG-AAGC-TCTACT------CATTTCTCT-----GGC---TCA-------------TTTGTGTGT--G--TGCC----GT--TTC------TCACGT---ATAGTATATACA----CATGTGGAAAA--G--A------------------------------------------------------------------G--AGAGC------AAGCCGAA-------------------------------------------AA-------------------GAGA--GCAAGAGTCG--GGC----------GAAGGAAAAAA-AATAT------CGTCACAATT-GCCGT------ATGCCGCCTTG-CTCGTCGGTTGGGTGCAAAAGAT

droRho1 scf7180000767320:9576-
9792 -

TCAG------------AAAGATAAC---------AACAATAACAACAGGCACCAT--AAACTCTT-AACT-ATTGCT------CGTTTCTCT-----GG--TTTTG-------------TTTGTATGT--G--TGCC----GT--CTC------TCACGT---ATAGTATATACA----CATGTGCAAAAGTG--A------------------------------------------------------------------G--AGAGC------AATCCGAA-------------------------------------------AA-------------------GAGA--GCAAGAGTCG--GGC----------GAAGAAAAAAA--ATAT------CGCCACAGTT-GCCGT------ATGCCGCCTTG-GTCGTCGGTTGGGTGCAAAAGAT

droFic1 scf7180000453826:309181-
309404 +

ATAA------G-----TCAGGGA-----ACT---AACAATAACAAAAGGGAAATT--A---TTTT-AAGT-ACTACC------CATTGCTGT-----GGT---TCT-----A--CGAG-TTTGTGTGG--GTTTGCAGTCTCT--CGC------TCGCGT---ATAGTATATACA----CATGTGCAAAT--G--A------------------------------------------------------------------G--AGAGC------AAGCCGAA-------------------------------------------AA-------------------GAGA--GCGCGAGTCG--GGC----------GAAGGAAAAAA--ATAT------CGCCACAGTT-GCCGT------ATGCCGCCTTC-GTCGTCTGTTGGGTGCAAAAGAT

droKik1 scf7180000302697:675387-
675614 -

CCAGTATTAACTCTCTGTCGAGAAC---------AACAATAACAATAAGCCAAAT--A---TTTC-AAGT-ACTGCT------CATTTCTCA-----GC-TTTTCT-----TC--G---C-CGTGTG--------CG----CG--CTC------TCGCGTACTATAGTATATACA----CATGTGGGG----G--AGA--------------------------------------------------------GAAAGA--G--AGAGC------GAGACGAA-------------------------------------------A----------------------GA--GAGAGAGTCG--GGC----------GAATGAAAAAA--ATAT------CGCCACATTT-GCCGT------ATGCCGCCTTC-GTCGTCGGTTGGGTGC-AAAGAT

droAna3 scaffold_13340:19285476-
19285789 +

dan_4052 TCAC------------CCACAACAAATCAAC---AACAATAACAATACCAAAATT--A---TTTCAATAT-ATTTCT------CATATCTTT-----CTA---CCA-------AAGCG-CCTGT------------G----TG--TTC------TCACCT---ATAGTATATATA----GCAGCGCCACTGGGAGAGTGAAATTTTAATCAAGAGAGAGAGAGGTAGTCGGGCACTTGCCGTCTCGAGTCTAGAGAAAGAGAGAGAGAGCTCTCCCAAACGGTAAAG---CATGTCCGAACCGGGTAT--------------------------------------------------GGATAAATGGCTAGCGAACTCGAACAAAAGCG--AACT---------CGAAGATGCCCGT------ATGCCGCCTTC-GTCGTCGGTTGGGTGCGAAAGAT

droBip1 scf7180000396413:3081059-
3081368 -

ACAA------------CAAATCAAC---------AACAATAACAATACCAAAATT--A---TTTTCATAT-ATTTCT------CATTTCTCT-----CTA---TAA-------TTATGGC-TGTGTGT----GTGTT----AG--TTC------TCACCT---ATAGTATATATA----GCAGCGCGACTGGGAGAGTG----------------------------TCAAGCACTTGCCGT-------CTAGAGAAAAAGAG--AGAGTTCAACCAATCGGTAAAG---CATGTACGAACCGGGTATGGATAATGGATAAGGTTGTGG-------------------TGGTGCGCACGGATAAATGGCTAGCGAACTCGAACAAAAGCG--AACT---------CGAAGATGCCCGT------ATGCCGCCTTC-GTCGTCGGTTGGGTGCAAAAGAT

dp5 2:9056108-9056281 - T-----------------------------------------------------------------------------------------------------TTCG-------------C-TGTGTGTGCGGTCGTT----CT--CTC------CC-CAT---AAAGTATATACACACACATATAGAA----G--AGAG-----------------------------------------------AGCCCAGCGAAAGAGAGTGG-------------------------------------------------------------GA-------------------GAGAGCGTGAGAGTGAATGGC----------AGAGGAAAAAAATATAT------CGTCTCAGTT-GCCGTATGCGTATGCCGCCTTCGGTCGTCGGTT----TTAAAAGAT
droPer2 scaffold_0:2869191-

2869364 -
T-----------------------------------------------------------------------------------------------------TTCG-------------C-TGTGTGTGCGGTCGTT----CT--CTC------CC-CAT---AAAGTATATACACACACATATAGAA----G--AGAG-----------------------------------------------AGCCCAGCGAAAGAGAGTGG-------------------------------------------------------------GA-------------------GAGAGCGTGAGAGTGAACGGC----------AGAGGAAAAAAAAAAAT------CGTCTCAGTT-GCCGTATGCGTATGCCGCCTTCGGTCGTCGGTT----TTAAAAGAT

droMoj3 scaffold_6540:32543020-
32543139 +

C------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A----G--A------------------------------------------------------------------G--AGCGC------AAACCAAAAAAAAA-------------------------------------AAAAAACGACTTTCTTTGTGCCGCA--GCAGCAGCGG--CGC----------CAGCGGCAGCG--ATGTCGCCGTCGTTTTAGTT-GCCGT------ACGTCGCTGTC-GTCGTCGGTTG------------
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AGCATTTCCTGTCTATGGCCCGATCACTCCGCATGGCTGCCGGCTCTCTCCACATCTGAGTTGTGCCTATTCGAGCTCCTGGGGTGAGGCACAAAGGAGACGGAGCCAGATAGTGTTCCATCTCCTTTGTGGCTATTTTTAAAGCCACAAAGCCCCGTCTTCTGTTTCCCAGCTATTTCGCGCTAGTTGTCAGTCCAGATCGATCCAACTTGTGATGGAATCATCTTATTAACCAGTTAATACTTTTCATGAGAAT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR902009

testis

SRR553488

RT_0-2
hours
eggs

O001

Testis

SRR553487

NRT_0-2
hours
eggs

....................................................................................................................TCCATCTCCTTTGTGGCTA......................................................................................................................... 19 0 1 1.00 1 0 0 1 0

.....................................................................................GAGGCACAAAGGAGACGGA........................................................................................................................................................ 19 0 1 1.00 1 1 0 0 0

.....................................................................................GAGGCACAAAGGAGACGGAG....................................................................................................................................................... 20 0 1 1.00 1 1 0 0 0

Anti-sense strand reads

TCGTAAAGGACAGATACCGGGCTAGTGAGGCGTACCGACGGCCGAGAGAGGTGTAGACTCAACACGGATAAGCTCGAGGACCCCACTCCGTGTTTCCTCTGCCTCGGTCTATCACAAGGTAGAGGAAACACCGATAAAAATTTCGGTGTTTCGGGGCAGAAGACAAAGGGTCGATAAAGCGCGATCAACAGTCAGGTCTAGCTAGGTTGAACACTACCTTAGTAGAATAATTGGTCAATTATGAAAAGTACTCTTA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR902009

testis

SRR553485

Chicharo_3
day-old
ovaries

SRR553488

RT_0-2
hours
eggs

SRR618934

dsim w501
ovaries

SRR553486

Makindu_3
day-old
ovaries

..............................................................................................................................................................................................GTCAGGTCTAGCTAGGTTGA.............................................. 20 0 1 1.00 1 1 0 0 0 0
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Species Coordinate ID Alignment
droSim2 3r:562704-562959 - dsi_32452 AGCATTTCCTGTCTATGGC-------CCGATCACTCCGCATG---GCTGC-------CGGCTCTCTC------------------------------------CACATCTGAGTTGTGCCTATTCGAGCTCCTGGG-GTGAGGCA--------CAAAGGAGACGGAGCCAGATAGTGTTCC-----ATCTCCTTTGTGGCTATTTTTAAAGC--------------------------------------------------------------CACAAAGCCCCGTCTTCTG-TTTCCCAGCTATTTCGCG-CTAGTTGTCAGTCCAGATCGATCC--------------------------------------------------------------------------AACTTGTGATGGAATCATCTTATTAACCAGTTAA---------TACTTTTCATG---------------AGAAT
droSec2 scaffold_6:727976-728198

-
dse_156 AGCATTTCCTGTCTATGGC-------CCGATCACTCCGCATG---GCTGC-------CGGCTCTCTC------------------------------------CACATCTGAGTTGTGCCTATTTGAGCTCCTGGG-GTGAGGCA--------CAAAGGAGACGGAGCCAGATAGTGTTCC-----GTCTCCTTTGTGGCTATTTTTAAAGC--------------------------------------------------------------CACAAAGCCCCGTCTTCTG-CTTCCCAGCTATT------------------------------------------------------------------------------------------------------------TGTGATGGAATCATCCTATTAACCAGTTAA---------TACTTTTCATG---------------AGAAT

dm3 chr3R:627985-628097 - AGCATTACCTGTCTATGGC-------CCGATCAATCCGCATG---GCGGC-------CGGCT--CTA------------------------------------CACCTCTG---------------AGCTCCTGGG-GTGAGGCA--------CTA----------------TCTGGTTCC-----GTCTCCTTTGTGGCTATTTTTAAAGC--------------------------------------------------------------C------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droEre2 scaffold_4770:935865-

936047 -
AGAATTTCCTGTCTCAC--------------------------------------------------------------------------------------------------------------CCTCCTGGG-GTGAGGCA--------CTA----------------TCTGGTTCC-----GTCTCCCTTGTGGCTATTTTTAAAGC--------------------------------------------------------------CACAAAGCCGGGTCTTCTG-CTTCCCAGCCATTTCGCG-CTAGTTGTCAGTTCAGATCGATGT--------------------------------------------------------------------------ACCTTATGATCGAATCATCCTATTAACCAGTTAA---------CATTTTTCATT---------------GCAAT

droYak3 3R:946930-947121 - AGAATTTCCTGTCTACTCC-------GCGGTTACC-----------------------AACT----------------------------------------------------------------A--GTCTGGG-ATAAGGCA--------TTA----------------GCTGCTTCCG-T--GTCTCCTCTGTGGCTCCTTTTTAA-AAG-------------------------------------------------------------------CCACGTCTTCTG-ATTCCCAGCCATTTTGTG-TTATTAGTCAGTCCAGATCGGTCT--------------------------------------------------------------------------AATGTATAATGGATTCATC-TGTTAACTAGTTTA---------CATTTTTCATT---------------GCAAA
droEug1 scf7180000409759:562223-

