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GCTAAGTAATAATTGAGTTGGAGCTCGACTTTTTGTAGTGAAGTATTCCCTCAAGGTCTAGAAAGTAGAGCTCAGTAATTTTACAAATTTGGCAATGCATTCAAGACCTGTGCGGAGTTATTTACACGTCGTCCATCAAAGTGTTTTGTTTTGCTGGTTTAAAA
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..................................................TCAAGGTCTAGAAAGTAGAGCT............................................................................................ 22 0 1 4684.00 4684 1571 1234 724 618 233 254 0 4 17 14 11 3 0 0 1

..................................................TCAAGGTCTAGAAAGTAGAGC............................................................................................. 21 0 1 812.00 812 225 158 177 173 48 6 18 3 1 1 1 0 1 0 0

..................................................TCAAGGTCTAGAAAGTAGAGCC............................................................................................ 22 1 1 229.00 229 135 74 0 0 0 20 0 0 0 0 0 0 0 0 0

.......................................................GTCTAGAAAGTAGAGCT............................................................................................ 17 0 1 108.00 108 0 0 0 0 108 0 0 0 0 0 0 0 0 0 0

..................................................TCAAGGTCTAGAAAGTAGAG.............................................................................................. 20 0 1 97.00 97 5 4 28 30 19 0 6 4 0 0 0 0 1 0 0

..................................................TCAAGGTCTAGAAAGTAGAGCG............................................................................................ 22 1 1 57.00 57 16 35 0 0 0 6 0 0 0 0 0 0 0 0 0

..................................................TCAAGGTCTAGAAAGTAGAGCTT........................................................................................... 23 1 1 34.00 34 14 10 3 4 2 0 0 1 0 0 0 0 0 0 0

........................................................TCTAGAAAGTAGAGCT............................................................................................ 16 0 1 26.00 26 0 0 0 0 26 0 0 0 0 0 0 0 0 0 0

..................................................TCAAGGTCTAGAAAGTAGA............................................................................................... 19 0 1 25.00 25 0 0 7 4 5 0 7 1 0 0 0 0 0 1 0

............................................................................................CAATGCATTCAAGACCTGTGCGT................................................. 23 1 1 22.00 22 1 0 0 0 9 0 0 11 0 0 0 0 0 0 1

..................................................TCAAGGTCTAGAAAGTAGAGCTC........................................................................................... 23 0 1 21.00 21 0 0 0 0 1 0 19 0 0 0 0 0 1 0 0

............................................................................................CAATGCATTCAAGACCTGTGCG.................................................. 22 0 1 20.00 20 0 0 1 1 15 0 0 3 0 0 0 0 0 0 0

...................................................CAAGGTCTAGAAAGTAGAGCT............................................................................................ 21 0 1 14.00 14 5 2 3 3 0 0 0 0 1 0 0 0 0 0 0

............................................................................................CAATGCATTCAAGACCTGTGC................................................... 21 0 1 13.00 13 3 2 1 0 3 0 2 2 0 0 0 0 0 0 0

....................................................AAGGTCTAGAAAGTAGAGCT............................................................................................ 20 0 1 8.00 8 4 0 1 1 2 0 0 0 0 0 0 0 0 0 0

......................................................GGTCTAGAAAGTAGAGCT............................................................................................ 18 0 1 5.00 5 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0

.......................................................GTCTAGAAAGTAGAGC............................................................................................. 16 0 1 5.00 5 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0

..................................................TCAAGGTCTAGAAAGT.................................................................................................. 16 0 1 3.00 3 0 0 1 0 1 0 0 0 0 0 0 0 0 1 0

............................................................................................CAATGCATTCAAGACCTGT..................................................... 19 0 1 3.00 3 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0

............................................................................................CAATGCATTCAAGACCTG...................................................... 18 0 1 2.00 2 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0

............................................................................................CAATGCATTCAAGACC........................................................ 16 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0

........................................................TCTAGAAAGTAGAGC............................................................................................. 15 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0

...................................................CAAGGTCTAGAAAGTAGAGC............................................................................................. 20 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................GGTCTAGAAAGTAGAGC............................................................................................. 17 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0

............................................................................................CAATGCATTCAAGACCTGTGCGA................................................. 23 1 1 2.00 2 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0

............................................................................................CAATGCATTCAAGACCTGTGCT.................................................. 22 1 1 2.00 2 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0

................................................................................................GCATTCAAGACCTGTGCGT................................................. 19 1 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0

............................................................................................CAATGCATTCAAGACCTGTG.................................................... 20 0 1 2.00 2 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0

..................................................TCAAGGTCTAGAAAGTAG................................................................................................ 18 0 1 2.00 2 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0

.......................................................GTCTAGAAAGTAGAG.............................................................................................. 15 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0

..................................................TCAAGGTCTAGAAAGTAGAGCTTT.......................................................................................... 24 2 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................CTAGAAAGTAGAGCT............................................................................................ 15 0 3 1.33 4 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0

.................................................................................................CATTCAAGACCTGTGCGT................................................. 18 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

..................................................TCAAGGTCTAGAAAGTAGAGCA............................................................................................ 22 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

................................................................................................GCATTCAAGACCTGTGCG.................................................. 18 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

..................................................TCAAGGTCTAGAAAGTAGAGCTTGA......................................................................................... 25 3 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

..................................................TCAAGGTCTAGAAAGTAGAGAG............................................................................................ 22 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................TCTAGAAAGTAGAGCG............................................................................................ 16 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

.........................................................................................TGGCAATGCATTCAAGACCTGTGGA.................................................. 25 2 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

............................................................................................CAATGCATTCAAGACCTGTGCGG................................................. 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TCAAGGTCTAGAAAGTA................................................................................................. 17 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TTTGGCAATGCATTCAAGACCTGTGC................................................... 26 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

....................................................AAGGTCTAGAAAGTAGAGC............................................................................................. 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................CAATGCATTCAAGACCTGTGCGTT................................................ 24 2 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

.............................................................................................AATGCATTCAAGACCTGTGCGT................................................. 22 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

............................................................................................CAATGCATTCAAGACCTGTGTT.................................................. 22 2 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

..................................................TCAAGGTCTAGAAAGTAGAGCAT........................................................................................... 23 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TCAAGGTCTAGAAAGTAGAGT............................................................................................. 21 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

.....................................................AGGTCTAGAAAGTAGAGCT............................................................................................ 19 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

..................................................TCAAGGTCTAGAAAGTAGCT.............................................................................................. 20 2 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................GTTTTGTTTTGCTGG....... 15 0 6 0.17 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

..................................................TCAAGGTCTAGAAAA................................................................................................... 15 1 12 0.08 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CGATTCATTATTAACTCAACCTCGAGCTGAAAAACATCACTTCATAAGGGAGTTCCAGATCTTTCATCTCGAGTCATTAAAATGTTTAAACCGTTACGTAAGTTCTGGACACGCCTCAATAAATGTGCAGCAGGTAGTTTCACAAAACAAAACGACCAAATTTT
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droSim2 x:20141508-20141671 - dsi_6 GCTAAGTAA---T-AA-TTGAGTTGGAGCTC-GACTTTTTGTAGTGAAGTATT--------CCCTCAAGGTCTAGAAAGTAGAGCTCAGTAATTTTACAAATTTGGCAATGCATTCAAGACCTGT-GCGGAGTTATTTACACGTCGTCC---ATCAAAGTGTTTTGTT------------TTG-CTGGTTTAA-AA----------------
droSec2 scaffold_8:3725797-3725960

-
dse_127 GCTAAGTAA---T-AA-TTGAGTTGGAGCTC-GACTTTTTGTAGTGAAGTATT--------CCCTCAAGGTCTAGAAAGTAGAGCTCAGTAATTTTACAAATTTGGCAATGCATTCAAGACCTGT-GCGGAGTTATTTACACGTCGTCC---ATCAAAGTGTTTTGTT------------TTG-CTGGTTTGA-AA----------------

dm3 chrX:21443075-21443242 - dme_444 GCTAAGTGA---T-AA-TTGAATC---TGGA-AATAA--TAGAATGGAAGAAAAATGGAAATGATAATAATCTGGAAAGTAGAGCTCAGTAATTTTACAAATTTGGCAATGCCTTCAAGACCTGT-GCGGAGTTTTTTACACGTCTTCC---ATTAAAGTGTTTTGGT------------TTG-TTTGTTTGATAA----------------
droEre2 scaffold_4690:17924495-

17924676 -
der_47 GCTGAGA-A---T-TA-TTGCCTGGAACCTC-GAGAT--TGTTGTGAA--ATT--------CCCTTAAGGTCAGGAAAGTATAGCTCAGTGATTT-GCGAATTTAGCAATACATTCTAGACCTTT-GCGGAGTTTTTCAAAGGTCTTCC---GTGAAAGTGTTCTGCTTGTTTTTGTGA---ATCTATCTTGG---GTAACTCTAGTCTAGA

droYak3 X:20580767-20580915 - dya_40 GCTAAGAAA---C---------------CAG-GACGT--CTTTGTGAATTATT--------CCCTTAAGGTCAGAAATGTATAGCTTAGTGGCTTTACAAATTTGGCAATACATTTAAGACCTTA-GCGGAGTTTCTCACATGCCTTCC---ATAAAAGTGTCTAGTC------------TAG-ACAATTTAA-AA----------------
droEug1 scf7180000408193:45617-

45726 +
GCAAAGTAA---ATCATTTAACTTACACTTT-CATTTCAAATTGTGA-GTATT--------TTCTTAAGGTCTGAACAGTATAGCTCAGTAACTTAAGAAATTCTGCAATACATTCAAGACTT-----------------------------------------------------------------------------------------

droTak1 scf7180000415769:353326-
353498 -

GGTGCGTAA---G-AA-TTAAATA---------ATTT--TCTTGTGAACTTTT--------TCCTTAAGGTCTGGGAAGTATAGCTAAGTGATTTTAAATATTCTGCAATGCATTCAAGACCTTTTGCAAAG-GGTTCACACGTGTTTCTTTATTGAATTGTTTA---------TG--AAGTGTCTGTTTTGA-AAGAAACTTAAAATT--C

droEle1 scf7180000491087:1001998-
1002140 +

AAGAAGTTT---TTAATTTGTG-----TTAA-AACAT--TTTTGTGAAATATT--------TTCTTAAGGTCTTGAAGATATACCTTAGTAATTTTAAAAAGTCGGTAATATATTCAAGATCTTCTGTAAAGTGTTTTTTTCATGTTTCTT-GTTACTCCCTT-------------------------------------------------

droRho1 scf7180000774347:141-274 + GTGAACAAA---TTAA-TTTCTTTGGGCTTT-AACTT--TTTTGTGAAATATT--------TTCTTAAGGTCTGGAAAGTATATCAATGTATATTAAAAAATTCTGCTATATTTTAAAGACCTTTTGCAAAGTGCTTTACTCGTGATTC---------------------------------------------------------------
droFic1 scf7180000453926:397642-

397776 -
GGGAATTCCTCCG-AA-GTGACTAA-GCCGCAGAAGT--GTCTGTGATATATT--------TTCTTAAGGTCTGGAAAGTATAGCAACGGCATTTTA-AACTCCTGCGATACATTCAAGACCTTT-TGTAAATTTCCTACTCGTGGTTC---A-----------------------------------------------------------
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:17924495-17924676
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TTCTATAAGCTAACGAGCATTCATTAAAACTTCGTTTTTTCTAAAATTATATAAGTATGTTATTCTATTTTGTGTGTTTTACAAAATCTGTGTAACATGCTTAATATATTTTTTGAAAACTATCCCCCTACCACCGAAGTGTACAAATTAAAAAAA
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....................................................................................AATCTGTGTAACATGCTTAATAT................................................. 23 0 1 718.00 718 671 39 1 2 4 1 0 0 0 0 0 0 0 0

..................................................ATAAGTATGTTATTCTATTTTG.................................................................................... 22 0 1 454.00 454 383 56 10 0 0 3 1 0 0 0 0 1 0 0

...................................................................................AAATCTGTGTAACATGCTTAATAT................................................. 24 0 1 290.00 290 278 6 0 0 3 1 0 1 0 1 0 0 0 0

.....................................................................................ATCTGTGTAACATGCTTAATAT................................................. 22 0 1 285.00 285 259 18 2 2 3 1 0 0 0 0 0 0 0 0

..................................................ATAAGTATGTTATTCTATTTT..................................................................................... 21 0 1 238.00 238 230 8 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................AATCTGTGTAACATGCTTAAT................................................... 21 0 1 175.00 175 113 53 4 2 1 0 1 0 0 0 1 0 0 0

....................................................................................AATCTGTGTAACATGCTTAATA.................................................. 22 0 1 160.00 160 153 4 2 0 0 0 0 0 0 1 0 0 0 0

.....................................................................................ATCTGTGTAACATGCTTAATATA................................................ 23 0 1 140.00 140 132 5 1 1 0 0 0 1 0 0 0 0 0 0

....................................................................................AATCTGTGTAACATGCTTAATAA................................................. 23 1 1 92.00 92 92 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................AAATCTGTGTAACATGCTTAATA.................................................. 23 0 1 74.00 74 71 2 1 0 0 0 0 0 0 0 0 0 0 0

..................................................ATAAGTATGTTATTCTATTT...................................................................................... 20 0 1 67.00 67 35 30 1 1 0 0 0 0 0 0 0 0 0 0

.....................................................................................ATCTGTGTAACATGCTTAATA.................................................. 21 0 1 51.00 51 35 12 4 0 0 0 0 0 0 0 0 0 0 0

.................................................TATAAGTATGTTATTCTATTT...................................................................................... 21 0 1 50.00 50 37 12 0 0 0 0 0 0 0 0 0 0 1 0

.................................................TATAAGTATGTTATTCTATTTT..................................................................................... 22 0 1 46.00 46 45 1 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ATAAGTATGTTATTCTAT........................................................................................ 18 0 1 39.00 39 1 36 0 1 0 1 0 0 0 0 0 0 0 0

...................................................................................AAATCTGTGTAACATGCTTAAT................................................... 22 0 1 37.00 37 37 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................ATCTGTGTAACATGCTTAATATAA............................................... 24 1 1 36.00 36 36 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ATAAGTATGTTATTCTATT....................................................................................... 19 0 1 32.00 32 1 29 0 0 0 0 0 0 2 0 0 0 0 0

....................................................................................AATCTGTGTAACATGCTTAATATA................................................ 24 0 1 32.00 32 29 3 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................ATCTGTGTAACATGCTTAAT................................................... 20 0 1 22.00 22 13 9 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................AATCTGTGTAACATGCTTAA.................................................... 20 0 1 19.00 19 5 13 0 1 0 0 0 0 0 0 0 0 0 0

.....................................................................................ATCTGTGTAACATGCTTAATAA................................................. 22 1 1 17.00 17 17 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................AATCTGTGTAACATGCTT...................................................... 18 0 1 17.00 17 0 16 0 1 0 0 0 0 0 0 0 0 0 0

...................................................................................AAATCTGTGTAACATGCTTAATAA................................................. 24 1 1 16.00 16 16 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ATAAGTATGTTATTCTATTTTGA................................................................................... 23 1 1 10.00 10 10 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ATAAGTATGTTATTCTATTTTA.................................................................................... 22 1 1 8.00 8 8 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................AATCTGTGTAACATGCTTA..................................................... 19 0 1 6.00 6 0 6 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................ATCTGTGTAACATGCTTAATATAAA.............................................. 25 2 1 6.00 6 6 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................AATCTGTGTAACATGCTTAATT.................................................. 22 1 1 6.00 6 6 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TATAAGTATGTTATTCTAT........................................................................................ 19 0 1 6.00 6 0 6 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................AAATCTGTGTAACATGCT....................................................... 18 0 1 6.00 6 0 6 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................ATCTGTGTAACATGCTTAA.................................................... 19 0 1 6.00 6 1 3 1 1 0 0 0 0 0 0 0 0 0 0

......................................................................................TCTGTGTAACATGCTTAATAT................................................. 21 0 1 5.00 5 1 4 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................ATCTGTGTAACATGCTTAATATT................................................ 23 1 1 5.00 5 5 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TATAAGTATGTTATTCTA......................................................................................... 18 0 1 4.00 4 0 4 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ATAAGTATGTTATTCTATTTTGT................................................................................... 23 0 1 4.00 4 3 1 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................ATCTGTGTAACATGCTTA..................................................... 18 0 1 4.00 4 0 4 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ATAAGTATGTTATTCTATTTTGAA.................................................................................. 24 2 1 4.00 4 4 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................TCTGTGTAACATGCTTAATATA................................................ 22 0 1 4.00 4 4 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................AATCTGTGTAACATGCTTAATATAA............................................... 25 1 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ATAAGTATGTTATTCT.......................................................................................... 16 0 1 3.00 3 1 0 0 0 0 2 0 0 0 0 0 0 0 0

.................................................TATAAGTATGTTATTCTATT....................................................................................... 20 0 1 3.00 3 0 3 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................TCTGTGTAACATGCTTAATA.................................................. 20 0 1 3.00 3 0 3 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................AAATCTGTGTAACATGCTTAAA................................................... 22 1 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................TCTGTGTAACATGCTTAATATT................................................ 22 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TATAAGTATGTTATTCTATTA...................................................................................... 21 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................AAATCTGTGTAACATGCTTA..................................................... 20 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................AAATCTGTGTAACATGCTTAA.................................................... 21 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TAAGTATGTTATTCTATTTT..................................................................................... 20 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................ATCTGTGTAACATGCTTAAA................................................... 20 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................AAATCTGTGTAACATGCTTAATATA................................................ 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................TCTGTGTAACATGCTTAAT................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ATAAGTATGTTATTCTATTA...................................................................................... 20 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................ATCTGTGTAACATGCTTAATATTA............................................... 24 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................AAATCTGTGTAACATGCTTAATAG................................................. 24 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................AATCTGTGTAACATGCTTAATATT................................................ 24 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ATAAGTATGTTATTCTATTTTAA................................................................................... 23 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................AAATCTGTGTAACATGCTT...................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TATAAGTATGTTATTCTATTTTG.................................................................................... 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................ATCTGTGTAACATGCTTAATT.................................................. 21 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................ATCTGTGTAACATGCTTAATATAT............................................... 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TATAAGTATGTTATTCTATTTTT.................................................................................... 23 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ATAAGTATGTTATTCTA......................................................................................... 17 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TGTGTAACATGCTTAATATA................................................ 20 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0

....................................................................................AATCTGTGTAACATGCTTAAG................................................... 21 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TATAAGTATGTTATTCTATTTG..................................................................................... 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................TCTGTGTAACATGCTTAA.................................................... 18 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ATAAGTATGTTATTCTATTTTGAAA................................................................................. 25 3 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................AATCTGTGTAACATGCTTAAA................................................... 21 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ATAAGTATGTTATTCTATTTTGCA.................................................................................. 24 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ATAAGTATGTTATTCTATTTTGC................................................................................... 23 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................AAATCTGTGTAACATGCTTAATT.................................................. 23 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ATAAGTATGTTATTCTATTAA..................................................................................... 21 2 6 0.17 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................TATGTTATTCTATTTA..................................................................................... 16 1 20 0.05 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0

Anti-sense strand reads

AAGATATTCGATTGCTCGTAAGTAATTTTGAAGCAAAAAAGATTTTAATATATTCATACAATAAGATAAAACACACAAAATGTTTTAGACACATTGTACGAATTATATAAAAAACTTTTGATAGGGGGATGGTGGCTTCACATGTTTAATTTTTTT

************************************.(((((.((((.((((((((((((((((...((((((((.....))))))))....))))))))))).))))).)))).))))).***********************************
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Species Coordinate ID Alignment
droSim2 2r:17042166-17042321 - dsi_81 TTCTATAAGCTAACGAGCATTCATTAAAACTTCGTTTTTTCTAAAATTATATAAGTATGTTATTCT--ATTTTGTGTGTTTTACAAAATCTGTGTAACATGCTTAATATATTTTTTGAAAACTATCCCCCTACCACCGAAGTGTACAAATT---AAAAAAA
droSec2 scaffold_1:14026903-

14027057 -
dse_234 TTCTATAAGCTAACGAGCATTCATTAAAACTTCGT-TTGTCTAAAATTATATAAGTATGTTATTCT--ATTTTGTGTGTTTTACAAAATCTGTGTAACATGCTTAATATATTTTTTGAAAACTATCAACCTACCACCGAAGTGTAGAAATT---AAAAAAA

dm3 chr2R:16472566-16472690
-

---------------------------AACTTGGTTTTTTCTAAAATTATTTAGGTCCGTTTTGCAT-ATTTTAGGTGTTTTACAAAATCTGTGTAACATACTTAATATATTTTTAGAAAACTAACACC--------TAAGTGTACGGAATCAAAAAAAAA

droEre2 scaffold_4845:10618910-
10619024 -

der_62 ------------------------------------TTTTCCAGAAATATTTAAGTCTGTTATGCATAGTTTTGTGAGTTTGACAAAATCTGCACAACCGGCTTAATGTATTTTTAGAAAACGAGCACCTTA-------GTTGTAAAGAAT---AAACTAA

droYak3 2R:12723891-12724014 + dya_121 ---------------------------AACTTTGATTTTTCTAGAAATATTTAAGTCTGTTCTGCTTAGATTTGTGAATTTGACAAAATCTGCACAGCCGGCTTAATGTATTTTTAGAAACTTAGCACCTTT-------TGTGTAAAGAAA---AAACTAA
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http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_121.html
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TATAAGATACCAATGCATGCATGTCTCCATCTCTAGTAGAACTCTAGGGCCAGGTCTGGACCACAGGGACTGGACTCCAGGCCCTGTGGCCCAAAACTGGCCAACACGTATCCGTGTGTATGTTTATCTATCCACTGTATTGAGTCTTGTAA

***********************************............((((((...(((.((((((((.((((...)))).)))))))).)))...))))))...........***************************************
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..................................................CAGGTCTGGACCACAGGGACT................................................................................. 21 0 1 414.00 414 175 186 27 8 10 0 4 4 0 0 0 0 0

..................................................CAGGTCTGGACCACAGGGAC.................................................................................. 20 0 1 247.00 247 147 44 35 7 11 0 1 2 0 0 0 0 0

..................................................CAGGTCTGGACCACAGGGACTG................................................................................ 22 0 1 149.00 149 55 12 52 14 6 7 2 1 0 0 0 0 0

..................................................CAGGTCTGGACCACAGGGA................................................................................... 19 0 1 54.00 54 17 30 7 0 0 0 0 0 0 0 0 0 0

..................................................CAGGTCTGGACCACAGGGACTGGAC............................................................................. 25 0 1 52.00 52 43 7 2 0 0 0 0 0 0 0 0 0 0

..................................................CAGGTCTGGACCACAGGGACTGGACT............................................................................ 26 0 1 30.00 30 27 3 0 0 0 0 0 0 0 0 0 0 0

..................................................CAGGTCTGGACCACAGGGACC................................................................................. 21 1 1 28.00 28 11 17 0 0 0 0 0 0 0 0 0 0 0

..................................................CAGGTCTGGACCACAGGG.................................................................................... 18 0 1 20.00 20 7 6 6 0 1 0 0 0 0 0 0 0 0

..................................................CAGGTCTGGACCACAGGGACTGGACTCC.......................................................................... 28 0 1 9.00 9 4 5 0 0 0 0 0 0 0 0 0 0 0

..................................................CAGGTCTGGACCACAGGGACG................................................................................. 21 1 1 8.00 8 3 5 0 0 0 0 0 0 0 0 0 0 0

..................................................CAGGTCTGGACCACAGGGACTGG............................................................................... 23 0 1 7.00 7 2 1 2 1 1 0 0 0 0 0 0 0 0

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

..................................................CAGGTCTGGACCACAGGGACTGGA.............................................................................. 24 0 1 6.00 6 2 4 0 0 0 0 0 0 0 0 0 0 0

..................................................CAGGTCTGGACCACAGGGAA.................................................................................. 20 1 1 5.00 5 5 0 0 0 0 0 0 0 0 0 0 0 0

..................................................CAGGTCTGGACCACAGGGACTT................................................................................ 22 1 1 4.00 4 1 1 0 0 0 2 0 0 0 0 0 0 0

...................................................AGGTCTGGACCACAGGGACT................................................................................. 20 0 1 4.00 4 1 2 0 1 0 0 0 0 0 0 0 0 0

.......................................................................GGACTCCAGGCCCTGTGGCCCAAAACT...................................................... 27 0 1 4.00 4 0 2 0 2 0 0 0 0 0 0 0 0 0

.........................TCCATCTCTAGTAGAACTCTAGG........................................................................................................ 23 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0

....................................................GGTCTGGACCACAGGGACT................................................................................. 19 0 1 3.00 3 0 1 0 2 0 0 0 0 0 0 0 0 0

...................................................AGGTCTGGACCACAGGGA................................................................................... 18 0 1 3.00 3 1 1 1 0 0 0 0 0 0 0 0 0 0

...................................................AGGTCTGGACCACAGGGACTG................................................................................ 21 0 1 3.00 3 0 0 1 1 0 1 0 0 0 0 0 0 0

...............................................................................GGCCCTGTGGCCCAAAACT...................................................... 19 0 1 3.00 3 0 0 3 0 0 0 0 0 0 0 0 0 0

..................................................CAGGTCTGGACCACAGGGACTGGG.............................................................................. 24 1 1 3.00 3 2 1 0 0 0 0 0 0 0 0 0 0 0

..................................................CAGGTCTGGACCACAGGGACTGT............................................................................... 23 1 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0

...........................................CTAGGGCCAGGTCTGGACCACAGGGACT................................................................................. 28 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0

...................................................AGGTCTGGACCACAGGGAC.................................................................................. 19 0 1 2.00 2 0 1 1 0 0 0 0 0 0 0 0 0 0

..................................................CAGGTCTGGACCACAGGGACTGGACC............................................................................ 26 1 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0 0 0

...................................................AGGTCTGGACCACAGGGACTGGAC............................................................................. 24 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0 0 0

..................................................CAGGTCTGGACCACAGGGACTGGACTC........................................................................... 27 0 1 2.00 2 0 0 1 0 1 0 0 0 0 0 0 0 0

...............................TCTAGTAGAACTCTAGGGCCA.................................................................................................... 21 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................CAGGCCCTGTGGCCCAAAACTGGC................................................... 24 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................GGCCCTGTGGCCCAAAACTGGC................................................... 22 0 1 2.00 2 0 1 0 0 0 0 0 1 0 0 0 0 0

................................CTAGTAGAACTCTAGGGCC..................................................................................................... 19 0 1 2.00 2 1 0 0 0 0 0 1 0 0 0 0 0 0

..............................................................ACAGGGACTGGACTCCAGGCC..................................................................... 21 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0

..................................................CAGGTCTGGACCACAGGGTT.................................................................................. 20 2 2 2.00 4 4 0 0 0 0 0 0 0 0 0 0 0 0

........................CTCCATCTCTAGTAGAACTCTAGGG....................................................................................................... 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

...................................GTAGAACTCTAGGGCCAGGTCTGGACC.......................................................................................... 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

.................................TAGTAGAACTCTAGGGCCAGGTCTG.............................................................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0

.........................................................................................................................GTTTATCTATCCACTGTATTGAGTC...... 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

..........................CCATCTCTAGTAGAACTCTAGG........................................................................................................ 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................CAAAACTGGCCAACACGTATCCGTGT................................... 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

........................................................................GACTCCAGGCCCTGTGGCCCAAAACTGGC................................................... 29 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

......................................................TCTGGACCACAGGGACTGGACT............................................................................ 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

......................GTCTCCATCTCTAGTAGAAC.............................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

......................................................................................................................TATGTTTATCTATCCACTGTA............. 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

........................CTCCATCTCTAGTAGAACTCT........................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................GGCCCTGTGGCCCAAAACTG..................................................... 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

................................CTAGTAGAACTCTAGGGCCAG................................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

............................ATCTCTAGTAGAACTCTAGGGC...................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

.....................................................................CTGGACTCCAGGCCCTGTGGCCCAAAAC....................................................... 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

..................................................CAGGTCTGGACCACAGGGACTGGACTCT.......................................................................... 28 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

..................................................CAGGTCTGGACCACAGGAC................................................................................... 19 2 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

......................................................TCTGGACCACAGGGACTGGACC............................................................................ 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

...................................................AGGTCTGGACCACAGGGACTGGACTC........................................................................... 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................GACTGGACTCCAGGCCCTGTGGCC............................................................. 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

..................................................CAGGTCTGGACCACAGGGACTGTC.............................................................................. 24 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

....................................................GGTCTGGACCACAGGGAC.................................................................................. 18 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

..................................................CAGGTCTGGACCACAGGGAT.................................................................................. 20 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

..................................................CAGGTCTGGACCACAGGC.................................................................................... 18 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

...........................................CTAGGGCCAGGTCTGGACC.......................................................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

..................................................CAGGTCTGGACCACAGGGACA................................................................................. 21 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

..............................................................................AGGCCCTGTGGCCCAAAACTGGC................................................... 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

.................................................CCAGGTCTGGACCACAGGGACTG................................................................................ 23 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0

..................................................CAGGTCTGGACCACAGGGACTGGACG............................................................................ 26 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

..................................................CAGGTCTGGACCACAGGGACTGGT.............................................................................. 24 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

....................................................GGTCTGGACCACAGGGACTG................................................................................ 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

..........................CCATCTCTAGTAGAACTCTAG......................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................GTCTGGACCACAGGGACTGTT.............................................................................. 21 2 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0

..................................................CAGGTCTGGACCACAGGT.................................................................................... 18 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

.................................TAGTAGAACTCTAGGGCC..................................................................................................... 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

............................ATCTCTAGTAGAACTCTAGG........................................................................................................ 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

.....................TGTCTCCATCTCTAGTAGAAC.............................................................................................................. 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0

.........................................CTCTAGGGCCAGGTCTGGACC.......................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

................................................................AGGGACTGGACTCCAGGCC..................................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

......................................GAACTCTAGGGCCAGGTCTGGACCACAG...................................................................................... 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

....................................TAGAACTCTAGGGCCAGGTCTGGACCAC........................................................................................ 28 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0

..................................................CAGGTCTGGACCACAGGGT................................................................................... 19 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................GGACCACAGGGACTG................................................................................ 15 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0

.....................................................GTCTGGACCACAGGGACT................................................................................. 18 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

........................CTCCATCTCTAGTAGAACTCTAGGGCC..................................................................................................... 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