562462 -
--CATTTCCTGTCTGCGAC-------CCGATCACTTCGCTTG---GCTGC-------GT--------------------------------------------------------CTGGCTATCGGAGTTCCTGGG-GTGAGGCA--------CTT----------------ACCAGATCC-----GTCTCCTTTGTGACTATATTTAAG-TCGCATTT------------------------------------------------------------------GCCTACAG-TTTCTTAGACTTCTTGCA-TCGAGCATCGAACTAGGTTGTTTT-------------------------------GACAGTAGGAATTTTGCCAGACTAAT-------TC--------TTTTTGAATCGCACTCATCGAACCGTCCTGGCTA---------TGTCAATCAAG---------------A-GAA

droBia1 scf7180000302411:361978-
362193 -

AGTTTTTCCTGCATGTGGC-------CCGATCACTTCGC-TG---GCTGC-------GTCCT--CTG------------------------------------CATTTCCGAGTTCTGCCCATAACAGTTCCTGGG-GTGAGGTT--------ATA----------------TCTAGA-CC-----GTCTCCATTGTGACTATTTTTAAC-TCGCATGC--------------------------------------------------------------TGTC---TCTAGATTTTTTAAACACTCCAAT----------------------------------------------------------------------------------GCTGAGTTTTCTA-TGAATTTTGTGAT--------------ATCGCGAATA---------TGTTAATCTAACATCATT----------TAT

droTak1 scf7180000415261:499526-
499812 +

AGCATTTCCTGTCTGCGGT-------CCGATCACTTCGCTTG---GCTGC-------CTCCT--CTG------------------------------------CATTTCTGAGCCCTGCCTATTCAAGTTCCTGGG-TTGAGGCT--------CTA----------------TCCGGTTTC-----TTCTTCATTGGGGCTATTTTAAAG-TCGCGTTA-----------------------------------------------------GCAACTATG---------TAG--TTTCC--------TGCA-ACTATAGCCAAACAAAATTTAACTAATTGTATAAATTTATTGACACCTCCGAATTTGTAG-AAGAATATT-----------G-----------------TTTGGAATCTTACATGACGAGTTATCCTGATAA---------TGTTAGTCCAGAAT-ATTTGTAAGACGCAAT

droEle1 scf7180000491104:2403874-
2404053 -

AGCATTTCCTGTCTGTGCC-------CCGATCACTTCGCTTG---GCTGC-------CTCCT--CTG------------------------------------CATTTTTGAGTTCTGCATATTCGAGTTCCTGGGGGTGAGAATAGACTCTTCTA----------------TCTGGTTCC-----GTCTCCTTTGTGACTATTTTTAGG-TCGCGAGT--------------------------------------------------------------TGCC----------------------TTGCA-CTGATAGCCAAACAAAATCAAACT--------------------------------------------------------------------------AATTT---------------------------------------------------------------------

droRho1 scf7180000778917:8439-
8566 +

AGCATTTCCTGTCTGTGCC-------CCGATCACTTCGCTTG---GCTGC-------CTCCT--CTG------------------------------------CATTTCTGAGTTCTGCATATTCGAGTTCCTGGG-GTGAGGGT---CTTCTCTA----------------TCTGGTTCC-----GTCTCCTTTGTGGCTATTTTTA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000453903:234626-
234854 -

AGCATTTCCTGTCTGTT-C-------CCGATCACTTCGCTCG---GCTGC-------CTTCT---TG------------------------------------CATCTCTG-TTTCTGCATATTCTAGTTCCTGGG-GTAAGGCT---CT---CTA----------------TCTGGTTCCTTCTGTTCTGCTTTGTGACTATTTTTAGG-TGGCATTT--------------------------------------------------------------CGCC---T--TG-TTTTCCGGCCATTTTGTT----------------------------------------------------------------------------------GTTGAGTTTCTTAATTTCCTATC--------------TGTTATCCGTTTGGTTAAAAAATCGATAAACCTATAACGTA----------GAA

droKik1 scf7180000302634:320675-
320795 -

AACATTTCCTGTCTGCTCG-------CCGATCACTTTGGTTG-------T--------------CTC------------------------------------CATTTCAGTTTTCTGCACTTTTGAGTTCCTGGG-GTGAGACA--------AA---------GGTTCATTTATTTTTCA-----ATTTCCCTTATGGCTATTTTTA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droAna3 scaffold_13340:22849064-
22849217 -

AGCATTTCCTGTTCTCAAGTCTGTCGCCAATC---TCACCCGGCGACTGC-------CTGGT---------------------------------------------------------------------------ATGTG------------------------------------CCT-----TCCTCCTTTGTGGCTATTTTTAAG-ACGCATTTACTTTCAATTTTCCAGAGATACATAGTACTTATTGCACTTTATTCAAAAATAAAAGAAA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAC

droBip1 scf7180000396424:1121605-
1121780 -

AGCATTTCCTGTCTGTCG--------CCAATC---TCGCCCG---GCTGGTGGCTGCCTTGT--CT---------------------------------------------------GCATTTTCGTGTTCCTGGG-GTGATG-----------------------------------------------CCTTTGTGGCTATTTTTAAG-TCGCATTT------------------------------------------------------------------ACTTTGAG-TTTTCCAGAGATCTTGGTAC---TAGCTAG------ATGCTTG-------------------------------GAGTTGAGGAGTTATTTCAGAAAAAT-----------------AACTT---------------------------------------------------------------------

dp5 2:22164644-22164813 + AGCATTTCCTGTCTGCG-C-------CCGCTGATCGCGCTTC---GCTGC-------CTACT--GCGCTGTTTGCCTATTTGCTATCTGCTGATGTCTGGCTGCGTCT-----------CCATTTGTATTCCTCGA-ATGTGACT---CT---CTC----------------TCCCCTCCCTTT--GTCTCCTTTGTGGCTATTTTTAAG-AGG------------------------------------------------------GTGAGCCACAGAG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droPer2 scaffold_3:4945684-
4945853 +

AGCATTTCCTGTCTGCG-C-------CCGCTGATCGCGCTTC---GCTGC-------CTACT--GCGCTGTTTGCCTATTTGCTATCTGCTGATGTCTGGCTGCGTCT-----------CAATTTGTATTCCTCGA-ATGTGACT---CT---CTC----------------TCCCCTCCCGTT--GTCTCCTTTGTGGCTATTTTTAAG-AGG------------------------------------------------------GTGAGCCACAGAG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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intron [3l_17383928_17383997_-]; CDS [3l_17383998_17384201_-]; CDS [3l_17383797_17383927_-]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ACGTGGTGATGCTGAGTGCTGCACACGATATTATCAAGCAGTTTAATCCGGTAATTCGAAGGATTATATCACATTTAAGACATTTATTAATCGTTCGTCTGCATAATTCTTTCGTTTTAGAGTGATGAATCGGAAGAAAGCTCGTCGGGAAGAAATTGTCACTTGGTTTC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR553487

NRT_0-2
hours
eggs

SRR553488

RT_0-2
hours
eggs

M024

male
body

SRR553486

Makindu_3
day-old
ovaries

SRR553485

Chicharo_3
day-old
ovaries

M025

embryo

M053

female
body

SRR618934

dsim w501
ovaries

...................................................................................................TGCATAATTCTTTCGTTTTAGA................................................. 22 0 1 3.00 3 1 0 0 2 0 0 0 0

...................................................................................................TGCATAATTCTTTCGTTTTAGT................................................. 22 1 1 3.00 3 0 1 0 2 0 0 0 0

............................................................................................................................ATGAATCGGAAGAAAGCTC........................... 19 0 1 2.00 2 0 0 2 0 0 0 0 0

..................................................................................................CTGCATAATTCTTTCGTTTTAG.................................................. 22 0 1 2.00 2 0 0 0 0 2 0 0 0

...................................................................................................TGCATAATTCTTTCGTTTTA................................................... 20 0 1 1.00 1 0 0 0 0 1 0 0 0

...................................................TAATTCGAAGGATTATATC.................................................................................................... 19 0 1 1.00 1 0 0 1 0 0 0 0 0

.....................................................................................................................................AAGAAAGCTCGTCGGGAAGA................. 20 0 1 1.00 1 0 0 1 0 0 0 0 0

...................................................................................................TGCATAATTCTTTCGTTTTAG.................................................. 21 0 1 1.00 1 0 0 0 1 0 0 0 0

...............................................................................................................................AATCGGAAGAAAGCTCGTCGGGAA................... 24 0 1 1.00 1 0 0 1 0 0 0 0 0

.................................................................................................................................TCGGAAGAAAGCTCGTCGGGA.................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0

..............................................................................................................................GAATCGGAAGAAAGCTCGTCGGGAA................... 25 0 1 1.00 1 0 0 1 0 0 0 0 0

......................................................................................................................................AGAAAGCTCGTCGGGAAG.................. 18 0 1 1.00 1 0 0 1 0 0 0 0 0

.................................................................................................................................TCGGAAGAAAGCTCGTCGGGAAGG................. 24 1 1 1.00 1 0 0 0 0 0 1 0 0

..............................................................................................................................GAATCGGAAGAAAGCTCGTC........................ 20 0 1 1.00 1 0 0 1 0 0 0 0 0

.....................................................................................................................................AAGAAAGCTCGTCGGGAAGAA................ 21 0 1 1.00 1 0 0 0 0 0 0 1 0

Anti-sense strand reads

TGCACCACTACGACTCACGACGTGTGCTATAATAGTTCGTCAAATTAGGCCATTAAGCTTCCTAATATAGTGTAAATTCTGTAAATAATTAGCAAGCAGACGTATTAAGAAAGCAAAATCTCACTACTTAGCCTTCTTTCGAGCAGCCCTTCTTTAACAGTGAACCAAAG

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

#
Mismatch
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Total
Norm Total

SRR618934

dsim w501
ovaries

M024

male
body

SRR553488

RT_0-2
hours
eggs

SRR553485

Chicharo_3
day-old
ovaries

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 3l:17383878-17384047 - dsi_16212 ACGTGGTGATGCTGAGTGCTGCACACGATATTATCAAGCAGTTTAATCC---GGTAATTCGA--------------AGGA---TT-------------------------------ATATCACA---TTTAA---------------GACA-------------------T--------TT-------A----TTAATCGT----------------------TCGTCTGCATA------------------------ATT------CTT-TCGTTTTAGAGTG------ATGAATCGGAAGAAAGCTCGTCGGGAAGAAATTGTCACTTGGTTTC
droSec2 scaffold_0:9850468-9850639