....................................................GGTCTGGACCACAGGGACC................................................................................. 19 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

....................................TAGAACTCTAGGGCCAGGTCTGGACCACA....................................................................................... 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0

........................CTCCATCTCTAGTAGAACTCTAG......................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

...............................................................................GGCCCTGTGGCCCAAAACTGG.................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

..................................................CAGGTCTGGACCACAGGACT.................................................................................. 20 3 7 0.14 1 0 1 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ATATTCTATGGTTACGTACGTACAGAGGTAGAGATCATCTTGAGATCCCGGTCCAGACCTGGTGTCCCTGACCTGAGGTCCGGGACACCGGGTTTTGACCGGTTGTGCATAGGCACACATACAAATAGATAGGTGACATAACTCAGAACATT

***************************************............((((((...(((.((((((((.((((...)))).)))))))).)))...))))))...........***********************************
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embryo

................................................................................AGGGACACCGGGTTTTGACCGGT................................................. 23 1 1 1.00 1 0 0 1 0 0 0

.................................................................................................................................TAGGTGACATAACTCAGAACA.. 21 0 1 1.00 1 1 0 0 0 0 0

.............................................TCCCGGTCCAGACCTGGTGTCCC.................................................................................... 23 0 1 1.00 1 0 1 0 0 0 0
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Species Coordinate ID Alignment
droSim2 2l:5118636-5118787 + dsi_21 TATAAGATAC--------C--------AATGCAT--GCATGTCTCCATCTCTA-GTA--GAACTCTAGGGCCAGGTCTGGACCACAGG-GACT-GGACTCCA-------------------GGCCCTGTGGCCCAAAACTGGCCAACACGTA----TCCGTGTG--TATGTTTATC--TATCCACTGTATT-GAGTCT-------TGTAA
droSec2 scaffold_5:3389029-3389181

+
TATAAGATAC--------C--------GATGCAT--GCATGTCTCCATCTCTATGTA--GAACTCTAGGGCCAGGTCTGGACCACAGG-GACT-GGACTCCA-------------------GGCCCTGTGGACCAAAACTGTCCAACACGTA----TCCGTGTG--TATGTTTATC--TATCCACTGTATT-GAGTCT-------TGTAA

dm3 chr2L:5309925-5310077 + TATTAGATAC--------C--------GATGCAT--GCATGTCTCCATCTCTATGTA--GAACTCTAGGGCCAGGTCTGGACCACAAG-GATT-TGACACAA-------------------GACCCTGTGGCCCGAAACTGGCCAACACTTA----TCTGTGTG--TATGTTTATC--TATCCACTGTATT-GAGTCT-------TGTAA
droEre2 scaffold_4929:5391817-

5391940 +
TATTAAA-AC--------C--------GATGCAT--GCTTGTCTCCATCTCTATGTA--T-------GGGCCAGGTCTGGACCATAAG-GACT-AGA----------------------------------------CCTGGCCAAAACGTA----TCTGTGTG--TATGTGTATC--TATCCATTGTATT-GAGTCT-------TGTAT

droYak3 2L:13887086-13887236 - TATTAGATAC--------C--------GATGCAT--GCTTGTCTCCATCTCTGTGTA--GAACGCTAGGGCCAGGTCTGGACCACAAG-GACTCGGA---TA-------------------GACCCTGTGGCCTAAACCTGGCCAAGACGTA----TCCGTGTG--TATGTTTATC--TATCCACTGTATT-GAGTCT-------TGTAA
droEug1 scf7180000409005:1213200-

1213324 +
TATTAGATAT--------C--------GATGCAT--GCTTGTCTCTATCTCTATGTA--TAACTCTAGGATCAGGTTTTAGCCATAA----------------------------------GACACTATGGCTCTAACCTGGTCAATACGTA----------------------TC--TATCCACTGTATTTGAGTCT-------TGTAA

droBia1 scf7180000302261:758744-
758889 +

TATTAGATAT--------C--------GATGCAT--GCTTGTCTCCATTTCTATGTA--TAACTCTAGGGCCGGGTTTCGGCCATAGG-CC-TT-----CTA-------------------GACCCTATGGTTGCAACCTGACCC--TCGTA----TATGTGTG--TACGTTTACC--TATCCACTGTATT-GAGTCT-------TGTAA

droTak1 scf7180000415704:197614-
197704 -

TATTAGATAT--------C--------GATGCAT--GCTTGTCTCTATTTCTATGTTTATAACT---------------------------------------------------------------------------AGAACAACATATA----TGTGTGTG--CATGTTTAAC--TATCCA-----------TCT-------TGTAA

droEle1 scf7180000491338:135355-
135502 +

TATTACATACG-------C--------GAGGCATCTGCAA------------ATGTA--TAACTCTAAAGCCGGGCTTGGATCATAAACGACTC-----CTA-------------------GACTTTGTGGTCCAAACCCGGGCATTACCTATGTATCTGTGTGCATATGCTTATC--TATCCACTGTATTGAAGTCT-------TGTAA

droRho1 scf7180000767806:21514-
21664 -

TATTAGATAT--------C--------GATGCAT--GCTTGTCTTTATCTCTATGTGTATAGCTCTAGGGCCGGGTTTGGGCCATAAG-GACTC-----CTA-------------------GACCCTATGGTTTAAGCCCGGCCAATACGTA----TCCGTGTG--TATGTTTATC--TATCCACTGTATT-GAGTCT-------TGTAA

droFic1 scf7180000453842:934144-
934229 -

TATCGGATAT--------C--------AAAGCAT--ACTACTCTATATCTCTATGTA--TAACTCT---------------------------------------------------------------------------------------------GTGTG--TATGTTTATC--TATCCACTGTATTTGAGTCT-------TGTAA

droKik1 scf7180000302643:539050-
539140 -

TATTAGATAT--------C--------GATGAAT--GCTTGTCCCTATCTCTATGTA--TAACC---------------------------------------------------------------------------TGGCTTAGACGTA--------------------TATC--TATCCACTGTATT-GAGTCTTGTATCTTGT-A

droAna3 scaffold_12916:9850009-

9850090 -

TATTAGATAT--------C--------GATGCAT--GCCTATTCTATTCTCTA-------AAC---------------------------------------------------------------------------------------TA----TC--TGTG--TACGTTAATCTGTATCCACTGTATT-GAGTCG-------TGTAA

droBip1 scf7180000396580:1180038-
1180159 +

TATTAGATAT--------C--------GATGCAT--GCCTATTTGTATCTCTATGTA--TAACT--AAGGTCGGACTAGAGTCG----------GAA----------------------------CTCTAGCTGGAGCCTAACC----------------TATG--TATGTGTATC--TATCCACTGTATT-GAGTCT-------TGTAA

dp5 4_group3:7128051-7128199 + TATTAGAAGAGTTTATATCTATCGAAAGATGTAT--TTTTATCTCCATTTCTATCTC--TATCTCTGTTT--GTATCTGTAA--------------------CTTTAAATGTATCTGTGTTTGTTCTGTAATCGTG---TACTCAAAGCGTA----TCTATTTA--TATG--TATC--TGTGCGT----------------------TAA
droPer2 scaffold_1:8575395-8575543

+
TATTAGAAGAGTTTATATCTATCGAAAGATGTAT--TTTTATCTCCATTTCTATCTC--TATCTCTGTTT--GTATCTGTAA--------------------CTTTAAATGTATCTGTGTTTGTTCTGTAATCGTG---TACTCAAAGCGTA----TCTATTTA--TATG--TATC--TGTGCGT----------------------TAA
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TGCGAGGAGAGCGGCCAGCGGCATAATGCCGGCGACAGCGAATTCATGGGTCTTGTTGCTGTTGTTGTTGGTCGCCGTGGAAAGATGCAGCAGCAACAGCAGCGGGCGCATAAATTTTCGCAGCAGCAGCAGCGGCTACAGGAAGGTCCAGTGGCAGG

***********************************..(((((...(((.((((.(((((((((((((((((((..........))).)))))))))))))))))))).))).....))))).************************************
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.....................................................................................TGCAGCAGCAACAGCAGCGGGC................................................... 22 0 1 718.00 718 548 108 52 6 4 0 0 0 0 0 0 0 0 0

.....................................................................................TGCAGCAGCAACAGCAGCGGGCG.................................................. 23 0 1 109.00 109 43 31 7 0 17 7 0 2 2 0 0 0 0 0

..................................................TCTTGTTGCTGTTGTTGTTGGTC..................................................................................... 23 0 1 104.00 104 37 54 5 2 4 1 0 1 0 0 0 0 0 0

.....................................................................................TGCAGCAGCAACAGCAGCGGG.................................................... 21 0 1 39.00 39 0 0 0 8 6 3 8 7 1 0 3 3 0 0

.....................................................................................TGCAGCAGCAACAGCAGCGGGCT.................................................. 23 1 1 37.00 37 33 3 0 0 0 1 0 0 0 0 0 0 0 0

.....................................................................................TGCAGCAGCAACAGCAGCGG..................................................... 20 0 2 21.00 42 0 0 0 33 0 1 6 1 1 0 0 0 0 0

.....................................................................................TGCAGCAGCAACAGCAGCG...................................................... 19 0 2 19.50 39 0 0 0 39 0 0 0 0 0 0 0 0 0 0

..................................................TCTTGTTGCTGTTGTTGTTGGT...................................................................................... 22 0 1 13.00 13 3 3 0 0 0 1 0 0 1 4 0 0 0 1

..................................................TCTTGTTGCTGTTGTTGTTGG....................................................................................... 21 0 1 10.00 10 6 0 0 2 0 1 0 0 0 0 1 0 0 0

.......................................................................................CAGCAGCAACAGCAGCGGGC................................................... 20 0 1 6.00 6 3 3 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TCTTGTTGCTGTTGTTGTTGGTCT.................................................................................... 24 1 1 6.00 6 4 1 1 0 0 0 0 0 0 0 0 0 0 0

................................................GGTCTTGTTGCTGTTGTTGTTGG....................................................................................... 23 0 1 5.00 5 5 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TGCAGCAGCAACAGCAGCGGGT................................................... 22 1 1 5.00 5 1 1 0 0 0 2 0 0 0 0 0 0 1 0

.....................................................................................TGCAGCAGCAACAGCAGCGGGCGC................................................. 24 0 1 4.00 4 0 0 0 4 0 0 0 0 0 0 0 0 0 0

.....................................................................................TGCAGCAGCAACAGCAGCGGGA................................................... 22 1 2 3.50 7 2 0 0 0 1 1 0 0 1 0 2 0 0 0

.....................................................................................TGCAGCAGCAACAGCAGCGGGCTT................................................. 24 2 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................CTTGTTGCTGTTGTTGTTGGTC..................................................................................... 22 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TGCAGCAGCAACAGCAGCGGGCC.................................................. 23 1 1 3.00 3 1 1 1 0 0 0 0 0 0 0 0 0 0 0

......................ATAATGCCGGCGACAGCGAA.................................................................................................................... 20 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0

.........................................................................................GCAGCAACAGCAGCGGGC................................................... 18 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................GCAGCAGCAACAGCAGCGGGCG.................................................. 22 0 1 2.00 2 1 0 0 0 0 1 0 0 0 0 0 0 0 0

..................................................TCTTGTTGCTGTTGTTGTTGGTT..................................................................................... 23 1 1 2.00 2 1 0 0 0 0 0 0 0 0 1 0 0 0 0

.....................................................................................TGCAGCAGCAACAGCAGCGGGG................................................... 22 1 2 2.00 4 3 0 1 0 0 0 0 0 0 0 0 0 0 0

..................................................TCTTGTTGCTGTTGTTGTTG........................................................................................ 20 0 2 1.50 3 0 0 0 0 0 0 3 0 0 0 0 0 0 0

..................................................TCTTGTTGCTGTTGTTGTT......................................................................................... 19 0 3 1.33 4 0 0 0 4 0 0 0 0 0 0 0 0 0 0

..................................................TCTTGTTGCTGTTGTTGTTGGTCGC................................................................................... 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................AGCAGCAACAGCAGCGGGCGCA................................................ 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................GAATTCATGGGTCTTGTTGCTG................................................................................................. 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................GCAACAGCAGCGGGCG.................................................. 16 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0

..................................................TCTTGTTGCTGTTGTTGTTGGG...................................................................................... 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................AGCAACAGCAGCGGGCG.................................................. 17 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0

.....................................................................................TGCAGCAGCAACAGCAGCGGGCGT................................................. 24 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................GGTCTTGTTGCTGTTGTTGTTG........................................................................................ 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TCTTGTTGCTGTTGTTGTTGGTCC.................................................................................... 24 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................AGCAGCAACAGCAGCGGGC................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TGTTGCTGTTGTTGTTGGTC..................................................................................... 20 0 2 1.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TGCAGCAGCAACAGCAGCGGGCTA................................................. 24 2 3 0.67 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TCTTGTTGCTGTTGTTGTTGGA...................................................................................... 22 1 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0

..................................................TCTTGTTGCTGTTGTTGTTGGC...................................................................................... 22 1 5 0.20 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TCTTGTTGCTGTTGTTGTTGGAT..................................................................................... 23 2 9 0.11 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0

.....................................................................................TGCAGCAGCAACAGCAGCGGT.................................................... 21 1 9 0.11 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0

.....................................................................................TGCAGCAGCAACAGCAGCGGAT................................................... 22 2 19 0.05 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ACGCTCCTCTCGCCGGTCGCCGTATTACGGCCGCTGTCGCTTAAGTACCCAGAACAACGACAACAACAACCAGCGGCACCTTTCTACGTCGTCGTTGTCGTCGCCCGCGTATTTAAAAGCGTCGTCGTCGTCGCCGATGTCCTTCCAGGTCACCGTCC

************************************..(((((...(((.((((.(((((((((((((((((((..........))).)))))))))))))))))))).))).....))))).***********************************
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.........................................................................CGGCACCTTTCTACGTCGT.................................................................. 19 0 1 2.00 2 2 0 0 0

.......................ATTACGGCCGCTGTCGCTT.................................................................................................................... 19 0 1 2.00 2 2 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 2r:4879074-4879231 + dsi_14 TGCGAGGAGAGCGGC--CAGCGGCATAATGCCGGCGACAGCGAATT------CATGGGTCTTGTTGCTGTTGTTGTTG---------GT------CG------------CCGTGGAAAG-------------ATGCAGCAGC---AACAGCAGCGGGCGCATAAATTTTCG---------CAGCAGCAGCAGC------GGCTACAGGAAGGTCCA------------------GTGGCAGG
droSec2 scaffold_1:1701951-1702108

+
dse_126 TGCGAGGAGAGAGGC--CAGCGGCATAATGCCGGCGACAGCGAATT------CATGGGTCTTGTTGCTGATGTTGTTG---------GT------CG------------CCGTGGAAAG-------------ATGCAGCAGC---AACAGCAGCGGGCGCATCAATTTTCG---------CAGCAGCAGCAGC------AGCTACAGGAAGGTCCA------------------GTGGCAGG

dm3 chr2R:4062137-4062294 + dme_405 TGTGAGGAGAGCGGC--CAGCGGCATAATGCCGGCGACAGCGAATT------CATGGATCTTGTTGCTGTTGTTGTTG---------GT------CG------------CCGTGGAAAG-------------ATGCAGCAGC---AACAGCAGCGGGCGCATCAATAGTCG---------CAGCAGCAGCAGC------GGCTACAGGAAGGTCCA------------------GTGGCAGG
droEre2 scaffold_4929:18572408-

18572565 -
der_1516 TGTGAGAAGAGCGGC--CAGCGGCATAATGCCGGCGACAGCGAATT------CATGGGTGTTGTTGCTGTTGTTGTTG---------GT------CG------------CCGTGGAAAG-------------ATGCAGCAGC---AACAGCAGCGGGCGCATCAATAGTCG---------CAGCAGCAGCAGC------GGCTACAGGAAGTTTCA------------------CTGGCAGG

droYak3 2L:16712475-16712632 + dya_1790 TGTGAGGAGAGCGGC--CAGCGGCATAATGCCGGCGACAGCGAATT------CATGGGTGTTGTTGCTGTTGTTGTTG---------GT------CG------------CCGTGGAAAG-------------ATGCAGCAGC---AACAGCAGCGGGCGCATCAATAGTCG---------CAGCAGCAGCAGC------GGCAACAGGAAGTTCCA------------------GTGGCAGG
droEug1 scf7180000409474:2883200-

2883366 +
---GAGGAGAGCGGC--CAGCGGCAAAATGCCGGCGACAGCGAATTCGAATTCGTGGGTGTTGTTGCTGTTGTTGTTG---------GT------CG------------CCGTGGAAAG-------------ATGCAGCAGC---AACAACAGCGGAC---------CTCGCGCCAGCGGCAACGGCAGCCGCGGCATTGGATACGGGAAAATCCA------------------TCGGCAGG

droBia1 scf7180000302291:1913615-
1913775 +

TGCGAGGAGAGCGGC--CAGCGGCAAAATGCCGGCGACAGCGAATT------CGTGGGTGTTGTTGCTGTTGTTGTTG---------GT------CG------------CGGTGGAAAG-------------ATGCAGCAGCGATAACAGCAGCGGGCGCATCAATAGTCG---------CAGCAGCAGCAGC------GGCCATCGGAAAATGCA------------------GTGGCAGG

droTak1 scf7180000415088:43556-
43721 -

-ACAACAACAGCGGC--CAGCGGCAAAATGCCGGCGACAGTGAATT------CGTGGGTGTTGTTGCTGTTGTTGTTG---------GT------CG------------CGGTGGAAAG-------------ATGCAGCAGCAACAACAGCAGCGGTCGCATCAATAGTCG---------CAGCAGCAGCAGCAGCAGCGGCTATAGGAAAATCCA------------------GTGGCAGG

droEle1 scf7180000491240:859170-
859324 +

TGCGAGGAGAGCGGC--CAGCGGCAAAATGCCGGCGACAGCGAATT------CGTGGGTGTTTTTGCTGTTGTTGTTG---------GT------CG------------CCGTGGAAAG-------------ATGCAGCAGC---AACAGCAGTGGGCGCATCAATAGTCG---------CAGTA---GCAAC------GGCTACAGGAAAATTCA------------------GTGGCAGG

droRho1 scf7180000770177:147425-
147579 +

TGTGAGAAGAGCGGC--CAGCGGCAAAATGCCGGTGACAGCGAATT------CGTGGGTGTTGTTGCTGTTGTTATTG---------GT------CG------------CTGTGGAGAG-------------ATGCAGCAGC---AACAGCAGTGGGCGCATCAATAG------------AAGCAGGAGCAGC------GGCTATAGGAAAACCCA------------------ATGGCAGG

droFic1 scf7180000453215:147148-
147296 -

TTCGTAAAGAGCGGC--CAGCGGCAAAATGCCGGCGACAGCGAATT------CGTGGGTGTTTTTGCTGTTGTTGTTG---------GT------CG------------CCGTGGAAAG-------------ATGCAGCAGC---AACAGCCGCGGGCGCATCAATAGTCG---------CAGCAGCAT---------------CAGGAAAAGCCA------------------CTGGCAGG

droKik1 scf7180000302411:115804-
115943 -

TGTGAAGAGAGCGGC--CAGCGGCAAAATGCCGGCGACAGCGAATT------CGTGGGTGTTGTTGCTGTTGTTCGTC---------GT------CG------------CCGTGGAAAG-------------ATGCAGCAGC---AGCAGCAGC---------------------------------------------------AGCAAAGAGCAGTGGCAGGAGCCGCAGTTGCAGTTGC

droAna3 scaffold_13266:1925321-
1925461 -

dan_4048 -GCGAGAAGAGCGGC--TTGCGGCAAGATGCCGGCGACAGCGAATT------CGTGGGTGTTGTTGCTGTTGTTCGGC---GTCGTCGT------CG------------CCGTAGAAAG-------------CAGCAGCATC---ATCAGCAA-----------AAAGGGC---------CAGCAGCAGCAGC------AGCAACAGGA--GTCC---------------------------

droBip1 scf7180000396730:2911822-
2911954 -

-GCGAGAAGAGCGGC--TTGCGGCAAGATGCCGGCGACAGCGAATT------CGTGGGTGTTGTTGCTGTTGTTCGGC---GTCGTCGT------CG------------CCGTGGAAAG-------------CAGCAGCAGC---ATCAGCAGC------------------------------AGCAGCATC------ACCAGCAAAAAGGGCC---------------------------

dp5 3:2044903-2045003 + -GCGTGAAGAGCAGT----GCGGCAAGATGCCGGCGACAGCTAATG------TGCGGGTGTTGTTGTTGTTGTGCTGC---GCC---GT------CG------------TTGTGGATAGCAGT-AA-----------------------------------------ATTG---------CAGGA-------------------------------------------------------GC
droPer2 scaffold_2:2217508-2217608

+
dpe_2519 -GCGTGAAGAGCAGT----GCGGCAAGATGCCGGCGACAGCGAATG------TGCGGGTGTTGTTGTTGTTGTGCTGC---GCC---GT------CG------------TTGTGGATAGCAGT-AA-----------------------------------------ATTG---------CAGGA-------------------------------------------------------GC

droWil2 scf2_1100000004514:381085-
381220 +

----------GCGGC--------CAAAATGCCGGCGACAGCGAATT------TGTTGGTGTTGTTGTTGCTGCTGCTT---------GTGTCCGTCGTGAGTGTTGTTGTTGTGGATAGCAAGAAAATTGTGTTGTTGCAAC---AACAGC------------AACAGCCG---------CAGCAGC-------------------------------------------------AACAGG

droVir3 scaffold_12875:9059126-
9059249 +

-------AGAGCAG---CAGCGGCAAAATGCCGGCGACAGCGAATT------TGTGCCTGTTGTTGTTGCTGCTCTTC---GTAGTCGC------CG------------TCGTCGCTAGCAGC-AA--------------------------------------ATCGATG---------CAGCA------------------ACAGGA--GTCC-------------GGCTCCACAGCAGG

droMoj3 scaffold_6496:18113609-
18113759 -

-GCAGGCAGCGCAG---TAGCGGCAAAATGCCGGCGACAGCGAATT------TGTCGTCGTTGTTGTTGTTGCTGTTTTGCGTCGTCGT------CGTCGTCGCCG---CCGTTGCTGGCAGC-AA-----------------------------------------ATCG---------AAGCAGCAGGAAC------AGCAACAGGA--GTCC-------------GGCTCCACAGCAGC

droGri2 scaffold_15245:2390645-
2390784 +

-GCAGGCAGCGCGGCAGCACCGGCAAAATGCCGGCGACAGCGAGTT------TGTCCATGTTGTTGTTGTTGTTGCTG---------GCTTCTATCGCAA---------TCGCCGCTAGCAGC-AA-----------------------------------------ATCG---------AAGCAGCTGCAGC------AGCAACAGGA--GTCCG------------------TCGGCTCC
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GTAAGTAATGTATTTATATGCTCTTTAAGAATGTCTGATAAATGGCTACAAGTGTTGCCTCTCGAGTTCTGTAAGTCTTATCGTCGTAATCAGAAACGATTAGCAATGCTTGTAACTGGTTTATAATTCGAATCCCAAAGTCATCGAAAGTGAAACCAAAAAT
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..........................................................................................CAGAAACGATTAGCAATGCTTG................................................... 22 0 1 177.00 177 110 4 33 4 0 2 2 15 1 0 0 4 2 0 0

............................................................................................GAAACGATTAGCAATGCTTGTA................................................. 22 0 1 109.00 109 3 3 1 1 42 2 26 0 13 14 0 0 0 3 1

............................................................................................GAAACGATTAGCAATGCTTGT.................................................. 21 0 1 67.00 67 2 38 1 21 0 4 0 1 0 0 0 0 0 0 0

...........................................................................................AGAAACGATTAGCAATGCTTG................................................... 21 0 1 45.00 45 23 7 5 1 0 2 1 5 0 0 0 1 0 0 0

..................................................AGTGTTGCCTCTCGAGTTCTGTA.......................................................................................... 23 0 1 44.00 44 23 0 6 2 0 0 1 3 5 1 0 2 0 1 0

...........................................................................................AGAAACGATTAGCAATGCTTGT.................................................. 22 0 1 27.00 27 2 9 0 5 0 2 0 0 0 1 6 0 0 2 0

..........................................................................................CAGAAACGATTAGCAATGCTT.................................................... 21 0 1 23.00 23 5 1 0 1 0 10 0 0 1 0 4 1 0 0 0

..................................................AGTGTTGCCTCTCGAGTTCTGT........................................................................................... 22 0 1 20.00 20 5 6 0 4 0 2 0 2 0 0 0 0 0 1 0

.................................................AAGTGTTGCCTCTCGAGTTCTGT........................................................................................... 23 0 1 17.00 17 2 4 2 6 1 2 0 0 0 0 0 0 0 0 0

............................................................................................GAAACGATTAGCAATGCTTG................................................... 20 0 1 14.00 14 8 0 2 0 0 2 0 2 0 0 0 0 0 0 0

..........................................................................................CAGAAACGATTAGCAATGC...................................................... 19 0 1 14.00 14 0 0 0 0 0 4 0 0 0 0 10 0 0 0 0

.................................................AAGTGTTGCCTCTCGAGTTCT............................................................................................. 21 0 1 13.00 13 0 2 0 2 2 0 1 0 2 1 2 1 0 0 0

................................................CAAGTGTTGCCTCTCGAGTTCT............................................................................................. 22 0 1 11.00 11 1 0 0 4 0 0 0 1 2 2 0 1 0 0 0

....................................................TGTTGCCTCTCGAGTTCTGTAAG........................................................................................ 23 0 1 11.00 11 6 0 3 0 0 0 0 1 1 0 0 0 0 0 0

............................................................................................GAAACGATTAGCAATGCTTGTAAA............................................... 24 1 1 10.00 10 0 3 0 0 5 0 1 0 0 1 0 0 0 0 0

................................................CAAGTGTTGCCTCTCGAGTTCTG............................................................................................ 23 0 1 9.00 9 2 0 3 2 0 0 1 1 0 0 0 0 0 0 0

..................................................AGTGTTGCCTCTCGAGTTCTGTAA......................................................................................... 24 0 1 9.00 9 0 0 7 0 1 0 0 0 1 0 0 0 0 0 0

.............................................................................................AAACGATTAGCAATGCTTGTAAA............................................... 23 1 1 9.00 9 0 2 0 0 4 0 3 0 0 0 0 0 0 0 0

..................................................AGTGTTGCCTCTCGAGTTCTG............................................................................................ 21 0 1 9.00 9 4 0 0 0 0 2 0 1 0 0 2 0 0 0 0

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

.................................................AAGTGTTGCCTCTCGAGTTCTGTAA......................................................................................... 25 0 1 7.00 7 0 0 2 0 1 0 0 0 2 2 0 0 0 0 0

.............................................................................................AAACGATTAGCAATGCTTG................................................... 19 0 1 7.00 7 5 2 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................AGAAACGATTAGCAATGC...................................................... 18 0 1 6.00 6 0 0 0 0 0 4 0 0 0 0 2 0 0 0 0

.............................................................................................AAACGATTAGCAATGCTTGT.................................................. 20 0 1 6.00 6 0 5 0 1 0 0 0 0 0 0 0 0 0 0 0

.................................................AAGTGTTGCCTCTCGAGT................................................................................................ 18 0 1 6.00 6 0 0 0 0 0 2 0 0 0 0 4 0 0 0 0

..........................................................................................CAGAAACGATTAGCAATGCT..................................................... 20 0 1 5.00 5 0 0 1 0 0 4 0 0 0 0 0 0 0 0 0

.................................................AAGTGTTGCCTCTCGAGTTCTG............................................................................................ 22 0 1 5.00 5 2 0 0 3 0 0 0 0 0 0 0 0 0 0 0

............................................................................................GAAACGATTAGCAATGCTT.................................................... 19 0 1 4.00 4 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0

............................................................................................GAAACGATTAGCAATGCTTGTAAC............................................... 24 0 1 4.00 4 0 0 0 0 0 2 0 0 0 0 2 0 0 0 0

..................................................AGTGTTGCCTCTCGAGTTCTGTAAA........................................................................................ 25 1 1 4.00 4 0 0 3 0 0 0 0 0 0 1 0 0 0 0 0

................................................CAAGTGTTGCCTCTCGAGTTC.............................................................................................. 21 0 1 4.00 4 0 0 2 1 0 0 0 0 0 0 0 0 1 0 0

.....................................................................TGTAAGTCTTATCGTCGTAATCAGA..................................................................... 25 0 1 4.00 4 0 0 0 0 0 0 0 0 3 1 0 0 0 0 0

.......................................................................TAAGTCTTATCGTCGTAATC........................................................................ 20 0 1 3.00 3 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0

............................................................................................GAAACGATTAGCAATGCTTGTAA................................................ 23 0 1 3.00 3 0 1 0 0 1 0 1 0 0 0 0 0 0 0 0

.............................................................................................AAACGATTAGCAATGCTTGTAA................................................ 22 0 1 3.00 3 0 0 0 0 0 0 1 0 0 1 0 1 0 0 0

...........................................................................................AGAAACGATTAGCAATGCTT.................................................... 20 0 1 3.00 3 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................TGCCTCTCGAGTTCTGTAAGTCTTA................................................................................... 25 0 1 2.00 2 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0

..................................................AGTGTTGCCTCTCGAGTTCT............................................................................................. 20 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0

......................................................TTGCCTCTCGAGTTCTGT........................................................................................... 18 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................TCTTATCGTCGTAATCAGAAACGATTAG............................................................ 28 0 1 2.00 2 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0

................................................CAAGTGTTGCCTCTCGAGT................................................................................................ 19 0 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0

................................................CAAGTGTTGCCTCTCGAG................................................................................................. 18 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0

..........................................................................................CAGAAACGATTAGCAATGCTTT................................................... 22 1 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0

...........................................................................................AGAAACGATTAGCAATGCTTGA.................................................. 22 1 1 2.00 2 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0

............................GAATGTCTGATAAATGGCTAC.................................................................................................................. 21 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0

..................................................AGTGTTGCCTCTCGAGTTCTGG........................................................................................... 22 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................GATTAGCAATGCTTG................................................... 15 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................AGTCTTATCGTCGTAATC........................................................................ 18 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................TCTTATCGTCGTAATCAGAAACGATT.............................................................. 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................CTCTCGAGTTCTGTAA......................................................................................... 16 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

....................................................TGTTGCCTCTCGAGTTCTGTAA......................................................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................AAACGATTAGCAATGCTTGTAT................................................ 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