-
ACGTGGTGATGCTGAGTGCTGCACACGATATTATCAAGCAGTTTAATCC---GGTAATTCGA------------ATAGGA---TT-------------------------------ATATCACA---TTTAA---------------GACA-------------------T--------TT-------A----TTAATCGT----------------------TCGTCTGCATA------------------------ATT------CTT-TCGTTTTAGAGTG------ATGAATCGGAAGAAAGCTCGTCGGGAAGAAATTGTCACTTGGTTTC

dm3 chr3L:17803764-17803935 - ACGTGGTGATGCTGAGTGCTGCGCACGATATTATCAAGCAGTTTAATCC---GGTAATTACA------------ATAGGA---TT-------------------------------ATAGCACT---TTTAA---------------TACA-------------------T--------TT-------A----TTAATTGT----------------------TCGCCTGCATA------------------------ATT------TTT-TCTTTTTAGAATG------ATGAATCGGAAGAAAGCTCGTCGGGAAGAAACTGTCACTTGGTTTC
droEre2 scaffold_4784:16058537-

16058704 +
ACGTGGTGATGTTGAGTGCTGCGCACGATATTATCAAGCAGTTTAATCC---GGTAAGCATT---------TTAATAAAA---TA-------------------------------ATAACACT---TTTA---------------------------------------------------------A----TTAATTGC----------------------TGGTCTGAATA------------------------ATT------GTTTTTCTTTTAGACTG------ATGATTCTGAAGAAAGCTTGTCCGGAAGAAATTGTCACTTGGTATC

droYak3 3L:16252955-16253121 + ACGTGGTGATGTTGAGTGCTGCCCACGATATTATCAAGCAGTTTAATCC---GGTAAGCATT---------TT-------------------------------------------AAATACCA---TAAAA---------------GGCC-------------------T--------TC-------A----TTAATTGT----------------------CAGTCTAAATA------------------------ATT------ATTTATTTTTTAGAGTG------ATGACTCTGAAGAAAGCTTGTCGGGAAGAAATTGTCACTTGGTATC
droEug1 scf7180000409471:1750192-

1750373 +
ATGTGGTGATGCTGAGTGCTGCCCACGATATTATAAAGCAGTTTAATCC---GGTGAGGGTAT-----ATTATA-----ATTG-TT----------------AC-TATTATT----------------------CATTCTTTCTTTAT--------------------------ATATCTAATAAA---T---------AT----------------------ATTCA-------------------------------ATAATT---TT-ATTATACAGAATG------ATGAATCTGAAGAAAGCTCGTCGGGTCGGAACTGTCACTTGGTGTC

droBia1 scf7180000302193:1120695-
1120884 -

ATGTGGTGATGCTCAGTGCTGCCCACGATATTATCAAGCAGTTCAATCC---GGTAAGAAAAAAAAAATTTTTA---T--TTA-----------------TTAAATTATATTATT----ACTTT------------------ATTAATATA-------------------T--------TT-------A----ATAACTGT----------------------TTACTGTT---------------------------ATTA-----TTC-TTTTTTCAGAACG------ATGAAAGTGAAGAAAGCTCGTCGGGTAGAAATTGTCACTTGGTGTC

droTak1 scf7180000415794:30970-
31159 -

ATGTGGTGATGCTAAGTGCTGCCCACGATATTATCAAGCAGTTCAATCC---GGTGAGTAATCA-ATTTTT---TTGT--TAT-----------------TTAAAATCAATTGTA----GAAAT------------------GGATGTATG-------------------T--------CTATTT---A----TTAATTAT-----TATTT-----------------------------------------------ATTT-----ATA-ATTTTATAGAATG------ATGAAAGTGAAGACAGCTCCTCGGGTCGGAATTGTCACCTGGTATC

droEle1 scf7180000490993:726155-
726336 -

ATGTGGTGATGTTGAGTGCTGCCCACGATATCATCAAACAGTTCAATCC---GGTAAGGAGCAAGAACATTTTA--------------------------------------------------------AAAACATA--------------------------------TTTTCT---TAATTTTAAAA----TAA---T----------------------TAACCTGTGTG-------------------CAATTATTA-----ATT-TTGTTACAGAGTG------ATGAGTCTGTAGAAAGCTCTTCTGATCGAAATTGTCATTTGGTCTC

droRho1 scf7180000779490:118108-
118321 -

ATGTGGTGATGCTGAGTGCTGCCCACGATATCATCAAACAGTTTAATCC---GGTGAGGAATA-----------------AAAACA-------------------CTTAG----------------A-------------------------------------------GCAAATACCCAATATC---T-TA--------AGTCATATTTCAAAATTAAATTTCG-CTGCAAAGACAATCTTATAACATAATCGAA-AA---TATTGTT-TCGATACAGAATG------ATGAATCTGAAGAGAGCTCTTCTGGAAGAAATTGCCATTTGGTATC

droFic1 scf7180000454107:1398481-
1398694 -

ACGTAGTAATGCTGAGTGCTGCCCACGATATTATAAAGCAGTTTAATCC---GGTAAGAGAA--------------A---CCA-TTTCAAACATTACTTCTTAGAAAAAATATCAGAAACAATATTT-----------------------CCCTGCCTAATAGAGTCTTAATTTTT---TAATTACAAAA----T----------------------------TA---------------------------------AT---TTTTGTT-TTGTTACAGAATG------ATGATACCGAAGAGAGCTCGTCTGGTAGAAATTGTCACTTGGTATC

droKik1 scf7180000302626:224926-
225090 -

ATGTGGTGATGCTGAGTGCTGCCCATGATATTATCAAACAGTTTAATCC---GGTGAGAAACAG------TCT--------------------------------------------------ATATC------------------------------------------TTTAATCCTTGATC-----------AACTCGAATTATATTTTA----------------------------------------------TT------TCT-TCGCCTTAGAATG------ACGAGGCTGCTGAAAGCGATTCGGGTAGAAATTGCCATTTGGTGTC

droAna3 scaffold_13337:5371906-
5372070 +

ATGTGGTGATGCTCAGTGCTGCCCACGATATCATCAAGCAGTTTAATCC---TGTAAATAAT--------------A---TAATT-------------------------------AAATAA----A-------------------------------------------TTATTTAATAAATTTT---A-TA--------AATAATATTTCA------------------------------------------------------AAT-CTTTTCTAGACCG------ATGATGCTGAGGAGAGCGATTCGGGCAGAAATTGTCATTTGGTATC

droBip1 scf7180000396371:696689-
696852 +

ATGTGGTGATGCTTAGTGCTGCCCACGATATCATCAAACAATTTAATCC---TGTAAATAGC---------TA-------ATAATA-------------------CCTAG----------------A-------------------------------------------T---ATACCTAATACC---TATG--------AATAATAATCCA------------------------------------------------------AAT-CGTTTCTAGACCG------ATGATGATGAAGAGACTTCTTCGGGCAGAAACTGTCACTTGGTATC

dp5 XR_group6:10676213-10676380
-

ATGTGGTGATGTTGAGTGCGGCCCACGACATTATCAAGCAGTTCAATCC---GGTAGGCAAA------------------------------------------------GATCAGGGATAACCTGA-------------------------------------------TCATCC---AAATCAG--A----CTAATCGT----------------------TTTCCTG------------------------------------TGCT-CCCTGTCAGACCG------ATGACGATGAAACCAGCGCCACGGGTAGGAACTGTCACTTGGTATC

droPer2 scaffold_20:588462-588629 - ATGTGGTGATGTTGAGTGCGGCCCACGACATTATCAAGCAGTTCAATCC---GGTAGGCAAA------------------------------------------------GATCAGACATAACCTGA-------------------------------------------TCATCC---AAATCAG--A----CTAATCGT----------------------TTTCCTG------------------------------------TGCT-CCCTGTCAGACCG------ATGACGATGAAACCAGCGCCACGGGTAGGAACTGTCACTTGGTATC
droWil2 scf2_1100000004762:2752685-

2752850 -
dwi_2012 ATGTGGTAATGCTTAGTGCTGCCCATGATATAATCAAGCAATTCAATCC---GGTAAGAGAGA-----------------GAGAGA-------------------GACA-------GAACCAGAGAGAGAAA---------------GACA-------------------C--------AA-------A----CTAAT---------ACTA-----------------------------------------------AACA-----ATC-CCATTTCAGACAG------ACGAAACGGAGGAAG---CCACAGGACGAGGCTGCCATTTGGTCTC

droVir3 scaffold_13049:22202875-
22203041 +

ACGTGGTGATGCTGAGTGCTGCGCACGATATCATTGCGCAGTTTAATGATGAGGTGAGACTA------------------AATATG-------------------GCTAT----------------A-------------------------------------------TTGAGTGACTGATAGC---T-GA--------ACTGATATTTT-------------------------------------------------------------ATATTAGCCTGAGGTGGATGATGGCGCTGTTGCCGGCACAGGACGTGAGTGCCATTTGGTATC

droMoj3 scaffold_6680:16811876-
16812050 +

ATGTGGTTATGCTGAGTGCGGCGCACGACATCATAGCGCAGTTCAATGA---TGAAGTGG-G------------TTGG--------------------------------GATTCGAAATTATATATATGTA---------------TATA-------------------T--------AT-------A----TTAATTAA----------------------ATGC--------------------------------ATA-----TCT-TCCTTTCAGCCTGAGGTGGGCGAGGTCGACGATACGGGCAAGGGCCGGGAGTGCCATTTGGTATC

droGri2 scaffold_15110:21340234-
21340399 -

ACGTGGTAATGCTGAGTGCTGCCCATGATATCATTGATCAGTTTAATGAGAAGGTAAGAATA-----------------ATCA-TG---------------------------------ACAAA----------------------------------------------TGTTCTTATAAATAA---AC----TAA-----CTGATACT-------------------------------------------------------------CCATTTTAGCCAGAGAAAGATCCCAATGATGTTGCTGATAATGAACGCCAATGCCATTTGGTATC
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Legend: mature star mismatch in alignment mismatch in read
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Flybase annnotation

utr5 [utr5_minus_11586]

No Repeatable elements found

Sense Strand Reads
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CCCAAAAAAAAAAAAAACCGAAAGAAAAATGGAGCAAAAGTGAAAAACCTGTGAGTGTGTGTGTGTGAGCGGGAGAGAGAGAGTGGGGGGAAAAGCTAAAATTAATTTTTTGTTTTTATTTCCAAGGCGCGCACTGGTGTGTGTGTGTGTGAGTGTGGGTGGAAAATCGGATTTCGTAAAACGCATTTAATTGTTAACAGCAGCAAAAACGTGTATAATTTACCTGACTTTTCTACATCTCACTTACAGTTAGTAATCAAATTGCACAAAATGCGAGAGAGGAGAGCAGATCAATAATA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR618934

dsim w501
ovaries

SRR553488

RT_0-2
hours
eggs

GSM343915

embryo

SRR553485

Chicharo_3
day-old
ovaries

M023

head

SRR553486

Makindu_3
day-old
ovaries

M053

female
body

SRR553487

NRT_0-2
hours
eggs

....................................................................................................................................................................................................................................TTTTCTACATCTCACTTACAG.................................................. 21 0 1 1.00 1 0 0 0 0 1 0 0 0

.................................................................................................................................................TGTGTGAGTGTGGGTGGAAAATCGGA................................................................................................................................ 26 0 1 1.00 1 1 0 0 0 0 0 0 0

....................................................................................................................................................................................................................................TTTTCTACATCTCACTTACAGT................................................. 22 0 1 1.00 1 0 0 1 0 0 0 0 0