.................................................AAGTGTTGCCTCTCGAGTTCTGC........................................................................................... 23 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................AGTGTTGCCTCTCGAGTTCTGTAAGT....................................................................................... 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................TCTTATCGTCGTAATCAGAAACGA................................................................ 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................TAAGTCTTATCGTCGTAATCA....................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

.....................................................GTTGCCTCTCGAGTTCTGT........................................................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................GAAACGATTAGCAATGCTTGTAAAA.............................................. 25 2 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

.......................................................TGCCTCTCGAGTTCTGTAAGTC...................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

.................................................AAGTGTTGCCTCTCGAGTTCTGTAAA........................................................................................ 26 1 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

.................................................AAGTGTTGCCTCTCGAGTTCTGA........................................................................................... 23 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

.............................................................TCGAGTTCTGTAAGTCTTATCGTCGTA........................................................................... 27 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

.......................................................................TAAGTCTTATCGTCGTAATCT....................................................................... 21 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

........................................................GCCTCTCGAGTTCTGTAAGTCTTA................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

............................................................................................GAAACGATTAGCAATGCTTGTG................................................. 22 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

..................................................AGTGTTGCCTCTCGAGTTCTGTAAG........................................................................................ 25 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

..............................................TACAAGTGTTGCCTCTCGAGTTCTGTA.......................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

................................................CAAGTGTTGCCTCTCGAGTT............................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

....................CTCTTTAAGAATGTCTGATAAATGGC..................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

......................................................TTGCCTCTCGAGTTCTGTAA......................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

............................................................................................GAAACGATTAGCAATGCTTGTAGA............................................... 24 2 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................CCTCTCGAGTTCTGT........................................................................................... 15 0 2 0.50 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

............................................................................................GAAACGATTAGCAAT........................................................ 15 0 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................GAAACGATTAGCAATGCTTGTAAAAA............................................. 26 3 2 0.50 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

...........................................................TCTCGAGTTCTGTAAA........................................................................................ 16 1 5 0.20 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

Anti-sense strand reads

CATTCATTACATAAATATACGAGAAATTCTTACAGACTATTTACCGATGTTCACAACGGAGAGCTCAAGACATTCAGAATAGCAGCATTAGTCTTTGCTAATCGTTACGAACATTGACCAAATATTAAGCTTAGGGTTTCAGTAGCTTTCACTTTGGTTTTTA

************************************..((((((...((((((((((((...(((..(((((...................))))).)))...))))))))))))....))))))...***********************************
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SRR553486
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dsim w501
ovaries

SRR553488

RT_0-2
hours
eggs

SRR902009
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.........................................................GGAGAGCTCAAGACATTCAGA..................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0

..........................................................AAGAGCTCAAGACATTCAGAAT................................................................................... 22 1 1 1.00 1 1 0 0 0 0 0 0

....................................................ACAACGGAGAGCTCAAGACAT.......................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 2r:5309673-5309835 + dsi_32 GTAAGTAATGTATTTATATGCTCTTTAAGAATGTCTGATAAATGGCTA-----CAAGT--GTT-GCCTCTCGAGT--TCTGTAAGT-------CTTATCGTCGTAATCAGAAACGATTAGC-------------AATGCTTGTAACTGGTTTATAATTCG--AATCCCAAAGTCATCGAAAGTGAAACCAAAAAT
droSec2 scaffold_1:2140384-2140546 + dse_112 GTAAGTAATGTATTTATATGCTGTTTAAGAATGTCTGATAAATGGCTA-----CAAGT--GTT-GCCTCTCGAGT--TCTGCAAGT-------CTTATCGTCGTAATCAGAAACGATTAGC-------------AATGCTTGTAACTGGTTTATAATTCG--AATCCCAAAGTCATCGAAAGTGAAACCAAAAAT
dm3 chr2R:4498534-4498709 + dme_413 GTAAGTAATGTATTTATATGCTATTTAAGAATGTCTGATAAATGGCTA-----CAAGT--GTT-GCCTTTTGCGT--TCTGTAAGT-------CTTATCGTCGTAATCAGAGACGATTAGCCAGCCATTCGTGCAATGCTTGTAACTGGTTTATAATTCG--AATCCCAAAGTCATCGAAAGTGAAACCAAAAAT
droEre2 scaffold_4929:18141568-

18141740 -
der_1528 -TTAGTAATGTATTTATACGCTATTTAAGATTGTCTGATAAATAGCTA-----CAAGT--GTT-GCCTCTTAGGT--TCTGTAAGT-------CTTATCGTCATAGTTA--ATCGATTAGCCAGCCGTTTGTGGAACGCTTGTAACTGGTTTATAATTTG--AATCCCAAAGTCATCGAAAGTGAAACCAAAAAT

droYak3 2L:17155125-17155293 + -TAAGTAATGTATTTATATGCTATTTAATAATGTCTGATAAATGGCTA-----CAAGT--GTT-GCCTCTCAAGT--TCTGTAAGT-------CTTATCGTCGTAATCA--AACGATTAGC----CATTTGTGGAATGCTTGTAACTGGTTTATAATTCG--AATCCCAAAGTCATTGAAAGTGAAACCAAAAAT
droEug1 scf7180000409183:156737-

156911 +
-TAAGTAAACTATTTATTTTCTATTTAAGAATGTCTGATAAATGGCTC-----CAAGT--GTT-GCTACTCAAGTGGTCTGTAAGC-------CTTATCGTTGTAATCA--GACGATTAGCTGGCCATTTGTAGAATGCTTGTAACTGGTTTATGATTCG--AATGCCAAAGTCATTGAAATTGAAACCAAAAAT

droBia1 scf7180000302291:2404238-
2404417 +

-TAAGTAATTTATTTATTTTCTATTTAAGAGTGTCTGATAATTGGCTA-----CAGGT--GTT-GCTTCTCATGT--TCTGTAAGCGAGTTCTGTTATCGTCGTAATCA--GACGGTTAGCCGGCCATTTGTAGAATGCATGTAACTGGTTTATGAGCCG--GATCCCAAAGTCATTGAAAGTGAAACCAAAAAT

droTak1 scf7180000415401:1229823-
1229983 -

-TAAGTAATGTATTTATTTGCTATTTAAGAATGTCTGATAAATGGCCA--------------------CTCAAGT--TCTGTAAGC-------GTTATCGTCGTAGTCA--AACGATTAGCTGGCCATTTGTTGAATGCCTGTAACTGGTTTACGAGCCG--GATCCAAAAGTCATTGAAAGTGAAACCAAAAAT

droEle1 scf7180000491240:1347757-
1347912 +

TAATGTACAATATTTATTTGCTGTTCAAGAGCGTCTGATAAATGGCCA-----CAAGTGTGTT-GCTTTTCAAGT--TCTGTAAGC-------TTTATC---------A--GACGATTAGCC-------------ACGCTTGTAACTGGTTTACGAGTCGCAGAACCCAAAGTCATTGAAAGTGAAACCAAAAAT

droRho1 scf7180000779971:31249-31421
+

-TTAGTAATGTATTTATTTGCTATTTAAGAATGTCTGATAAATGGCTA-----CAAAT--GTT-ACTTTTTAAGT--GCTGTAAAC-------TTTATCGTCTTAATCA--GTCGATCAGCTAGCCGTTAGCAAAATGCTTGTAACAGGTTTATAAGTCA--AAACCCAAAGTCATTGAAAGTGAAACCAAAAAT

droFic1 scf7180000453851:1827091-
1827258 -

-TAAGTAATGTATTTATTTGCTATTTAAGAATGTCTGATAAATGGCTA-----CAAGT--GTT-GC-TCTCAAGT--TCTGTAAGC-------TTTATCGTCGTAATCG--ATCGATTAGC----CGCTCGTTGAATACTTGTAACTGGTTTATGAGTCG--AAACCCAAAGTCATTGAAAGTGAAACCAAAAAT

droKik1 scf7180000302277:360641-
360813 +

-GTA-TAATGTATTTATTTACAGGCCAAGTGTGTCTGATAACTAGCTG-G---CAAGT--GTT-GCTTCTCAAGT--TCTGTAAGC-------TTTATCGCCGTAATCG--GACGATTAACTGGCCATTAGTTGAATGCTTGTAACTGGTTTACGAGCCA--GAACCCAAAGTCATTGAAAGTGAAACCAAAAAT

droAna3 scaffold_13266:1507605-
1507699 -

-TAAGTAATCTATTTATTTAGAATTTAAGTGAAACTGATAGAGGGCCA-----GAG-T--GC---------------------------------------------------------------CGTTTAAGGAA----------------------------TTCTTAAAGCAAAGAAAGTGAAACCAAAAAT

droBip1 scf7180000396730:2502009-
2502060 -

ATAAGTAATCTATTTATTTAGACTCTAAGTGGAACTGATAGATGGCCA-----GAGG------------------------------------------------------------------------------------------------------------------------------------------

dp5 3:5373284-5373458 - -TAAGTAATGTATTTATTTACTATTTAAGTATGTCTGTTATATGGCCTGGCCCCTAGA--GTTCGCTGCTTGAGT--TCAGTATGC-------TTAATCGCGATAATCG--AGCGATTAGGTTTCCATTAACCGAATGGTTGTAACTTGCTGTTGTGCTG----TCGAAATGTCATTGAAAGTGAAACCAA--GT
droPer2 scaffold_2:5578608-5578782 - -TAAGTAATGTATTTATTTACTATTTAAGTATGTCTGTTATATGGCCTGGCCCCTAGA--GTTCGCTGCTTGAGT--TCAGTATGC-------TTAATCGCGATAATCG--AGCGATTAGGTTTCCATTAACCGAATGGTTGTAACTTGCTGTTGTGCTG----TCGAAATGTCATTGAAAGTGAAACCAA--GT

droWil2 scf2_1100000004512:2562412-
2562439 +

-TAAGTAATCTATTTATTTATTATTTAAG----------------------------------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_15126:4241352-
4241382 -

-T-------------------------------------------------------------------------------------------------------------------------------------------------------------------CTAAAAAACATCCAAAGAAAACCAATAATT
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CGTGTATTTAAGTTCAAGGGTGGTTCCACTTTATTGCTGAACATCTTGCCTCGGAAACTATATGTTTAATATTGAATGATTTCGAATGGTATTTTAAAATGATATTATTCATATAGTTTCAAGTGCCAAATTGTCCACAGATTAAAAAAAAAACTCATACAATTTATAAACTAAAA
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..................................................TCGGAAACTATATGTTTAATAT........................................................................................................ 22 0 1 336.00 336 145 116 55 15 5 0 0 0 0 0 0 0 0

...................................................CGGAAACTATATGTTTAATATT....................................................................................................... 22 0 1 33.00 33 16 15 0 1 1 0 0 0 0 0 0 0 0

..................................................TCGGAAACTATATGTTTAAT.......................................................................................................... 20 0 1 20.00 20 7 3 7 2 0 0 0 0 0 0 0 1 0

..................................................TCGGAAACTATATGTTTAATA......................................................................................................... 21 0 1 17.00 17 5 9 1 0 1 0 0 0 0 0 1 0 0

..................................................TCGGAAACTATATGTTTAATATA....................................................................................................... 23 1 1 17.00 17 9 2 0 2 4 0 0 0 0 0 0 0 0

..................................................TCGGAAACTATATGTTTAATATT....................................................................................................... 23 0 1 10.00 10 4 2 1 2 1 0 0 0 0 0 0 0 0

......................................................................................................TATTATTCATATAGTTTCAAGTG................................................... 23 0 1 8.00 8 0 0 8 0 0 0 0 0 0 0 0 0 0

.............................TTTATTGCTGAACATCTTGCCTCGGA......................................................................................................................... 26 0 1 5.00 5 1 0 0 2 2 0 0 0 0 0 0 0 0

......................................................................................................TATTATTCATATAGTTTCAAGT.................................................... 22 0 1 5.00 5 2 2 0 0 0 0 1 0 0 0 0 0 0

.....................................TGAACATCTTGCCTCGGAAACTATATGTT.............................................................................................................. 29 0 1 4.00 4 0 0 0 2 2 0 0 0 0 0 0 0 0

..................................................TCGGAAACTATATGTTTAATATAA...................................................................................................... 24 2 1 4.00 4 3 1 0 0 0 0 0 0 0 0 0 0 0

.................................................CTCGGAAACTATATGTTTAAT.......................................................................................................... 21 0 1 3.00 3 0 1 2 0 0 0 0 0 0 0 0 0 0

.......................................................................................................ATTATTCATATAGTTTCAAGTG................................................... 22 0 1 3.00 3 0 0 2 0 0 0 1 0 0 0 0 0 0

..................................................TCGGAAACTATATGTTTAATATTG...................................................................................................... 24 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0

........................................................................................................TTATTCATATAGTTTCAAGTGC.................................................. 22 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0

..............................................................TGTTTAATATTGAATGATTTCGAATGG....................................................................................... 27 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0

............................................................TATGTTTAATATTGAATGATTTCGAA.......................................................................................... 26 0 1 2.00 2 0 0 0 1 1 0 0 0 0 0 0 0 0

..............................TTATTGCTGAACATCTTGCCTCGGA......................................................................................................................... 25 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0

.....................................TGAACATCTTGCCTCGGAAACTATA.................................................................................................................. 25 0 1 2.00 2 1 0 0 0 1 0 0 0 0 0 0 0 0

......................................................................................................TATTATTCATATAGTTTCAAGTGAA................................................. 25 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

.................................................CTCGGAAACTATATGTTTAATATTGAA.................................................................................................... 27 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0

..................................................TCGGAAACTATATGTTTAATATG....................................................................................................... 23 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

......................................................................................................TATTATTCATATAGTTTCAAGTGA.................................................. 24 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

.....................................TGAACATCTTGCCTCGGAAACTAT................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0

..................................TGCTGAACATCTTGCCTCGGAAACTAT................................................................................................................... 27 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0

........................................ACATCTTGCCTCGGAAACTAT................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0

........................................................................TGAATGATTTCGAATGGTATTTTAAAA............................................................................. 27 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

......................................................................................................................TCAAGTGCCAAATTGTCCACAGA................................... 23 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

..........................CACTTTATTGCTGAACATCTTGCCTC............................................................................................................................ 26 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0

...............................................................................TTTCGAATGGTATTTTAAAATGATA........................................................................ 25 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

......................................................................................................TATTATTCATATAGTTTCAAGTAA.................................................. 24 2 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

...................................................................AATATTGAATGATTTCGAATG........................................................................................ 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0

..............................TTATTGCTGAACATCTTGCCT............................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0

..................................................................TAATATTGAATGATTTCGAATGGTA..................................................................................... 25 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0

..........................................................................................................ATTCATATAGTTTCAAGTGCC................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1

.......................................................................................................ATTATTCATATAGTTTCAAGTGT.................................................. 23 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................AACTATATGTTTAATATTGAATGATTTCGAA.......................................................................................... 31 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

..................................................TCGGAAACTATATGTTTAATAA........................................................................................................ 22 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

.................................................................TTAATATTGAATGATTTCGAATGGTA..................................................................................... 26 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0

......................................................................................................TATTATTCATATAGTTTCAAGTGT.................................................. 24 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................TTGTCCACAGATTAAAAAAAAAACTC.................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0

......................................................................................................................TCAAGTGCCAAATTGTCCACA..................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

...........................................TCTTGCCTCGGAAACTATATGTTTAA........................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0