.....................................................................................................................................................................................................................................TTTCTACATCTCACTTACAGTT................................................ 22 0 1 1.00 1 0 0 1 0 0 0 0 0

.....................................................................................................................................................................ATCGGATTTCGTAAAACGCAT................................................................................................................. 21 0 1 1.00 1 0 1 0 0 0 0 0 0

....................................................................................................................................................................................................................................TTTTCTACATCTCACTTACAGA................................................. 22 1 1 1.00 1 0 0 0 1 0 0 0 0

......................................................................................................................................TGGTGTGTGTGTGTGTGA................................................................................................................................................... 18 0 9 0.11 1 0 0 0 0 0 0 1 0

............................................................................................................................................GTGTGTGTGTGAGTGTGGGT........................................................................................................................................... 20 0 9 0.11 1 1 0 0 0 0 0 0 0

Anti-sense strand reads

GGGTTTTTTTTTTTTTTGGCTTTCTTTTTACCTCGTTTTCACTTTTTGGACACTCACACACACACACTCGCCCTCTCTCTCTCACCCCCCTTTTCGATTTTAATTAAAAAACAAAAATAAAGGTTCCGCGCGTGACCACACACACACACACTCACACCCACCTTTTAGCCTAAAGCATTTTGCGTAAATTAACAATTGTCGTCGTTTTTGCACATATTAAATGGACTGAAAAGATGTAGAGTGAATGTCAATCATTAGTTTAACGTGTTTTACGCTCTCTCCTCTCGTCTAGTTATTAT

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

#
Mismatch

Hit
Count

Total
Norm Total

M023

head

O001

Testis

SRR553486

Makindu_3
day-old
ovaries

SRR553485

Chicharo_3
day-old
ovaries

M024

male
body

SRR553487

NRT_0-2
hours
eggs

SRR553488

RT_0-2
hours
eggs

SRR618934

dsim w501
ovaries

............................................................CACACACTCGCCCTCTCTC............................................................................................................................................................................................................................ 19 0 1 1.00 1 0 1 0 0 0 0 0 0

.......................................................................................................................................................................................................AGTCGTTTTTGCACAT.................................................................................... 16 1 1 1.00 1 0 0 1 0 0 0 0 0

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 x:4632286-4632584 - dsi_9319 CCCAA--------------------------A--AAAA--AAA-----AAAACCGA-----------AAGAA----------AAATGGAGCAAAAGTGAAAAACCT-----GTGA--G--------------------TGTGTGTGTGTGAGCGG----GAGAGAGAGAGTGGGGGGA---AAAGCTAA----------------------------------------------AATTAATTTTTTGTTTTTATTTCCAA------GGCGCGCAC----TG-----------GT--------GT----------------------------GTGTGTGTGTGAGTG--TGGGT-----------------------------------GGAAAATCGGATTTCGTAAAACGCATTTAA----------TTGTTAA---------------------------CAGCAGCAAAA-----ACGTGTA--TAATTTACCTG-ACTTT----TCTA---C--ATCTC-------AC------TTACAGTTAGTAATCA--AATTGCACAAAAT------------------------------------------------GC-----------------------------------------------------------------------G---AGAGAG-------------GAGAGCAGATCAATAATA
droSec2 scaffold_4:1770743-1771037

+
CCCAA--------------------------A--AAAA---AA-----AAAACCGA-----------AAGAA----------AAATGGAGCAAAAGTGAAAAACCT-----GTGA--G--------------------TGTGTGTGTGTGAGCGG----GAGAGAGAGAGT-GGGGGA---AAAGCTAA----------------------------------------------AATTAATTT-TTGTTTTTATTTCCAA------GGCGCGCAC----TG-----------GT--------GT----------------------------GTGTGTGTGTGAGTG--TGGGT-----------------------------------GGAAAATCGGATTTCGTAAAACGCATTTAA----------TTGTTAA---------------------------CAGCAGCA-AA-----ACGTGTA--TAATTTACCTG-ACTTT----TTTA---C--ATCTC-------AC------TTACAGTTAATAATCA--AATTGCACAAAAT------------------------------------------------GC-----------------------------------------------------------------------G---AGAGAG-------------GAGAGCAGATCATTAATA

dm3 chrX:4976223-4976519 - sblock177188 CCCAA--------------------------A----------A-----AAAACCGA-----------AAGAA----------AAATGGAGCAAAAGTGAAAAACCT-----GTGAATG--------------------TGTGTGTGTGTGAGAGATGGTGAGAGAGAGAGTGGGGGGA---AAAGCTAA----------------------------------------------AATTAATTTTTTGTTTTTATTTCCAA------GGCGCGCAC----TG-----------GT--------GT----------------------------GTGT--GTGTGAGTG--TGGGT-----------------------------------GGAAAATCGGATTTCGTAAAACGCATTTAA----------TTGTTAA---------------------------CAGCAGCAAAA-----ACGTGTA--TAATTTACCTG-ATTTT----TCTA---C--ATCTC-------AC------TTACAGTTAGTAATCA--AATTGCACAAAAT------------------------------------------------GC-----------------------------------------------------------------------G---AAAGAG-------------GAGAGCAGATCAATAATA
droEre2 scaffold_4690:2335757-

2336039 -
CCCAA--------------------------A----------A-----AAAACCGA-----------AAGAA----------AAATGGAGCAAAAGTGAAAAACCT-----GTGA--G--------------------TGTGTGTGTGAGA----------GAGCGAGAGTGGGGGGA---AAAGCTAA----------------------------------------------AATTAATTTTTTGTTTTTATTTCCAA------GGCGCGCGC----TT-----------GT--------GT----------------------------GTGT--GTGCGAGTG--TGGGT-----------------------------------GGAAAATCGGATTTCGTAAAACGCATTTAA----------TTGTTAA---------------------------CAGCAGCAAAA-----ACGTGTA--TAATTTACCTG-ATTTT----TCTA---C--ATC---------CC------TTACAGTTAGTAATCA--AATTGCACAAAAT------------------------------------------------GC-----------------------------------------------------------------------G---AGAGAA-------------GAGAGCAGATCAATAATA

droYak3 X:3486148-3486442 + CCCAA--------------------------A--AAAAAAAAA-----AAAAACAA-----------AAGAA----------AAATGGAGCAAAAGTGAAAAACCT-----GTGA--G--------------------TGTGTGTGTCAGAGAGC----AAGAGAGAAAG-AGGGGGA---AAAGCTAA----------------------------------------------AATTAATTTTTTGTTTTTATTTCCAA------GGCGCGCTT----GT---------------------GT----------------------------GTGT--GTGTGAGTG--TGGGT-----------------------------------GGAAAATCGGATTTCGTAAAACGCATTTAA----------TTGTTAA---------------------------CAGC---A-AAACTAAGCGCGTA--TAATTTACTTG-ATTTT----TCTA---C--ATC---------AC------TTACAGTTAGTAATCA--AATTGCACAAAAT------------------------------------------------GG-----------------------------------------------------------------------C---AGAGAA-------------ACGAGCAGATCAATAATA
droEug1 scf7180000409548:787896-

788181 -
CCCCA--------------------------A--AA-----AA-----AAAACCGA-----------AAGAA----------AAATGGAGCAAAAGTGAAAAACCT-----GTGT--G--------------------TGTGTGTGTGTGAGT------------TTGTGTGGGGGGA---AAAGCTAA----------------------------------------------AATTAATTTTTTGTTTTTATTTCCAA------GGCGCGCGCGTACTT-----------GT--------GT----------------------------GT----GTGCGTGTG--TGGGT-----------------------------------GGAAAATACGATTTCGTAAAACGCATTTCA----------TTGTTAA---------------------------CA-------AA-----ACGTGTGT-TAATTTACCTAAACTTT----TCTT---T--ACC---------TT------TTACAGTTAGTAATCAAAAATTGCACAAAAT------------------------------------------------GC-----------------------------------------------------------------------GAGAAGAGAT-------------GAGAGCAAATCAATAGTA

droBia1 scf7180000301760:317145-
317435 -

CCCA--------------------------------------A-----AAAACCGA-----------AAGAA----------AAATGGAGCAAAAGTGAAAAACCC-----GTGT--GTGCTTGTATGCGAG------TGTGTGTG--TGTG------------TTTGTGTGGGGGGA---AAAGCTAA----------------------------------------------AATTAATTTTTTGTTTTTATTTCCAA--A---GGCGCGCGC----CT-----------GT--------GT----------------------------GTGTGTGTGTGTGGG--TGGGT-----------------------------------GGAAAATCCGATTTCGTAAAACGCATTTAA----------TTGTAAG---------------------------CAACAACAAAA-----ACGTGTG--TAATTTACCTG-CTTC-----TTTC---CATATC---------GT------TTACAGTTAGTA------AATTGCACAAACT------------------------------------------------GC-----------------------------------------------------------------------G---CGAGAT-------------GAGAGCAAATCAATAATA

droTak1 scf7180000415352:1030738-
1031012 +

CCCAA--------------------------A--A-------A-----AAAAACGA-----------AAGAA-----------AATGGAGCAAAAGTGAAAAACCC-----GTGT--G--------------------TGTGTTTGT----------------------GTGGGGGGA---AAAGCTAA----------------------------------------------AATTAATTT-TTGTTTTTATTTCCAA--A---GGCGCGCGC----CC-----------AT--------GT----------------------------GTGC----GTGTGTG--TGGGT-----------------------------------GGAAAATCGGATTTCGTAAAACGCATTTAA----------TTGTTAA---------------------------CAACAACAAGA-----ACGTGTG--TAATTTACCTG-ATTTTTTTTTCTC---A--ATTTC-------CC------TTACAGTTAGTAATCA--AATTGCACAAATC------------------------------------------------GC-----------------------------------------------------------------------C---AGAGAT-------------GAGAGCAAATCAATAATA

droEle1 scf7180000491272:492333-
492591 +

CCCCC--------------------------C--CG-----AA-----AAAACCGA-----------AAGAA----------AAATGGAGCAGAAGTGAAAAACCT-----GTGT--G--------------------TGT----------------------------G-GGGGGGA---AAAGCTAA----------------------------------------------AATTAATTTTTTGTTTTTATTTCCAA------GGCGCGCGT----AT---------------------G------------------------------------TGTGTGTG--TGGGT-----------------------------------GGAAAATCCGATTTCGTAAAACGCATTTAA----------TTGTTAA---------------------------TAAC---A-AA-----ACGTGGGTGTAATTTACATG-ATTTT----TCTA---C--ATT---------AT------TCACAGTTAGTAAGCA--AACTGCACAAAAA------------------------------------------------AC-----------------------------------------------------------------------GC-AAAAGAT-------------GAAAGCAAATCAATAATA

droRho1 scf7180000776532:19434-
19694 +

CCCCC--------------------------G--AAAA--AAA-----ATAACCGA-----------AAGAA----------AAATGGAGCAAAAGTGAAAAACCT-----GTGT--G--------------------TGC----------------------------GTGGGGGGA---AAAGCTAA----------------------------------------------AATTAATTTTTTGTTTTTATTTCCAA------GGCGCGTGT----TT-----------------------------------------------------------GTGTGTG--TGGAT-----------------------------------GAAAAATTCGATTTCGTAAAACGCATTTAA----------TTGTTAA---------------------------CAAC---A-AA-----ACGTGTATGTAATTTACCTG-ATTTT----TCTA---C--ATT---------AT------TTACAGTTAGTAAGCA--AGCTGCACAAAAA------------------------------------------------AC-----------------------------------------------------------------------AA-AAAAGAT-------------GAGAGCAAATCAATAATA

droFic1 scf7180000454045:81374-
81643 -

CCCCC--------------------------G--AA------A-----AAAACCAA-----------AAGAA----------AAATGGAGCAAAAGTGAAAAACCT-----GTGT--G--------------------TGTGTTTGTGTGTATG---------------G-AGGGGGA---AAAGCTAA----------------------------------------------AATTAATTTTTTGTTTTTATTTCCAA------GGCGCGCGC----GT---------------------A------------------------------------TGTGTGTG--TGGGT-----------------------------------GGAAAATCCGATTTCGTAGAACGCATTTAA----------TTGTTAA---------------------------CAACAACA-AA-----TCGTGTC--TAATTTACCTG-ACTTT----TCTA---T--ATC---------AT------TTTCAGTTAGTAATTA--AATTGCACAAAAA------------------------------------------------TC-----------------------------------------------------------------------G---AGAGAT-------------GAGAGCAAATCAATAATA

droKik1 scf7180000302469:618934-
619257 -

CCCCG--------------------------A----------A-----AAAAACGA-----------AAGAA----------AAATGGAGCAAAAGTGAAAAACTT-----GTGT--G------------AG------TGTGTGTGT----------------------GTGGGGGGA---AAAGCTAA----------------------------------------------AATTAATTT-TTGTTTTTATTTCCAACTAGTTCGTGTGAGT----GT-----------ATGT------GTGTGTGAGATCTCCTGAATAGGTTTC------------TGTGTG--TGTG--------------------------------------------TGATTTCGTAAAACGCATTTAA---AT-----TTGTTAA---------------------------TAAA---AAAA-----ACGTGTG--TA-TTTAT------------------------------------C------TTACAGTTAGA-A-CC--AATTGCACAAAATATATACCTATATATATATATATATATATAGA-CAAATGAAGCAACAAAGC-----------------------------------------------------------------------G----GAGAGACGGAGGACAATTGAGAGCGAATCAATA---

droAna3 scaffold_13417:338702-
339142 -

CCACCTCGCCTCCCTTCTTACCGCCCACCCACCGAAAAAGAAA-----ATAAACGAAAATCAGGAGAGAAAAAAAAAAGTAGAAATGGAGCAAGAGTGGAAC-----------GA--G--------------------TGTGT--------------------------GGGGGGGAA---AAAGCTAA----------------------------------------------AATTAATTTTTTGTTTTTGTTTC--------------GTGT----TGGTG-----TGTGTGTGTGAGTGTGCGTGAGA---------GACGTATGTGTGTGT--GTGTGAGTGTGAGTGT----------------------------GGGAGGAGGAAAAGCGGATTTCGTAAAACGCATTTACTAATT-----TTCTTAAAAATAACA------------------AAAACAACA-AA-----ACGTGT------------------------------------TTC-------CA------TTACAGTTAGA-A-CC--AATTGCACAAAATAGACG--AATTA----AGGTATGTAAATGGAGGAAATGAA------AAGCGAAGGAAACGGAGAAGGATGATGAACGGCGAAGAAGAAGCAGCAGTAGCAGCAGCAGCA-GAAGCAGCAGC--------AT-------------AAGAAC-AATCAATAATA

droBip1 scf7180000396573:132722-
133010 +

CCCAA--------------------------G--AAAAAGAAA-----ATAAACGAAAATCCGGAGAAAAAA----------AAATGGAGCAAGTGTGGAAAG-----------A--G--------------------TGTGT--------------------------G-GGGGGGA---AAAGCTAA----------------------------------------------AATTAATTT-TTGTT-TTGTTTCCAA------CTCGCGCGCGTGTTAGTGCTAAGTGTGTGTGT----GT--------------------------GTGTGTGTGTGTGTGTG--TGTGT----------------------------GGAAAACGGAAAAATGGATTTCGTAAAACGCATTTACTAATTT----TTCTTAAAAATAATAATAAAATCAACAACTACAACAACAACA--------ACA------------------------------TTGT-G--TTTC-------CA------TTACAGTTAGA-A-CC--AATTGCACAAAAT------------------------------------------------------------------------------------------------------------------------------------------------------------------

dp5 XL_group1e:6745429-6745796
-

GAGAA--------------------------C--CG-----AA-----AGAACCGA-----------ACAAT----------ATGTGGATTAAAAGTGGGAAAACTAGCATGTGT--G--------------------TGTGTGTGTGTGTGCG---------------GTGGGGGGA---AAAGCTAA----------------------------------------------AATTAATTTTTTGTTTTTGTTACATT------CGCGTGCGT----AT-----------GT--------GT----------------------------GTGTGTATGTGCATG--CGAGGGGGGATATGCATATTTGTTAATGTGCTAGG-----------AACGATTCTGTAAAACGAATTTATTATATTATATCTATTAA---------------------------TTAC---C-AATTTAT-----TA------------AA-TAATGTGT---TTGT-G--TTTTCTTTTGTATCCAAAATTGCAGT-AG-AA-TC--AATTGCACAAAAA-----------------------------------------------AGTG-----------------------------AAGGAGAAGCAGAAGCAGCAGCAGCAGAAGGAAGAAGCAACAA-TAAAAAC-------------GAGAGGAAATCAATAATA

droPer2 scaffold_25:81188-81542 - ACCGA-------------------------------------A-----AGAACCGA-----------ACAAT----------ATGTGGATTAAAAGTGGGAAATCTAGCATGTG------------------------TGTGTGTGTGTGTGCG---------------GTGGGGGGA---AAAGCTAA----------------------------------------------AATTAATTTTTTGTTTTTGTTACATT------CGCGTGCGT----GT---------------------A------------------------------------TGTGTATG--CGAGGGGGGATATGCATATTTGTTAATGTGCTAGG-----------AACGATTCTGTAAAACGAATTTATTATAT-----CTATTAA---------------------------TTCC---C-AATTTAT-----TA------------AA-TATTGTGT---TTGT-G--TTTTCTTTTGTATCCAAAATTGCAGT-AG-AA-TC--AATTGCACAAAAA-----------------------------------------------AGTGGAGAACACGGA------------------AAGGAGAAGCAGAAGCAGCAG---CAGAAGGAAGAAGCAACAA-GAAAAAC-------------GAGAGGAAATCAATAATA
droWil2 scf2_1100000004515:1418353-

1418547 +
TTTAA--------------------------A--ATAA--GAATTCCTAAAAGTGA-----------ATTAA----------AAATGTAGGCCC-----------------------------AAATGGAAATGTGTGTGTGTGTGTGTGTGCGA----GAGAGAGAGAGA-AGGGGAGAGAGAGTTAGTGAAAGAGAGTGAAAGACTTAAAGATCAATCAAATAATTTACTTAAGCAAGGTTTTTTGTATCTCT-------------GT---------------------------------GT----------------------------GTGTGTGTGTGTGTG--TGTGT-----------------------------------G------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6473:8803348-
8803467 +

AAATT--------------------------A--CA-----AG-----AAATATAA-----------AAGGG----------AAAT-GAGCAAAAGCACACAGAGT-----GTGT--G--------------------TGTGTGTGTGTGAGAGA----GAGAGAGAGAGA-GTGAGA---AGAGCTGC----------------------------------------------AAATGCTTTTGTATTAAT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------TA----TTTTC---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A

Generated: 09/08/2015 at 07:18 PM
crit.star
crit.loop
crit.mor
crit.half

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

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

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:4632286-4632584
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:4632286-4632584
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_9319.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:1770743-1771037
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:4976223-4976519
http://compgen.cshl.edu/~jmohamme/static/dm3/html/sblock177188.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:2335757-2336039
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:3486148-3486442
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409548:787896-788181
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301760:317145-317435
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415352:1030738-1031012
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491272:492333-492591
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000776532:19434-19694
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CTTGGCAGCTGTGCGTCTGTATGCATGTGTATCTGTGTCCTGTGCCCTGTGTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCACTTTAAATTGACAACGCTTAGCTGTGCTTGAGGTAGCCAAACTGTTTCTACATGCGAAAAGGGTTCTCAAATCATCCTGTGCATCCTTGTGCCATGATTA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR553487

NRT_0-2
hours
eggs

M023

head

GSM343915

embryo

SRR553485

Chicharo_3
day-old
ovaries

SRR553486

Makindu_3
day-old
ovaries

....................................................................TCGAAATTGGCCAAGCGTTTGT.......................................................................................................... 22 0 1 2.00 2 1 1 0 0 0

Anti-sense strand reads

GAACCGTCGACACGCAGACATACGTACACATAGACACAGGACACGGGACACAGGAAACGGATTTATGAAGCTTTAACCGGTTCGCAAACAACACGTGAAATTTAACTGTTGCGAATCGACACGAACTCCATCGGTTTGACAAAGATGTACGCTTTTCCCAAGAGTTTAGTAGGACACGTAGGAACACGGTACTAAT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR553485

Chicharo_3
day-old
ovaries

M025

embryo

O002

Head

SRR902008

ovaries

SRR553487

NRT_0-2
hours
eggs

.................................................................................................................................................TGTACGCTTTTCCCAAGAGTTTAGTAG........................ 27 0 1 1.00 1 0 1 0 0 0

.............................................GGACACAGGAAACGGATTTATGAAGC............................................................................................................................. 26 0 1 1.00 1 0 0 0 1 0

.......................GTACACATAGACACAGGAC.......................................................................................................................................................... 19 0 1 1.00 1 0 0 1 0 0

..........................................................................................................................................................TTCCCAAGAGTTTAGTAGGACACGT................. 25 0 1 1.00 1 1 0 0 0 0

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 3r:20925597-20925792 - dsi_32434 CTTGGCAGCTG---------------------------TGCGTCTG----------TATGCATGTGT------------------------ATCTGTGTCC---T--GTGCCCTGT---------GTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCA---CTTTA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAACTGTTTCTACATGCGAA--------A--A--GGGTT---C--TC--------------------------AAATCATC-----CT--GTGCATCCTTG---TGCCAT----GATTA
droSec2 scaffold_13:201147-201342 - dse_150 CTCGGCAGCTG---------------------------TGCGTCTG----------TATGCGTGTGT------------------------ATCTGTGTCC---T--GTGCCCTGT---------GTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCA---CATTA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAACTGTTTCTACATGCGAA--------A--A--GGGTT---C--GC--------------------------AAATCATT-----CT--GTGCATCCTTG---TGCCAT----GATTA
dm3 chr3R:21413202-21413397 - dme_166 CTCGGCAGCTG---------------------------TGCGTCTG----------TATGCGTGTGT------------------------ATCTGTGTCC---T--GTGCCCTGT---------GTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCA---CATTA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAACTGTTTCTACATGCGAA--------A--A--GGGTT---C--TC--------------------------AAATCATC-----CT--GTGCATCCTTG---TGCCAT----GATTA
droEre2 scaffold_4820:6629144-