......................................................................................................TATTATTCATATAGTTTCAAG..................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

.......................................................................TTGAATGATTTCGAATGGTAT.................................................................................... 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0

................................................................TTTAATATTGAATGATTTCGAATGGTA..................................................................................... 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

..............................................TGCCTCGGAAACTATATGTTTAATA......................................................................................................... 25 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0

........................................................................................................TTATTCATATAGTTTCAAGTGAA................................................. 23 2 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GCACATAAATTCAAGTTCCCACCAAGGTGAAATAACGACTTGTAGAACGGAGCCTTTGATATACAAATTATAACTTACTAAAGCTTACCATAAAATTTTACTATAATAAGTATATCAAAGTTCACGGTTTAACAGGTGTCTAATTTTTTTTTTGAGTATGTTAAATATTTGATTTT

************************************.(((.(((..((((((..(((((((((((..(((((((.....((((.(((......))).)))))))))))..))))))))))).)).)).))..)))...)))***********************************
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...........................................................................................................................ACGGTTTAACAGGTGTCTAAT................................ 21 0 1 2.00 2 1 0 0 1 0 0 0

............................................................................................................................CGGTTTAACAGGTGTCTAATT............................... 21 0 1 2.00 2 0 2 0 0 0 0 0

................................................................................................................................TTAACAGGTGTCTAATTTTTT........................... 21 0 1 1.00 1 0 0 1 0 0 0 0

..........................................................................................................................TACGGTTTAACAGGTGTCTAAT................................ 22 1 1 1.00 1 0 0 1 0 0 0 0

...........................................................................................................................ACGGTTTAACAGGTGTCTAATTTTTT........................... 26 0 1 1.00 1 0 1 0 0 0 0 0

.........................................................................................................................................................AAGTATGTTAAATATTTGATTT. 22 1 1 1.00 1 0 0 0 1 0 0 0

...........................................AGAACGGAGCCTTTGATATAC................................................................................................................ 21 0 1 1.00 1 1 0 0 0 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 3l:10901607-10901782 - dsi_62 CGTGTAT--TTAAGTTCAAGGGTGGTTCC------ACTTTA-TTGCTGA-AC---A-----------------------------T-----------------------CTTGCCTCGGAAACTA-T-ATGTTTAATATTGA--ATGATTT-------------------------------CGAATGGTATTTTAAAATGATATTATTCATATAGTTTCA-------AGTG---CCAAATTGTCCACAGATTAAAAAA--------------------------------------------AAAACTCATACAATTTATAAA----------------------------------CTAAA----A
droSec2 scaffold_0:3383082-

3383277 -
CGTGTAT--TTACGTTCAAGGGTGGTCCC------ATTTCA-TTGCTGA-AC---A-----------------------------T-----------------------CTTGCCTCGGAAACTA-T-ATGTTTAATATTTA--ATGATTT-------------------------------CGAATGGTATTTTAAAATGATATTATTCATATAGTTTCA-------AGTG---CCAAATTGTACACAGATTAAAAAA--------------------------------------A-----AAAACACATACAATTTATAAACTATTTTACAC---------------TTACTACCCTAAA----A

dm3 chr3L:11159814-11159997 - CGTGTAA--TAACGTTCAAGGGTGGTCCC------ATTTTTTTTGCTGA-ACAACA-----------------------------T-----------------------CTTGCCTCGGAAACTA-T-ATGTTTAACATTGAG-ATGAATT-AAAA------------------------ATCGAATAGTGTATTAAAATGATATTATTCATATAGTTTCA-------AGTG---CCAAATTGTCGACAGATTAAAAA---------------------------------------------AGAACTCATA---------------------C---------------TTACCACCCTATA----A
droEre2 scaffold_4784:11169048-

11169230 -
CGCATAT--TTACGTTCAAAGGAGGTCCC------TTTTTA-TGGCTGA-AC---------------------------------------------------------------------ACTA-T-ATGTTTAATATTATA-ATGATTT-GAAA------------------------ATCGAATGGTCTA-TAAAATCATGTTATTCATATAGTTTCA-------AGTG---CCAAATTGTCCACAGACTA--AAG----------------------------------------------AACTCATACGATTTATAAATTATTTTACAC---------------TTTCCACCCATTA----A

droYak3 3L:11196489-11196683 - CCCATAC--TTACGTTTA----------C------TTTATA-TTGCTGA-ACAATA-----------------------------T-----------------------CTTACCTCGGAACCTG-T-ATGTTTAATATTCAT-ATGATTT-GAAA------------------------ATCGAATAGTCTA-TAAAATGATATTATGCATATAGTTTCA-------AGTG---CCAAATTGTCCACAGATTTA-AAG----------------------------------------------AACTCATACGATTTATAAATTATTTTACAC---------------TTGCCACCCAATAATATA
droEug1 scf7180000409711:3039649-

3039848 -
TACATAT--TTACATTATAAGATGGTCCT------TTTTTAATTGACAAA-A------AAAAGTAAGAGTATAACGTAATCTTTA----------------------------CCTTGGCAACTA-T-ATGTTAAAAAATAAGGTT---------GGTCTTTTGGTATCTTTTGAAACC----GAAAGAC---------------------------------------------TTATGTCAATCATAGATTACGTTA----------------------------------------------AACTAATACGATTTTTTATTTAT-TTACAT---------------TCACCACCCTTTA--A-A

droBia1 scf7180000302193:446303-
446450 +

CATGTAT--TTACATTTTAAGGTGGTCAA------ATATTTTTTAACAAG------GAAATCGTGCGAGTGTAACGATATCTTAG----------------------------C------------------------------------------------------------------------------------------------------TTTCT-------GTGG---CCAGATTGCCCACACAGCTCA-TA----------------------------------------------AACCCGCACGATTTCAAATTTATTTTACAT---------------TCACCCCCCTCTA----A

droTak1 scf7180000415681:42252-
42412 -

CACATATATTTACATTTTAAGGGCATCGT------ATATTATTTAACAAG------GAAATCGGGCGAGTATAACGTTATCTTTG----------------------------CCTTTGCATCT--------------------------------------------------------------------------------------------TTCCC-------AAGG---CCAAATTGTCCATAGATTACATTA----------------------------------------------AACTCGTACGATTTTAGTTTTAATTTTCAT---------------TCATCACCCTCCA----A

droEle1 scf7180000490564:2073121-
2073248 -

CACATAC----ACATTTTAGTGTGATCCG------ATTTTATTTGACAAAAG---A------------------------CTTTG----------------------------TCTTGCCAACTTCC-ATGTCCAATATC------------------------------------------------------------------------------AGA-------AAGG---CCAAATTGTCCAGAGAACACATTT----------------------------------------------AACTCAAACATTTTTAAATTTAC----------------------------------------

droRho1 scf7180000780024:218095-
218268 +

CACATAT----ACATTTTATTGTGATCCG------ATTTTATTTGACGAA-T----GAAGTTGGAAGAGTAGATCATTATCTTTG----------------------------TCTTGCCAACTA-T-GTGTCCAATATCAGAAAT---------------------------------------------------------GCTTTTAACATAATTTTT-------AAGG---CCAGATTGTCCATAGATTACATAA----------------------------------------------AACTCAAAAATTTGTTAATTTAATT--------------------------------T----A

droFic1 scf7180000454113:3558324-
3558427 +

CATGTAT--TTACACATTAAGGTGGTCCG------ATTTAAAT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TAT-------ATGA---CCCAATAGTCCATACAC-----------------------------------------------------AACTAATGCGGTTATTTATCTTTTTTTAAT-----------------ACCACACTTTTATA-A

droKik1 scf7180000302686:283404-
283574 +

CAAGCAT--T--------AAGGTGGTTATCTGTACTTAAAA-TTCATAAA-AAAAA-----------------------------TGCAACTACAATATTTCTTTTACCTTGGATTTCAAATC-----------------------------------------------------------------------TAAGATGATTTTTCACGTCCAATATCA-------AAT-----CAGTCAG-CCGAAAG-CCA-ATA----------------------------------------------AATCCTTACGATTTTACATTT---ATAAAC---------------TAACCACC--TTA----A

droAna3 scaffold_13337:5450845-
5451007 -

CACACAT--TAACATATTAGGATCCTCAG------AC-------------------AGAATCATAAGAGCAAAAAGTAATCATTG----------------------------TCCTTTAAACTT--------------------------------------------------------------------------------------TTCAGTTAAA-------AAGG---CAAAATTGTCCATAGATTACCTTGTGTCCTTAGGATTTGTATTTATTTT-GCTTCTAATATACGA---------------------------------AT---------------CGACC-CGACTTT----A

droBip1 scf7180000396371:774607-
774755 -

CATCAGA--C----------------------------------------------AGAATCGTAGAAGCAGAAAGTAATCCTTG----------------------------TCTTTGAAACTT-T-G------------------------------------------------------------------------------------TAGTTAAA-------AAGA---CAAAATTGTCCATAGATTACTTTGTGTCCTTAGGATTTGTATTTATTTTTGCTT--TATATGCAAATAACGACCCGTC---TTTATA--------------------------------------AAC----C

dp5 XR_group6:10547507-
10547653 +

CATGTAT--TCTCTTTAT------------------------------------------------------------------------------------------GTTTGCCTCGGCAGTCA-GTAT--TAT---------------------------------CTTTTGAGTCCAATTTAATAGCCTG-TAAGATTTTA-TATACATATGTA----TTTATCAAGTAATAT----------------------------TTAGGG---GCATACGCCCCATTTT---------------------------------AATATTTATATAT---------------TTACCA----AAC----C

droPer2 scaffold_20:500974-501120
+

CATGTAT--TCTCTTTAT------------------------------------------------------------------------------------------GTTTGCCTCGGCAGTCA-GTAT--TAT---------------------------------CTTTTGAGTCCAATTTAATAGCCTG-TAAGATTTTA-TATACATATGTA----TTTATCAAGTAATAT----------------------------TTAGGG---GCATACGCCCCAATTT---------------------------------AATATTTATATAT---------------TTACCA----AAC----C

droVir3 scaffold_13049:23219429-
23219584 -

CGTGTAC--TTAGTTTTTATATTTGTT----------T-----------------------------------------------T-----------------------TATGCCTCGGCAGT-----ATTTTATATATATAT-AT-ATATGGAAAATCTTTTTA-------------------ACTAGCCAG-TAACAACACTATCATCGAACATTTTCG-------GGTG---CTT--TTGGTT---------------------------ACATGCACAACATTTG---------------------------------AA----------T-----------------GCAACATTAAG----A

droMoj3 scaffold_6680:17826237-
17826321 -

GAGACTC--T------ATAATCGAACCCG------AACTTTTT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TAA-------GGTG---CTCATGGTT-----------------------------GCATGCACAACATTTA---------------------------------AA----------CAGAACATTGAGATATATA--------TT----A

droGri2 scaffold_15110:14420356-
14420508 +

TATGTAT--CTGTATCT--G-----------------------------------------------------------------------------------------TATGCCTCGGCAGT-----AT--TAT---------AT-ATGTGGAAAA-CTTTTTA-------------------ACTAGCCAT-TAAGACTCAA-TTAACGAACT-------TCATCGGGTG---C----------------------------TTAGGGATTGCATGCACAACATCTG--AATACAC-----AAAACATTAAGGATATATA----------------------------------CGCTATT----A
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ATAGCTAATGCTACCGCAGGCACTAAGAGAAGTAACGATGGAGGCGCTGGTGAACAAGTGTCGAGACTCAAGGGGCGTAAAATCGCACAATTGGGTCGGTCAACTTGCTCAGCTGGACCTTCAACTACTCATCCACCCACCACAATCTTTGCACTAAACACCTA

***********************************...((((((..(((((((.(((((.....(((((((...(((......)))....))))))).....))))).))).)))).)))))).....************************************
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..........................................................................................TTGGGTCGGTCAACTTGCTCAGC................................................... 23 0 1 155.00 155 90 62 2 0 1 0 0 0 0 0

...........................................................................................TGGGTCGGTCAACTTGCTCAGC................................................... 22 0 1 35.00 35 25 10 0 0 0 0 0 0 0 0

..........................................................................................TTGGGTCGGTCAACTTGCTCAGT................................................... 23 1 1 23.00 23 8 15 0 0 0 0 0 0 0 0

..........................................................................................TTGGGTCGGTCAACTTGCTCA..................................................... 21 0 1 19.00 19 11 8 0 0 0 0 0 0 0 0

..................................................TGAACAAGTGTCGAGACTCAAG............................................................................................ 22 0 1 12.00 12 5 7 0 0 0 0 0 0 0 0

..........................................................................................TTGGGTCGGTCAACTTGCT....................................................... 19 0 1 7.00 7 3 4 0 0 0 0 0 0 0 0

..........................................................................................TTGGGTCGGTCAACTTGCTCAGG................................................... 23 1 1 6.00 6 3 3 0 0 0 0 0 0 0 0

..........................................................................................TTGGGTCGGTCAACTTGCTCAGA................................................... 23 1 1 6.00 6 2 4 0 0 0 0 0 0 0 0

..........................................................................................TTGGGTCGGTCAACTTGCTCAGCT.................................................. 24 0 1 5.00 5 4 1 0 0 0 0 0 0 0 0

..........................................................................................TTGGGTCGGTCAACTTGCTC...................................................... 20 0 1 4.00 4 1 2 0 1 0 0 0 0 0 0

..................................................TGAACAAGTGTCGAGACT................................................................................................ 18 0 1 4.00 4 1 3 0 0 0 0 0 0 0 0

........................................................................................................TTGCTCAGCTGGACCTTCAACT...................................... 22 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0

.........................................................................................ATTGGGTCGGTCAACTTGCTCAGC................................................... 24 0 1 3.00 3 0 2 1 0 0 0 0 0 0 0

..................................................TGAACAAGTGTCGAGACTCAAGGG.......................................................................................... 24 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0

...........................................................................................TGGGTCGGTCAACTTGCTCAGT................................................... 22 1 1 2.00 2 1 1 0 0 0 0 0 0 0 0

..................................................TGAACAAGTGTCGAGACTCAAGG........................................................................................... 23 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0

.........................................................................................ATTGGGTCGGTCAACTTGCTCAGT................................................... 24 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0

............................................................................GTAAAATCGCACAATTGGGTC................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0

.........................................................................................ATTGGGTCGGTCAACTTGCTC...................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0

.........................................................................................ATTGGGTCGGTCAACTTGCTCAG.................................................... 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0

...............GCAGGCACTAAGAGAAGTAACG............................................................................................................................... 22 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0

...........................................................................................TGGGTCGGTCAACTTGCTCA..................................................... 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0

....................................................................................GCACAATTGGGTCGGTCAACT........................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0

..................................................TGAACAAGTGTCGAGACTCAA............................................................................................. 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0

..........................................................................................TTGGGTCGGTCAACTTGCTCAGCC.................................................. 24 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0

..........................................GGCGCTGGTGAACAAGTGTC...................................................................................................... 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0

........................................................AGTGTCGAGACTCAAGGGGCGT...................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0

..........CTACCGCAGGCACTAAGAGA...................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0

..........................................................................................TTGGGTCGGTCAACTTGCTCAA.................................................... 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0

..................................................TGAACAAGTGTCGAGACTCAAGGT.......................................................................................... 24 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0

...........................................................................................TGGGTCGGTCAACTTGCTT...................................................... 19 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0