6629349 +
der_1511 CTCGGCAGCTG---------------------------TGTGCCTGTATGCGTGTGTGTGCGTGTGT------------------------ATCTGTGTCC---T--GTGCCCTGT---------GTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGCTTGTCGTGCA---CATTA-AATTGACAACGCTTAGCTGTGCCTGAGGTAGCC--AAACTGTTTCAACATGCGAA--------A--A--GGGTT---C--TG--------------------------CAGTCATC-----CT--GTGCATCCTTG---TGCCAT----GATTA

droYak3 3R:25065930-25066147 + dya_69 CTCGGCAGCTG---------------------------TGTGGCTGTATGCGTGCGTATGCGTGTGT------------------------ATCTGTGTCC---T--GTGCCCTGT---------GTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCA---AATTC-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAACTGTTTCAACATGCGAA--------A--A--GGGTT---C--A----------------------TCTGGCCATCATCCTGTTCT--GTGCATCCTTGCCGTGCCAT----GATTA
droEug1 scf7180000409798:1138164-

1138368 +
CTCGGCAGCTG---------------------------TATGT--------------ATGTGTGTGTATCTG----------------TGTAGCTGTGTCC---T--GTGTCCTGT---------GTACTTTGCCTAAATACTTCGAAATTGGTTAAGCGTTTGTTGTGCC---CATCA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAATTGTTTCATCAT------------------------------------CATTATCTGCATCTGCATCTG--CATCAGC-----CT--CGGCATCCTTG---TGCCAT----GATTA

droBia1 scf7180000302136:2259442-
2259637 -

CTCGGCAGCTG-----------------------------CGGCTG----------TATGCGTGTGT------------------------ATCTGTGTCC---T--ACGTCCTGTGTGTACTTTGTACTTTGCCTAAATACTTCGAAATTAACCAAGCGTTTGTTGTGCC---CATCA-AATTGACAACGCTTAGCTTTGCTTGAGGTAGCC--AAATCGTTTCCACATGCGAA--------G--A--GGGTG---C--T----------------------------GG---T---------GCTGCATCCTTG---TGCCAT----GATTA

droTak1 scf7180000415257:293315-
293519 -

CTCGGCAGCTGCGG-------------CTG--TGTG--TGTGTGTG----------TATGCGTGTGT------------------------ATCT-----C---T--GTGTCCTGTGA-------GTACTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCC---CATCA-AATTGACAACGCTTAGCTTTGCTTGAGGTAGCC--AAATTGTTTCAACATTCGAA--------G--A--GGATGTG-C--TG--------------------------CATTTATC-----CT--CTGCATCCTTG---TGCCAT----GATTA

droEle1 scf7180000491280:3121527-
3121735 -

CTCGGCAGCTGTA-----TGCGTTAGTGTGTGTGTGTGTGTGTGTG----------TGTGTGTGTGT------------------------ATCTGTGTGCATGT--GTGT-GTGT---------GTGCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGTC---CATCA-AATTGACATCGCTTAGCTGTGCTTGAGGTAGCC--AAATTGATTCTACATGCAAA--------A--G--GGGT------------------------------------------A-----CT--CTGCATCCTTG---TGACAT----GATTA

droRho1 scf7180000779501:512609-
512782 +

CTCGGCGGCTGTA-------------------------TGCGTCA--------------GTGTGTGT------------------------ATCTGTG-------------CCTGG---------GTGCTTTGCCTAAATACTTCGAAATTGGCTAAGCGTTTGTTGTGTC---CATCA-AATTGACAATGCTTAGCTGTGCTTGAGGTAGCC--AAATTGTTTCTACATTCAAA--------------GGGG-----------------------------------------TC-----CT--CTGCATCCTTG---TGCCAT----GATTA

droFic1 scf7180000454055:1329831-
1330036 -

CTCGGCAGATGTAGATG----------------------ATGTCGGCATGTGTGCGTGTGCGT--GT------------------------ATGTGTG----------TGT-GCCT---------GTGCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCC---CATCA-AATTGACAACGCTTAGCCGTGCTTGAGGTAGCC--AAATTGATTCTACGAGCAAA--------------GGGGT---GACAACGAGG-----------------------ATTGCA-----CT--CTGCATCCTTC---TGCCAT----GATTA

droKik1 scf7180000302639:1624806-
1624992 +

CTCTGCAGCTG---------------------------TGTGT----------------GCGTGTGC------------------------------GGCC---TGTGCGTCCTGTGT-------GTG-TTTGCATAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCT---TATCA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAATTGTTTCAACAGACGGG--------AAGAGAGGGTG---C--G----------------------------GG---TG-----CT-GCTGCATCCTTG---TGCACT----GATAA

droAna3 scaffold_13340:3669019-
3669178 -

CTCT----TTG---------------------------TG--GGCC----------TATCCGTGTGT------------------------TTGTGTG----------TGTGATGA---------GA-GTCTGCCTAAATACTTCGAAATTGGCTAAGCGTTTGTTGTGAT---TACCA-AATTGACAATGCTAAGCTGTGCTTGAGGTAGCC--AAGATAAATCTACAAC---------------A--GGA-------------------------------------------C-----CTCGTTGCATCCTTG---CC-------------

droBip1 scf7180000396712:683529-
683692 +

ATCTCTGCCTT---------------------------TGCGAGCC----------CATCCGTGTGT------------------------CTGTGTG---------------TGT---------GAGC-CTGCCTAAATACTTCGAAATTGGCTAAGCGTTTGTTGTGAT---TATCG-AATTGACAATGCTAAGCTGTGCTTGAGGTAGCC--AAGATGAATCTACAC--GAA--------C--A--GGA-------------------------------------------C-----CTCGTTGCATCCTTG---TC-------------

dp5 2:21156503-21156761 - dps_3835 GTGTGCGGCTCTGCTCTCTGT------CTA--TG----TGT------------------G--AGTGTATCTGCATGTGTCACCGTATCTGTATCTGTATCC---T--GTAT-CTCC---------GTGCTTCG-TTAAATACTTCGAAATTGGTTAAGCGTTTGTTGTGCT---TATTA-AACTGACAAAGCTTTGCCGTGCTTGAGGTAGCC-CTAATTGATTCCACAAACGACATCACCTGAAGA--GGATGAGTGACACACATGACTGTGTGTGTGTGTG----------TTT-----GT--GTGTGTACTTG---TGGGGTGGGAGATGA
droPer2 scaffold_3:3931002-3931258 - dpe_2496 GTGTGCGGCTCGGCTCTCTGT------CTC--TG----TGT------------------G--AGTGTATCTGCATGTGTCACCGTATCTGTATCTGTATCC---T--GTAT-CTCC---------GTGCTTCG-TTAAATACTTCGAAATTGGTTAAGCGTTTGTTGTGCT---TATTA-AACTGACAAAGCTTTGCCGTGCTTGAGGTAGCC-CTAATTGATTCCACAAACGACATCACCTGAAGA--GGATGAGTGACACACATGACTGTGTGTGTGTGTG------------T-----GT--GTGTGTACTTG---TGGGGTGGGAGATGA
droWil2 scf2_1100000004943:14640087-

14640209 +
T---------GT-----------------G--------TGTATGTG----------TTTGTGTGTGT------------------------GTGTGTG---------------------------------GACTTAAATACTTCGAAATTGATTAAGCGTTTGTTGTGTTCCATTTCA-ATTTGACTATGCTTAACTATGCTTGAGGTAGCCTCTAATTGCTTC-------------------------------------------------------------------------------------------------------------

droVir3 scaffold_12855:6808868-
6808971 -

dvi_24643 -----------------------------------------------------------------------------------------------------------------TGT---------GTGCCTTTTCTAAATACCTTGAAATTGGTTAAGCGTTTGTTGTGCT---TATCA-AATTGACGACGCTTAACTGTGCTTCAGGTAGCC--TAATTGCTTCAACAAGC------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6540:25792865-
25793004 +

dmo_3123 GTGTCTACGTG---------------------------TATGTGAG----------TGTGTGTGTGT------------------------GTTTG-----------------TGT---------GTACCGTTGCTAAATACTTCGAAATTGGTTAAGCGTTTGTTGTGCT---TATCAAAATTGACAACGCTTAACTGTGCTTGAGGTAGCC--TAATTGTTTCAACAAGC------------------------------------------------------------------------------------------------------

droGri2 scaffold_14906:2963137-
2963259 -

dgr_468 T---------GT-----------------G--------TGTGT----------------G------A------------------------GTGTGTGTCG---A--------------------GTACCGGCGCTAAATACTTCTGAATTGGTTAAGCGTTTGTTGTGCT---TATCA-AATTGACAACGCTTAACTATGCTTGAGGTAGCC--TAATTGTTTCAACAAGC------------------------------------------------------------------------------------------------------
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:14640087-14640209
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AACGAGGCGGAGGCTCAGGCGTTCGCCGAGGCCCAGCAGTGGCCCAGCGGGGACCTGCGCGAGATTGGCAAGCGATTGGTGGCGATGGAGAAGAAAAACCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATTCAGCAGGATTCGGTGCAGGAGTTCCCGGTCACG

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

#
Mismatch

Hit
Count

Total
Norm Total

M025

embryo

SRR618934

dsim w501
ovaries

SRR902009

testis

SRR553487

NRT_0-2
hours
eggs

M024

male
body

GSM343915

embryo

M023

head

M053

female
body

SRR553485

Chicharo_3
day-old
ovaries

SRR553488

RT_0-2
hours
eggs

SRR553486

Makindu_3
day-old
ovaries

..............................................................GATTGGCAAGCGATTGGTGGCG......................................................................................................... 22 0 1 2.00 2 1 0 0 0 0 0 1 0 0 0 0

............................................................................................................................................................CAGCAGGATTCGGTGCAGGA............. 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

.........................................................................GATTGGTGGCGATGGAGA.................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0

................................................................................................................................................................AGGATTCGGTGCAGGAGTTCCCGG..... 24 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0

.......................................TGGCCCAGCGGGGACCTGCGCGAG.............................................................................................................................. 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

........................................................GCGCGAGATTGGCAAGC.................................................................................................................... 17 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

....................................................ACCTGCGCGAGATTGGCA....................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0

............GCTCAGGCGTTCGCCGAGG.............................................................................................................................................................. 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

..........................................................GCGAGATTGGCAAGCGATTGGTGGC.......................................................................................................... 25 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0

..........................................................................ATTGGTGGCGATGGAGAAGAA.............................................................................................. 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

........................................................................................................................ATTCTCACGCAGGGCTGCGATCCT............................................. 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................TCAGCAGGATTCGGTGCAGGA............. 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

..............................................................................................................................ACGCAGGGCTGCGATCCAC............................................ 19 2 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TTGCTCCGCCTCCGAGTCCGCAAGCGGCTCCGGGTCGTCACCGGGTCGCCCCTGGACGCGCTCTAACCGTTCGCTAACCACCGCTACCTCTTCTTTTTGGGCCGCGCCGGCGCGTAACGGTAAGAGTGCGTCCCGACGCTAGGACATGACGAATAAGTCGTCCTAAGCCACGTCCTCAAGGGCCAGTGC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR902009

testis

O002

Head

SRR553488

RT_0-2
hours
eggs

SRR618934

dsim w501
ovaries

M025

embryo

M024

male
body

SRR553486

Makindu_3
day-old
ovaries

.........................................................................................................................................GCTAGGACATGACGAATAAG................................ 20 0 1 2.00 2 2 0 0 0 0 0 0

.........CTCCGAGTCCGCAAGCGG.................................................................................................................................................................. 18 0 1 1.00 1 0 1 0 0 0 0 0

............................................................................................GTTTTTGGGCCGCGCC................................................................................. 16 1 4 0.25 1 0 0 1 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 3l:12704025-12704213 - dsi_32458 AACGAGGCGGAGGCTCAGGCGTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGATTGGTGGCGATGGAGAAGAAAAACCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATTCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG
droSec2 scaffold_0:5185161-5185349 - dse_1846 AACGAGGCGGAGGCTCAGTCGTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGATTGGTGGCGATGGAGAAGAAAAACCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATTCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG
dm3 chr3L:13013576-13013764 - dme_245 AACGAGGCGGAGGCTCAGGCGTTCGCCGAGGCCCAGCAGTGGCCTAGCG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATACAGCAGGA---TTCGGTGCAGGAATTCCCGGTCACG
droEre2 scaffold_4784:13021109-

13021297 -
der_1523 AACGAGGCGGAGGCTCAGGCCTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGACCGCGCATTGCCATCCTCACGCAGGGTTGCGATCCTGTGCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG

droYak3 3L:13092479-13092667 - dya_1798 AACGAGGCAGAGGCTCAGGCCTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGGCCGCGCATTGCCATCCTCACGCAGGGCTGCGATCCTGTGCTGCTTATTCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG
droEug1 scf7180000409711:6101265-

6101453 -
AACGAGGCGGAGGCACAAGCCTTCGCCGAGGCCCAGAATTGGCCAAGTG---GGGATCTTCGTGAGATTGGCAAGCGTCTGGTGGCGATGGGCAAATTAAATACGACGCGGCCGCGCATTGCTATCCTCACGCAGGGCTGTGATCCTGTCCTGCTTATCCAACAGGA---CTCGGTACAGGAGTTCCCGGTCACG

droBia1 scf7180000302193:2253856-
2254044 -

AACGAGGCGGAGGCACAGGCCTTCGCCGAGGCCCAGAGTTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGGCTGGTGGCGTTCGACAAACTGAATCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGACCCCGTGCTGCTCTTCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG

droTak1 scf7180000415706:66147-66335
-

AACGAATCGGAGGCTCAGGCCTTCGCCGAGGCCCAGAGTTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGCCTGGTGGCGCTGGACAAGCTGAATCCGGCGCGGCCGCGCATTGCCATCCTCACGCAGGGCTGCGATCCCGTCCTGCTCATCCAGCAGGA---CTCGGTGCAGGAGTTCCCGGTCACG

droEle1 scf7180000491255:1412089-
1412277 -

AACGAGGCGGAGGCACAGGCCTTCGCCGAGGCCCAGAACTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGGCTGGTGGCGATGGACAAGCTGAATCCGACGCGACCCCGCATTGCCATACTCACGCAGGGCTGCGATCCCGTGCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG

droRho1 scf7180000769477:967-1151 + AACGAGGCGGAGGCACAGGCCTTCGCCGAGGCCCAGAACTGGCCAAGCG---GGGATCTGCGCGAGATTGGCAAGCGACTGGTGGCGCTGGACAAACTGAATCCGGCGCGGCCGCGCATTGCCATACTCACGCAGGGCTGCGATCCCGTGCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGT----
droFic1 scf7180000454048:724234-

724422 +
AATGAGGCTGAGGCCCAGGCCTTCGCCGAGAAACAGAATTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGACAAACTGAATCCGGCGCGGCCGCGCATTGCCATACTCACGCAGGGCTGCGATCCCGTCCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACA

droKik1 scf7180000302272:666717-
666905 -

AATGAGGCGGAGGCGCAGGCCTTTGCCGAGGCCCAAAAATGGCCGAGCG---AGGATCTGCGTGAGATTGGCAAACGTCTGGTGGCAATGGACAAACTAAATCCGTCGCGGCCACGCATTGCCATCCTCACGCAGGGTTGTGATCCCGTCCTGCTCATCCAGCAGGA---TTCGGTGCAGGAATTCCCGGTCACA

droAna3 scaffold_13337:4137395-
4137583 +

dan_4038 AACGAGGCGGAGGCGCAGGCCTTCGCCGAGGCCCAGAGCTGGCCGAGTG---GGGATCTGCGAGAGATTGGCAAGCGGCTGGTGGCGTTCGACAAGCTGAACTCGTCGAGGCCGCGCATTGCCATTCTCACGCAGGGCTGTGATCCCGTGCTGCTCTTCCAGCAGGA---CTCGGTGCAGGAGTTCCCGGTCACA

droBip1 scf7180000395450:265900-
266088 +

AACGAGGCGGAGGCGCAAGCCTTCGCCGAGGCCCAGAGCTGGCCGAGTG---GGGATCTGCGAGAGATTGGCAAGCGGCTGGTGGCGTTCGATAAGCTGAATACCTCAAAGCCTCGAATTGCCATTCTCACGCAGGGTTGCGATCCCGTGCTGCTCTTCCAGCAGGA---CTCGGTGCAGGAGTTCCCGGTCACG

dp5 XR_group6:4377266-4377454 - dps_3829 AATGAGGCGGAGGCGCATGCCTTTGCTACGGCCCAGGGCTGGCCGACCG---AAGATCTGCGCGAGATTGGCAAGCGTCTGGTGGCGCTGGACAAACTGAATCCGGCGCGACCTCGCATTGCCATACTAACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCGGGA---CTCGGTTGAAGAGTTTCCGGTCACA
droPer2 scaffold_9:2666447-2666635 - dpe_2483 AATGAGGCGGAGGCGCATGCCTTTGCTACGGCCCAGGGCTGGCCGACCG---AAGATCTGCGCGAGATTGGCAAGCGTCTGGTGGCGCTGGACAAACTGAATCCGGCGCGACCTCGCATTGCCATACTAACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCGGGA---CTCGGTTGAAGAGTTTCCGGTCACA
droWil2 scf2_1100000004511:5276750-

5276938 +
dwi_5417 AATGAGGCGGAGGCTCATGCCTTTGCCACTGGCCAGGGCTGGCCAACGG---ATGATCTGCGCGAGATTGGCAAACGTATAGTCGGTCTGGAGAAACTAAATCCAAGTCGGCCACGCATTGCCATACTAACGCAGGGCTGTGATCCGGTGTTGCTCATTCAAAAAGA---TTCGGTTGAAGAGTTTCCGGTTACA

droVir3 scaffold_13049:22492152-
22492343 +

dvi_158 AACGAGGCGGAGGCGCACGCCTTTGCCACTGCGCAAGGTTGGCCCGCCGACAATGATCTGCGTGAGATTGGCAAGCGCCTGGTCGCGCTGAATAAACTCAATACGGGGCGACCACGCATTGCCATACTCACGCAGGGCTGTGACCCCGTGCTGCTTATACAGCACGA---TTCGGTCCAGGAGTTTCCAGTGACA

droMoj3 scaffold_6680:17099712-
17099903 +

dmo_114 AACGAAGCAGAGGCCCATGCCTTTGCCACGGCGCAAGGCTGGCCCGCCGATGCGGATCTGCGTGAGATTGGCAAACGTTTGGTGGCACTGCCCAAAATCAATTCAGAGCGACCACGCATTGCCATACTCACGCAGGGCTGTGACCCCGTGCTGCTCATCCAGCACGA---CAAGGTCCAGGAGTTCCCGGTCACA

droGri2 scaffold_15121:203613-203807
+

dgr_465 AATGAGGCGGAGGCGAAGGCTTTTGCCACGGCACAAGGCTGGGCCGCCGATGAGGATCTGCGTGAGATTGGCAGGCGTCTGGTTGCACTGGACAAATTGAATTCAGCGCGACCACGCATTGCGATACTCACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCACGACGCTCCGGTCCAGGAGTTCCCAGTTACA
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491255:1412089-1412277
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454048:724234-724422
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302272:666717-666905
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:4137395-4137583
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4038.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395450:265900-266088
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:4377266-4377454
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3829.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_9:2666447-2666635
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2483.html
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http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5417.html
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http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_158.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:17099712-17099903
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_114.html
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http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_465.html
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ACGTTTACTTAGTAGCAAGAATCACACGTTTTTGCAGACGGCATTTTCTATTCGGAAACCTGTATAAAAGGTTTTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGTCCAAAGCCGCCATTGCGAAAGGCTTTCTTGGGAGCCGCCGCCCCATCAATCGAAACTGCAGTCGGTTACG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR553485

Chicharo_3
day-old
ovaries

SRR902009

testis

SRR553486

Makindu_3
day-old
ovaries

M023

head

SRR553488

RT_0-2
hours
eggs

O001

Testis

M025

embryo

GSM343915

embryo

.....TACTTAGTAGCAAGAATCACACGTT............................................................................................................................................................ 25 0 1 5.00 5 3 0 2 0 0 0 0 0

.....TACTTAGTAGCAAGAATCACACGT............................................................................................................................................................. 24 0 1 2.00 2 0 2 0 0 0 0 0 0

........................................................................TTTGAGCTCCAGTTTGCTGTCG............................................................................................ 22 0 1 2.00 2 2 0 0 0 0 0 0 0

.............................................................................................................................................................CCCATCAATCGAAACTGCAGTCGG..... 24 0 1 2.00 2 0 2 0 0 0 0 0 0

........TTAGTAGCAAGAATCACACGTTTT.......................................................................................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0 0 0

.....TACTTAGTAGCAAGAATCACACGTTT........................................................................................................................................................... 26 0 1 1.00 1 0 0 1 0 0 0 0 0

...........................................................................GAGCTCCAGTTTGCTGTCGTG.......................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0

..............................................................................................................TGTGGTCCAAAGCCGCCATTGC...................................................... 22 0 1 1.00 1 0 0 0 0 0 1 0 0

.........................................................................................TGTCGTGAGCAAACAGCAAAATGTGGT...................................................................... 27 0 1 1.00 1 1 0 0 0 0 0 0 0

........................................................................TTTGAGCTCCAGTTTGCTGTC............................................................................................. 21 0 1 1.00 1 0 0 0 1 0 0 0 0

...................................................................................................................................................................AATCGAAACTGCAGTCGGTT... 20 0 1 1.00 1 0 0 0 1 0 0 0 0