......................................................................................ACAATTGGGTCGGTCAACT........................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0

Anti-sense strand reads

TATCGATTACGATGGCGTCCGTGATTCTCTTCATTGCTACCTCCGCGACCACTTGTTCACAGCTCTGAGTTCCCCGCATTTTAGCGTGTTAACCCAGCCAGTTGAACGAGTCGACCTGGAAGTTGATGAGTAGGTGGGTGGTGTTAGAAACGTGATTTGTGGAT

************************************...((((((..(((((((.(((((.....(((((((...(((......)))....))))))).....))))).))).)))).)))))).....***********************************
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Species Coordinate ID Alignment
droSim2 3l:11531360-11531523 - dsi_36 ATA---------------------------------------------------GCTAATGCTAC---------------------CGCAGGCACTAAGAGAAGTAACGATGGAGGCGCTGGTGAACAAGTGTCGAGACTCAAGGGGCGTAAA------------------------ATCGCACAA------------------------TTGGGTCGGTCA-----ACTTGC-TC---------------------AGCTGGACCTTCAACTACTCATCCAC-------CCACCACAATCTTTGCACTAAACACCTA
droSec2 scaffold_0:4015584-

4015747 -
dse_1851 ATA---------------------------------------------------GCTAATGCTAC---------------------CGCAGGCACTAAGAGAAGTAACGATGGAGGCGCTGGTGAACAAGTGTCGAGGCTCAAGGGGCGTAAA------------------------ATCGCACAA------------------------TTGGATCGGTCA-----ACTTGC-TC---------------------AGCTGGACCTTCAACTACTCATCCAC-------CCACCACAATCTTTGCACTAAACACCTA

dm3 chr3L:11829578-11829762 - dme_458 ATA---------------------------------------------------ACTAATGCTACCACAACAGAAGGGAATCGAATCTCAGGCACTAAAAGAAGTAACGATGGAGGCGCTGGTGAACAAGAGTCGAGACCCAAACAGCGTACA------------------------ATCGCACAA------------------------TTGGATCGTTCA-----ACTTGC-TC---------------------AGCTGGACCTTCAACAACTCATCCAT-------CCACTACAATCTTTGCACTAAACACCTA
droYak3 3L:11839375-11839395 + A---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATCTTCAAACTGAACACCTA
droEug1 scf7180000409554:3289823-

3290067 +
AGTGTAGGTGCAAGAAGTGAAGGGGCAGGAGAAGAAGCAATAAGTGAGCAAAAAGCTCTAACTACCACTTCGGAAGAGAATCAAAATTCCTGCGCAAAGAGAAAGATCGACGGAGAATTTGATGAACATGTTTTAAGTTCAAAGCGGCCAGAT------------------------TTAGTAATT------------------------GGGGATCAA-CA-----AATTGCAAAGGAAAATAAAG------------AGAGAGCCTCGTCTTCTAAGACAC-------CACACAAAATCTTCGCACTGGACACCTA

droBia1 scf7180000302188:1829847-
1830019 -

GAA------------------------------------------------------------------------GAGAATCTAAACGCGGGCACAAAGAGAAAAACCGAAGAAGATGCTTCGGAAAATGCTTTTGTAGCCATACGATTAAAG------------------------AAG------GATGACTCTCCGGCTTCGGTAACAGA---------A-----AATTCCC-GGGAAAATCA----------------------------ACACATCCATTTTTCAGATACAACTATCTTCGCACTGAACACTGA

droTak1 scf7180000415705:584843-
585057 -

AAA---------------------------------------------------GCTTTAGCTACCTCATCGGAAGAGAGTCGGAGTGCCGGAACAAAGAGAAAGAACGAAGAAAATGATTGTGTA------------GCCAAGCGGCGGAAA------------------------GAGACAAAAGACGACTCTTCGGTTTTGGTATCAGAGGAACAAGCGAATGGGATTTCCGAGAAAAATAACGAGGGAACTTTTACTGGATCTTCG---------CCTC-------CCACAACTATCCTCGCCTTAAACGTCTA

droEle1 scf7180000491273:348123-
348282 +

ATG----GT---------------------------------------GAAAAAGCTTT---------------------------AGCAAGAACAAAGAGAAAACCCGAAGCAGAAGCTTCTGAAAATGTTTCAAGTGCAAAGCGGCGTGAA------------------------AAAGCAGAA------------------------CAAGATGGGAC-----------C-TC---------------------TACCGGATCTTCTCTCCCTAAAACAC-------CAACAACTATATTCTCCCTGAACACCTA

droFic1 scf7180000453924:799882-
800060 +

G---------------------------------------------------------------------------------------CTGGCACATCGAGAAAAAATGATTCAGAAGCTTGTGAAGGTGTTCCGGGAACAAAGCTTAGCAAA------------------------GTCGCAGTCGAAAATTGTTCGGCTTCAGTACCA------------------ATTTCCCAGGGAAATGAAGAGAAAAACCCAGCTGCATCTTTGGCTCCGAAAATAC-------C---CGAAATCTTTTTACTGAACACCTG

droKik1 scf7180000302468:1176218-
1176444 -

AGTGCCGGC---------------------------------------AAAAAAGCTTCAGCTCCCACCACAGAAGAGCAGCCTAGTGGGAGCAGACTGAGAAAACACGATGAAGAGCCTTCTGAAATCAAT------GCAAAAAGGCCCAAAACAACAGATGGAAACTTAGCGAATACTGCACCG------------------------TTGGAGCAGTTT-----ACCTCA-CCAGAAAGTAATATTCAAGTCGCAAATGGATATCCA---------TCAC-------TTAAATCTATATTGGACTTAAACGAGTA

droBip1 scf7180000396554:1430954-
1431063 -

AAGAAACGCAAAATCAG---------------------------------------------------------------------------------TAAAAATAATGCGGAAGATTTAGCTGCGCCCTCTTCAAGCTCCCAAAGGCT------------------------------------------------------------------------------------------------------------------------TCCATCCAAAGCCT-------CGTCCAATATTTTAGTCCTCAACTACGA

dp5 4_group4:4366282-4366300
+

-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTCTCGTGTTAAACGAGGA

droPer2 scaffold_10:3406855-
3406873 +

-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTCTCGTGTTAAACGAGGA
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CCATCTTGGAATGGATGAGATTGGAAAAGATTGTGTAGAGGTGTTACATAAATTTCTTCAAACCGAAGGTCTTTGTTAATTTGATTAGAATTCTGTGCGAAGAAATTTTTATAGCATCTTAAGAGCCTGAATCTTTCGAGCCAATCAGTTAAAAGTCGAA
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..................................................AATTTCTTCAAACCGAAGGTCT........................................................................................ 22 0 1 91.00 91 60 18 5 6 1 0 1 0 0

.......................................................................................GAATTCTGTGCGAAGAAATTTT................................................... 22 0 1 74.00 74 16 46 11 1 0 0 0 0 0

........................................................................................AATTCTGTGCGAAGAAATTTT................................................... 21 0 1 35.00 35 3 10 22 0 0 0 0 0 0

.......................................................................................GAATTCTGTGCGAAGAAA....................................................... 18 0 1 15.00 15 14 0 0 0 1 0 0 0 0

..................................................AATTTCTTCAAACCGAAGGTC......................................................................................... 21 0 1 15.00 15 11 1 0 1 0 2 0 0 0

..................................................AATTTCTTCAAACCGAAGG........................................................................................... 19 0 1 14.00 14 14 0 0 0 0 0 0 0 0

.......................................................................................GAATTCTGTGCGAAGAAATTT.................................................... 21 0 1 14.00 14 6 8 0 0 0 0 0 0 0

..................................................AATTTCTTCAAACCGAAG............................................................................................ 18 0 1 14.00 14 14 0 0 0 0 0 0 0 0

.......................................................................................GAATTCTGTGCGAAGAAAT...................................................... 19 0 1 13.00 13 11 0 0 0 2 0 0 0 0

..................................................AATTTCTTCAAACCGAAGGT.......................................................................................... 20 0 1 12.00 12 12 0 0 0 0 0 0 0 0

.......................................................................................GAATTCTGTGCGAAGAAATT..................................................... 20 0 1 7.00 7 5 2 0 0 0 0 0 0 0

........................................................................................AATTCTGTGCGAAGAAAT...................................................... 18 0 1 3.00 3 3 0 0 0 0 0 0 0 0

..................................................AATTTCTTCAAACCGAAGGTCTT....................................................................................... 23 0 1 3.00 3 0 3 0 0 0 0 0 0 0

.....................................................................................TAGAATTCTGTGCGAAGAAATTTTT.................................................. 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0

........................................................................................AATTCTGTGCGAAGAAATTTTA.................................................. 22 1 1 1.00 1 0 1 0 0 0 0 0 0 0

.................................................AAATTTCTTCAAACCGAAGGTCT........................................................................................ 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0

........................................................................................AATTCTGTGCGAAGAAATT..................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0

.........................................................................TGTTAATTTGATTAGAAT..................................................................... 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0

.......................................................................................GAATTCTGTGCGAAGAAATTTTT.................................................. 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0

........................................................................................AATTCTGTGCGAAGAAATTTTTA................................................. 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0

.........................................................................TGTTAATTTGATTAGAATTCTGTGC.............................................................. 25 0 1 1.00 1 0 0 0 1 0 0 0 0 0

..................................................AATTTCTTCAAACCGAAGGTCTTTA..................................................................................... 25 1 1 1.00 1 0 1 0 0 0 0 0 0 0

...........................................................................................TCTGTGCGAAGAAATTT.................................................... 17 0 1 1.00 1 0 0 1 0 0 0 0 0 0

..................................................AATTTCTTCAAACCGAAGGTCTTT...................................................................................... 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0

...............TGAGATTGGAAAAGG.................................................................................................................................. 15 1 17 0.06 1 0 0 1 0 0 0 0 0 0

Anti-sense strand reads

GGTAGAACCTTACCTACTCTAACCTTTTCTAACACATCTCCACAATGTATTTAAAGAAGTTTGGCTTCCAGAAACAATTAAACTAATCTTAAGACACGCTTCTTTAAAAATATCGTAGAATTCTCGGACTTAGAAAGCTCGGTTAGTCAATTTTCAGCTT

************************************..(((((((((...((((((((((..((.(((..(((..((((...)))).))).))).))..))))))))))...)))))))))....***********************************
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Species Coordinate ID Alignment
droSim2 x:18325712-18325871 + dsi_203 CCATCTTGGAATGGATGAGATTGGAAAAGATTGTG-----TAGAGGTGTTACATAAATTTCTTCAAACCGAAGGTCTTTGTTAATTTGATTAGAATTCTGTGCGAAGAAATTTTTATAGCATCTTA---AGAGCCTGAATCTTTCGAGCCAATCAGTT---AAAAGTCGAA
droSec2 scaffold_8:1718425-

1718582 +
dse_116 CAA--ATGGAATGGATGAGATTGGAAAAGATTGTG-----TAGAGGTGTTACATAAATTTCTTCAAGCCGAAGGTCTTTGTTAATTTGATTAGAATTCTGTGCGAAGAAATTTTTATAGCATCTTA---AGAGCCTGAATCTTTCGAGCCAATCAGTT---GAGAGTCGAA

dm3 chrX:19436179-19436344
+

CAA--ATGGAATGGATAAGATTGGATAAGATTGTGTAAGATAGGGTTGTTATATAAATTTCTTCAAACCGAAAGTCTTTGTTAGTTTGATTAGAATTCTATGCGATGAAATTTGTATAGCATCCTT---TGAGTCTGAATCTTTCGAGTCAATCAGATGATGAAAGTCGAA

droEre2 scaffold_4690:9673150-
9673307 +

der_57 CAC--AGAGTATGGATGAGGTTGGATGAGATTTTA-----CAGGGCTGTTACATAAATCTCTTCAAGCCGAAGGTCTATGTAAGTTTGGTTGGAATTCTGTGAGAAGAGATTTCTATAGCATCCTGAATACAGTCGGAATCTTCCAAGCTAATCAGTT---GAATGTC---

droYak3 X:11900761-11900923 - dya_55 AAAGACAAAGATGGATGAGGTTGGATGAGATTGTA-----CAGGGGTGTTACATAAATTTCTTCAAGCCGAAAGTCTATGTAAATTTGGTTGGAATTCGGTGAGAAGAGATTTCTATAGCACTCTGAATAGAGCCTGAATCTTCCAAGCTAATCAGTT---GAAAGTCGAA
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http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_55.html
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TGTAACAGTTTTCCTTTTACAACAACGAAGAATACCAGAAGAAGCAAAGCCAAAAACGCAGCTGCAGTCGACGTCGACGCAGTGTTCGCTGCTGCCACCGCTGCTGCACTCGCCGACGTCCGTTTCTGTTTGGCCCATTGCCGTTGGCCAGCTTCAGTGTTCATTTCCCCATCGAGTCGGCAACAACGA

****************************************************........(((((((..(((((((.((.(((((..((.((.......)).)).))))))).))))))).....))))..)))...****************************************************
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...................................................................TCGACGTCGACGCAGTGTTCGC.................................................................................................... 22 0 1 139.00 139 76 61 0 1 1 0 0 0 0 0 0 0

...................................................................TCGACGTCGACGCAGTGTTCGCTG.................................................................................................. 24 0 1 105.00 105 58 34 0 11 1 1 0 0 0 0 0 0

...................................................................TCGACGTCGACGCAGTGTTCGCT................................................................................................... 23 0 1 49.00 49 31 14 0 0 3 1 0 0 0 0 0 0

.....................................................................................................TGCTGCACTCGCCGACGTCCG................................................................... 21 0 1 20.00 20 5 12 0 1 0 0 1 0 1 0 0 0

...................................................................TCGACGTCGACGCAGTGTTCG..................................................................................................... 21 0 1 12.00 12 3 5 0 0 1 0 2 0 1 0 0 0

....................................................................CGACGTCGACGCAGTGTTCGC.................................................................................................... 21 0 1 10.00 10 4 6 0 0 0 0 0 0 0 0 0 0

...................................................................TCGACGTCGACGCAGTGTTCGCC................................................................................................... 23 1 1 8.00 8 4 3 0 1 0 0 0 0 0 0 0 0

...................................................................TCGACGTCGACGCAGTGTTCGCTGA................................................................................................. 25 1 1 8.00 8 5 2 0 0 0 1 0 0 0 0 0 0

.....................................................................................................TGCTGCACTCGCCGACGTCCGT.................................................................. 22 0 1 7.00 7 1 0 0 0 5 0 0 0 0 0 1 0

...................................................................TCGACGTCGACGCAGTGTTC...................................................................................................... 20 0 1 7.00 7 4 1 0 0 0 1 1 0 0 0 0 0

....................................................................CGACGTCGACGCAGTGTTCGCT................................................................................................... 22 0 1 5.00 5 2 2 0 0 0 1 0 0 0 0 0 0

...................................................................TCGACGTCGACGCAGTGTTCGCTGG................................................................................................. 25 1 1 5.00 5 3 2 0 0 0 0 0 0 0 0 0 0

...................................................................TCGACGTCGACGCAGTGTTCGCTGT................................................................................................. 25 1 1 4.00 4 2 2 0 0 0 0 0 0 0 0 0 0

...................................................................TCGACGTCGACGCAGTGTTCGCG................................................................................................... 23 1 1 4.00 4 2 2 0 0 0 0 0 0 0 0 0 0