................................................................TAAAAGGTTTTGAGCTCCAGTTTGC................................................................................................. 25 0 1 1.00 1 0 0 0 0 1 0 0 0

Anti-sense strand reads

TGCAAATGAATCATCGTTCTTAGTGTGCAAAAACGTCTGCCGTAAAAGATAAGCCTTTGGACATATTTTCCAAAACTCGAGGTCAAACGACAGCACTCGTTTGTCGTTTTACACCAGGTTTCGGCGGTAACGCTTTCCGAAAGAACCCTCGGCGGCGGGGTAGTTAGCTTTGACGTCAGCCAATGC

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

#
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Hit
Count

Total
Norm Total

SRR553485

Chicharo_3
day-old
ovaries

SRR553486

Makindu_3
day-old
ovaries

SRR553487

NRT_0-2
hours
eggs

..............................AAACGTCTGCCGTAAAAGATAAGCCTTTG............................................................................................................................... 29 0 1 1.00 1 1 0 0
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Species Coordinate ID Alignment
droSim2 2r:5600449-5600634 + dsi_32438 ACG-TT----TACTTAGTA-GCAAGAATCACACGTTTTTGC--A------GACGGCAT--TTT--------------CTATTCGG----AAA-CCTGTATA-A----------------------AAGGTTTTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGTCCAAAGCCGCCA---------------TTGCG--------AAAG-GC----T----T--------TCTTGGGAGCCGCCGC--------CCCAT-CAATCGAAACTGCAGT-CGGTTACG----
droSec2 scaffold_1:2429395-2429580

+
dse_1835 ACG-TT----TACTTAGTA-GCAAGAATCACACGTTTTTGC--A------GACGGCAT--TTT--------------CTATTCGG----AAA-CCTGTATA-A----------------------AAGGTTTTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGTCCAAAGCCGCCA---------------TTGCG--------AAAG-GC----T----T--------TCATGGGAGCCGCCGC--------CCCAT-CAATCGAAACTGCAGT-CGGTTACG----

dm3 chr2R:4791612-4791794 + dme_379 ACG-TT----TACTTAGTA-CCAAGAATCACACGTTTTTGG--A------GACGGCAT--TTT--------------CTATTCGG----AAA-CCTATATA-A----------------------AAGGTTTTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGTCCAAAGCCGCCA---------------TTGCG--------AAAG-GC----T----T--------TCATGGGAGCC---GC--------CCTAT-CAATCGAAACTGCAGT-CGGTTACG----
droEre2 scaffold_4929:17858137-

17858312 -
der_75 GCG-TT----TACTTAGTA-CTAAGAATCACACATTTTTGC--A------GAGGGCAT--TTT--------------CTTTT-GG-----AA-GCTGTGTA-A----------------------AAGGCTTTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGTCCAAAGCCGCCA---------------ATCCG--------ATAG-GT-G-------C--------TTTGGGG-------GC--------CCCAA-TAATCGAAACTGCAGT-CGGTC-CG----

droYak3 2L:17449448-17449623 + dya_1784 GTG-TT----TACTTATTA-CTAAGAATCACACATTTTTGC--A------GAGGACAT--TTT--------------CGTTT-GG-----AA-CCTTTGTA-A----------------------AAGGTTTTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTAGTCCAAAGCCGACA---------------ATTCG--------ACAG-GT-G-------T--------TTTGGGG-------GC--------CCCAC-TTATCGAAACTGCAGT-CGGTT-AG----
droEug1 scf7180000409183:445681-

445854 +
GAG-TG----C-------A-GTAAGAATCACACATTTTTGA--A------GAGATCAT--TTTT-------------CTATTCTC----AAA-CTTGTATA-C----------------------AAGGTTTTGAGCTTCAGTTTGCTGTCGTGAGCAAACAGCAAAATGCGGTCCAAAATCGCCT---------------GTCCG--------AAAG-GT-G-------T--------TTTTGGGGGT-----C--------ACCAT-AAATCTAAACTGCAGT-TGATT-CG----

droBia1 scf7180000302291:2735848-
2736014 +

GAG-TG----C-------A-AAGAGAATCACACATTTTTGC--A------GA--GCAT--TTT--------------CTATTCCA-----AA-CATGTTTA-C----------------------AAGGTTTCGGACTACAGTTTGCTGTCGTGAGCAAACAGCAAAACGTTTTCCGAAGTCGCC-----------------TGCG--------AAAG-TT-A-------C--------TTTAAGG-------GC--------ACCAC-AAATCGAAACTGCAGT-TGGTTTGG----

droTak1 scf7180000415386:451363-
451535 -

AGAGTG----C-------A-ATAAGAATCACACATTTTTGC--A------GAGAGCAT--TTT--------------CTTTTTAG-----AA-CATGTTTA-C----------------------AAGGTTTTGAACCACAGTTTGCTGTCGTGAGCAAACAGCAAAATGTTTTCCAAAATCGCCA---------------ATTCG--------AAAG-TT-A-------T--------TTTGAGG-----GCGC--------ACCAC-AAATCTAAACTGCAGT-TGGTT-TG----

droEle1 scf7180000490483:67747-
67915 -

GAG-TG----T-------A-TTAAGAATCACACATTTTTGC--A------GAGG-TATATTTT--------------CTTTTTCG-----AA-TATGTATA-C----------------------AAGGTTTTGAACTACAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGCCCAAAACTGAAA---------------ATTCA--------AAAG-GT-T-------T--------TATTGGG-------GC--------ACCAC-AAATCGAAACTGCAGT-TGGTT-------

droRho1 scf7180000780108:150187-
150354 +

GAG-AA----T-------A-CTAAGGATTACACATTTTT-C--A------GAGATTAT--TTAT-------------CTTTTTCA-----AA-AATGTAGA-C----------------------AAGGTTCTGAACTATAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGCCCAGAATCGAAA---------------T-TTG--------AAAG--T-A-------T--------TTTTGGG-------TC--------AAAAC-AAATCGAAACTGCAGT-TGGTT-TG----

droFic1 scf7180000453851:1506165-
1506336 -

TAG-TG----T-------A-CTAAGAATCACACATTTTTGC--A------GGGAGCAT--TTTT-------------CTTTTTTA----AAA-CGTGTAGA-A----------------------AAGGTTTTGAACTTCAGTTTGCTGTCGTGAGCAAACAGCAAAATGCGGCCCAAAACCGCAA---------------ATTCA--------AACA-GA-A-------T--------TTTTGGG-------GC--------ACTAC-AAACCGAAACTGCAGT-TGGTT-TG----

droKik1 scf7180000302682:1354886-
1355065 +

GAG-TGAGAAC-------T-CTAAGAATCACACATTTTTAGACA------GAAGGTAT--TTC--------------CTTTTTCG-----AA-CCTGTACA-C----------------------AAGGTTCTGGACTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGCTCAGAGCCGACT---------------TTCCG--------AAAACGT-A-TT----T--------TTTTGGG-------GG--------ACTAC-AAATCAAAACTGCAGT-TGGTTTGG----

droAna3 scaffold_13266:1225288-
1225478 -

dan_4056 GAG-TT----TACT------AAAAGAATCACACATTTTTGC-CAAAAAAAAAGAGCAT--TTTTTTTCTTC-TTTCGATTTTCGA----AAA-GTTCTGAA-A----------------------ATGGTTTTGAACTTCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGCCCAAAGCCGCCC------------A--TTCCGC-----CGAAAC-GG-G--T----T--------T--------------A--------ATTAC-AAATCAAAACTGCAGA-TGATT-TG----

droBip1 scf7180000396730:2224846-
2225050 -

GAG-TT----TACT-------TAAGAATCACACATTTTTTGACAAA----AAAAACAT--TTTTTATGTTCGATTCGAAATTCGAAAAAAAA-GGTTCATA-C----------------------AAGGTTTTGAACTCCAATTTGCTGTCGTGAGCAAACAGCAAAATGTGGCCCAAAGCCGCCA---------------TTCCGC-----CGAAAG-GTTGACA----T--------TTTGGGT----GGGTA--------TTTCC-AAGTCAAAACTGCAGAACGACT-TG----

dp5 3:13606079-13606257 - dps_3844 AAA-TT----AAT-------TTAAGAATCACACATTTTTGA--A------GATG-CGT---TT--------------GTTTTAAG------A-ACTTTGTC-T----------------------GAGATTTTGAACCACAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGCACAAAATGAACA---------------TTCGG--------ATGG-AC----T----T-TAAGAATTTTGAG---TTAGGGG--------CCTTC-AGATCAAAACTGCAGT-TGGTT-TA----
droPer2 scaffold_2:8013574-8013752

+
AAA-TT----AAT-------TTAAGAATCACACATTTTTGA--A------GATG-CGT---TT--------------GTTTTAAG------A-ACTTTGTC-T----------------------GAGATTTTGAACCACAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGCACAAAATGAACA---------------TTCGG--------ATGG-AC----T----T-TAAGAATTTTGAG---TTAGGGG--------CCTTC-AGATCAAAACTGCAGT-TGGTT-TA----

droWil2 scf2_1100000004510:2696663-
2696874 -

dwi_5429 ATT-AT----TTGCTAGTAGAGAAAAAACACACATTTTTTT--G------A--------------------------TTTTTCAG----AAA-ATTCTCATAAAAATTGTTCTCTTTGTCAAATGTGGATTTTGTATCAAATTTTGCTGTCGTGAGCAAACAGCAAAAATTGACACAAAACCCTCG-------------------AATGACCCGATC---TTCACATAATTCCATGAATTTTCCGG-------GC--------TTTGGATAGTCAAAACTGCAGT-TGACTGGA----

droVir3 scaffold_12875:1774792-
1774976 +

dvi_24661 G------------------------AATCACACATATTTAC--T------GAAAGCAT--TTG--------------TTTTCC-A-----ACACATTCA-G-A----------------------TAGATTTTGAACTCTGTTCTGCTGTCGTGAGCATTCAGCAGAAAATTGTTCAAAATTGAAA----ATTT-CCTACCTTAAG--------A----GTAGACT----C--------TTCTGGTCGCTTCCAAAAAAAAACAAAAA-CAACCAAAACTGCAGT-TGGTTACG----

droMoj3 scaffold_6496:13717199-
13717331 -

dmo_3156 AA---------------------------------------------------------------------------------------------------------------------------TAGATTTTGAACTCTGTTCTGCTGTCGTGAGCATTCAGCAGAAAATTGTTCAAAATTGAATTTAAATTC-CCC---ACTCG--------AAGA-GCGGAA-----------GGTTTTCCAA-------AC--------TTTTA-ATACCAAAACTGCAGT-TGGGT-TAAAAG

droGri2 scaffold_15112:3869022-
3869173 +

ATC-----------------TAAAGAATCACACATTTTTTAT-C------GA--------------------------------------AA-CCAATA--------------------------TAGATTTTGGACCCTGTTCTGCTGTCGTGAGCATTCAGCAGAAAATTGTTCAAAATTAAAA----ATTCATCTAC-TTTCG--------AAAG-TA-G-------------------------TCAAAAT--------ATTCC-AAACCTAAACTGCAGT-TGGTT-------
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