...................................................................TCGACGTCGACGCAGTGTTCGT.................................................................................................... 22 1 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0

....................................................................CGACGTCGACGCAGTGTTCG..................................................................................................... 20 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................TCGAGTCGGCAACAACGA 18 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0

.....................................................................................................TGCTGCACTCGCCGACGTCC.................................................................... 20 0 1 2.00 2 1 0 0 0 0 0 0 1 0 0 0 0

...................................................................TCGACGTCGACGCAGTGTTCGG.................................................................................................... 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................CGACGTCCGTTTCTGTTTGGCC...................................................... 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0

....................................................................CGACGTCGACGCAGTGTTCGCTGT................................................................................................. 24 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0

...................................................................TCGACGTCGACGCAGTGT........................................................................................................ 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

....................................................................CGACGTCGACGCAGTGTTCGCC................................................................................................... 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................TGCACTCGCCGACGTCCG................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0

...................................................................TCGACGTCGACGCAGTGTTCGCTGC................................................................................................. 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0

...................................................AAAAACGCAGCTGCAGTCGACGTCGACG.............................................................................................................. 28 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0

..........................................................CAGCTGCAGTCGACGTCGACG.............................................................................................................. 21 0 2 1.00 2 0 2 0 0 0 0 0 0 0 0 0 0

.........................................................................................TGCTGCCACCGCTGA..................................................................................... 15 1 20 0.70 14 0 0 14 0 0 0 0 0 0 0 0 0

.......................................................................................GCTGCTGCCACCGCTGA..................................................................................... 17 1 13 0.46 6 0 0 6 0 0 0 0 0 0 0 0 0

...................................................................TCGACGTCGACGCAGTGG........................................................................................................ 18 1 3 0.33 1 1 0 0 0 0 0 0 0 0 0 0 0

........................................................................................CTGCTGCCACCGCTGA..................................................................................... 16 1 20 0.15 3 0 0 2 0 0 0 0 0 0 0 0 1

Anti-sense strand reads

ACATTGTCAAAAGGAAAATGTTGTTGCTTCTTATGGTCTTCTTCGTTTCGGTTTTTGCGTCGACGTCAGCTGCAGCTGCGTCACAAGCGACGACGGTGGCGACGACGTGAGCGGCTGCAGGCAAAGACAAACCGGGTAACGGCAACCGGTCGAAGTCACAAGTAAAGGGGTAGCTCAGCCGTTGTTGCT

****************************************************........(((((((..(((((((.((.(((((..((.((.......)).)).))))))).))))))).....))))..)))...****************************************************
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SRR902009
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.......................................................................................CGACGACGGTGGCGA....................................................................................... 15 0 6 0.83 5 5 0 0 0 0 0 0 0

......................................................................................GCGACGACGGTGGCGAC...................................................................................... 17 0 2 0.50 1 1 0 0 0 0 0 0 0

..........................................................................................................................................ACGGCAACCGGTCGAA................................... 16 0 2 0.50 1 1 0 0 0 0 0 0 0

......................................................................................CCGACGACGGTGGCGA....................................................................................... 16 1 20 0.15 3 3 0 0 0 0 0 0 0
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droSim2 3r:15128596-15128784 - dsi_31064 TGTAACAGTTTTCC-TTTTACAACAA----C-GAAGAAT-----------------------A-----------------CCAG--------AA-GAAGCAAAGCC-AA---------------------AAACG-------------------------------CAGCTG------------------------------------CAGTCGACGTCGACGCA------------GTG---TTCGCT---------GCT----------------GCCACCGCTG----------------------------CTGCACTCGCCGACGTCCG-T--------------------TTCTGT-TTGGCCCATT-----------GCCG-----------------T------TGGCCAGCT------TCAGTGTTCATTTCCCCATCGAGTCGGCAACA---ACGA------
droSec2 scaffold_0:15993575-15993763

-
dse_332 TGTAACAGTTTTCC-TTTTACAACAA----C-GAAGAAT-----------------------A-----------------CCAG--------AA-GAAGCAAAGCC-AA---------------------AAACG-------------------------------CAGCTG------------------------------------CAGTCGACGTCGACGCA------------GTG---TTCGCT---------GCT----------------GCCACCGCTG----------------------------CTGCACTCGCCGACGTCAG-T--------------------TTCTGT-TTGGCCCATT-----------GCCG-----------------T------TGGCCAGCT------TCAGTGTTCATTTCCCCATCGAGTCGGCAACA---ACGA------

dm3 chr3R:5919776-5919964 + dme_374 TGTAACAGTTTTCC-TTTTACAACAA----C-GAAGAAT-----------------------A-----------------CCAG--------AA-GAAGCAAAGCC-AA---------------------AAACG-------------------------------CAGCTG------------------------------------CAGTTGACGTCGACGCA------------GTG---TTAGCT---------GCT----------------GCCATCGCTG----------------------------CTGCAGTCGCCGACGTCCG-T--------------------TTCTGT-TTGGCCCATT-----------GCCG-----------------T------TGGCCAGCT------TCAGTGTTCATTTCCCCATCGAGTCGGCAACA---ACGA------
droEre2 scaffold_4770:15680293-

15680485 -
TGTAACAGTTTTCC-TTTTACAACAA----C-GAAGAAT-----------------------A-----------------CCAG--------AA-GTAGCAAAGCC-AA---------------------AAACG-------------------------------CAGCTG------------------------------------CAGTCGACGTCGACGCA------------GGT---TTCGCTGCTG-----GCT----------------GCCACCGCTG----------------------------CTGCATTCGCCGACGTCCG-T--------------------TTCTGT-TTGGCCCATT-----------GCCG-----------------T------TGGCCAGCT------TCAGTGTTCATTTCCCCATCGAGTCGGCAACA---ACGA------

droYak3 3R:9967315-9967518 + dya_1810 TGTAACAGTTTTCC-TTTTACAACAA----C-GAAGAAT-----------------------A-----------------CCAG--------AA-GAAGCAAAGCC-AA---------------------AAACG-------------------------------CAGCTG------------------------------------CAGTCGACGTCGACGCTACTGCTGCTGCTGCT---GCC------GTTGCTGCT----------------GCCACCGCTG----------------------------CTGCATTCGCCGACGTCCG-T--------------------TTCTGT-TTGGCCCATT-----------GCCG-----------------T------TGGCCAGCT------TCAGTGTTCATTTCCCCATCGAGTCGGCAACA---ACGA------
droEug1 scf7180000409470:253040-

253223 +
TGTAACAGTTTTCCTTTTTACAACAA----C-GAA------------------------------------CATAACGAACAAG--------AA-GAAGTAAAGCC-AAAAG------------------AAACG-------------------------------CAGCTG------------------------------------CAGTCGACGTCGC---------------------------------------T----------------GCCA--------------------------GCTGCTCGCTGCAATCGCCGACATTCG-T--------------------TTCTGT-TTGGCCAATT-----------GCCG-----------------T------TGGCCAGCT------TCAGTGTTCATTTCCCCATCGAAACGGCAACA---ACGA------

droBia1 scf7180000302402:3416361-
3416538 +

TGTAACAGTTTTCC-TTT-GCAACAA----CTG---------------------------------------------------------------AAGAAAGGCCGAA---------------------AAACG-------------------------------CAGCTG------------------------------------CGGCTGGCGTCGCCGCC------------GCC---GTCGCT---------------------G-CCGCTGCCGCCGCCA----------------------------CTGCACTCGCCGACGTCCG-T--------------------TTCTG--TTGGCCAATT-----------GCCG-----------------T------GGGCCAGCT------TCAGTGTTCATTTCCCCATCGAGTCGGCCACA---ACGA------

droTak1 scf7180000415245:186282-
186457 -

TGTAACAGTTTTCC-TTTTACAACAA----C-GGCGAAA-----------------------G-----------------GCAG--------AACGAAGAAAAGCC-AA---------------------AAACG-------------------------------CAGCTG------------------------------------CAGTCGCCGTCGACGTC------------G-------------------------------------------CCGTCG----------------------------CTGCACTTGGCGACGTCCG-T--------------------TTTTCAGTTGGCCAATT-----------GCCG-----------------T------TGGCCAGCT------TCAGTGTTCATTTCCCCATCGAGTCGGCAACA---ACGA------

droEle1 scf7180000490967:810843-
811007 -

TGTAACAGTTTTTC-TTT-ACAAACGGCAAC-GGCGAA---------------------------------------------G--------GC-AAAGAAAAGCC-AA---------------------AAACG-------------------------------CAGCTG------------------------------------CAGTCGACGTCGC---------------------------------------T----------------G------CCG----------------------------CTGCAGTCGCCGACGTCCG-T--------------------TTCTG--TTGGCCAATT-----------GCCG-----------------T------TGGCCAGCT------TCAGTGTTCATTTTCCCATCGAGTCGGCAACA---ACGA------

droRho1 scf7180000779228:18997-19168
+

TGTAACAGTTTTCT---TTACAACGG-CAAC-GGC------------------------------------AACAAAGGCAAAG--------GC-AAAGAAAAGCC-AA---------------------AAACG-------------------------------CAGCTG------------------------------------CAGTCGACGTCGC---------------------------------------T----------------G------CCG----------------------------CTGCAGTCGCCGACGTCCG-T--------------------TTCTG--TTGGCCAATT-----------GCCG-----------------T------TGGCCAGCT------TCAGTGTTCATTTTCCCATCGAGTCGGCAACA---ACGA------

droFic1 scf7180000454104:908479-
908631 -

TGTAACAGTTTTCC-TTT-ACGACG--------AA-------------------------------------------------------------AAGAAAAGCC-AA---------------------AAACG-------------------------------CAGCTG------------------------------------CAGTCGACGTCGC---------------------------------------T----------------G------CCG----------------------------CTGCAATCGCCGACGCTCG-T--------------------TTCTGTGTTGGCCAATT-----------GCCG-----------------T------TGGCCAGCT------TCAGTGTTCATTTCCCCATCGAGTCGGCAACA---ACGA------

droKik1 scf7180000302706:2172490-
2172703 +

TGTAACAGTTTTCT-TTA-ACGAAAA--------AGAACGCCAAACGC-----------------------CACAAAAG--ACGAAAGAAAGAA-------AAAAA-AA---------------------AAACG-----------GAAACG----CAAAGCAACGCAACTGCAGTC-----------------------CGGCGCTGCAGTCGACGTCG---------------------------------------CT----------------GCCCTCGCCT----------------------------CTGC---CGCCGAC---------------------------TGATG--TTGGCCGAAT-----------GCCT-----------------T----TTTAGCCAGCTTCATCGTCAGTGTTCATTTCCCCATCGAATCGGCAACA---ACGA------

droAna3 scaffold_13340:6482788-
6483031 +

dan_4066 TGTAACAGTTTTCT-TTT-ACAATAA----CCGAAG--------------------------C-----------------CAAG--------AA-GAA--AACGCC-AA---------------------AAACA-------AACTGCAGTC----TGCTGCGTCGCTACTGCAGTCGTCGACGACGTCGATGTGGCTGCCGCTGCCA---------------------------------------CC---G------CTGCTGTTGCCA-CTGCTGCTG---CTGCTGCTGCTGCTGCAGAGCCTTCTGCT--------------G---------------------CTTTGGTTGCTG--TTGGCCAATT-----------GCCG-----------------T------TGGCCAGCG------TCAGTGTTCATTTTCCCATCGAGTCAACAGCACACACGG------

droBip1 scf7180000396708:2366146-
2366373 -

TGTAACAGTTTTCT-TTT-ACAAAAAAC--C-AAAGC----------------------------------CATAACGAAGAAG--------AA-GAA--AACGCC-AA---------------------AAACA-------AACTGCAGTC----GGCTGC---GTCGCTG------------------------------------CAGTCGACGACGCCGAC------------GTC-----------------------------TG-CTGCTACGG---GTACTGCTGCCGCTGCAGCGCCTTCTGCT--------------G---------------------CTTTGGTTGCTG--TTGGCCAATT-----------GCCG-----------------T------TGGCCAGCG------TCAGTGTTCATTTTCCCATCGAGTCAACAGCACACACGGTCAGGA

dp5 2:5026827-5027033 - dps_117 TGTAACAGTTTTCC-TTT-GCAAC--------------------------------------------------------------------------GAAACGCC-AA---------------------AAACA-------CGCTGCA-------------GTCGCTGCTG------------------------------------CAGTCGACGCTGGCGTC------------G---TC---GCC---G------TCGCCTTCTCTG-CCGCTGACG---CTGCCGCTGACGATGTGAGGCCAGCCGCTGG----------------------------------CTGCGGCCGCTG--TCGGCTGCTT-----------GCCT----GCAC---------C------CGGTCAGCG------TCAGTGTTCATTTCCCCATCGAGTCGGCCACA--CACGG------
droPer2 scaffold_19:732289-732495 - dpe_2527 TGTAACAGTTTTCC-TTT-GCAAC--------------------------------------------------------------------------GAAACGCC-AA---------------------AAACA-------CGCTGCA-------------GTCGCTGCTG------------------------------------CAGTCGACGCTGGCGTC------------G---TC---GCC---G------TCGCCTTCTCTG-CCGCTGCCG---CTGACGCTGACGATGTGAGGCCAGCCGCTGG----------------------------------CTGCGGCCGCTG--TCGGCTGCTT-----------GCCT----GCAC---------C------CGGTCAGCG------TCAGTGTTCATTTCCCCATCGAGTCGGCCACA--CACGG------
droWil2 scf2_1100000004902:11175867-

11176125 -
dwi_5427 TGTAACAGTTTTTCCTTTTACAACAA----C-AAAGAGAAATAAAAACTATAACAACAACATAACAAAAGGA-----------------------------AAATA-AAAAGAAATGAAAAGAAAAACTT-AAAAACTGCACAGTTGCAGTCATGCTGCT--GCCTCTGCTG------------------------------------CAGTTGACGTCGACTTC------------GGT--TGCTGCTGCTGGT-------------------GCTGGTGCTGCTG----------------------------CTGCAGTTGCTGTTGGC-GTTTTGGCAT--------------TTGGT-TTGGT-------------------------------------C------TGGCCACAG------TCAGTGTTAATTTCCTCATCGAGTTGGCAACA-------------

droVir3 scaffold_12855:2693627-

2693903 -

dvi_106 GGTAACAGTTTTCT-TTT-ATTACAA----C-A-GGAACAACACAAACAAGGACA--AACATAACAGCAGCA--------------------------ACAACAAC-AA---CAACAACGAGAACAACGAGAACAACA--------GCA-------------ATTACCATTGCATTCGCAGTCGCTGTCGCTGTCGCAGTCGCAGCTGCAGTTGACGTCGACAGC------------GCT---TGCGGC---------GCT----------------GCC--CGT---------------------------TGG----------------------------------C---------------TGCCAGCTGCCGTCTGCTTTC--AGCTGCAACGGCCAACGTCGTCAGTCGCCAGTC-----GTCAGTTTTAATTTCCACATCGAGTTAACAACA---TCAC------

droMoj3 scaffold_6540:11894788-
11895007 -

dmo_261 TGTAACAGTTT-CT-TTT-GCGACAA-CAGC-AAC------------------------------------AACAAGAG-CACG--------AC-GCAGAAGAACA-AC-------------------A-AAACGG------CATTGCAGTCAC-----------------------------GCTGTCGCTGTCGCTACCGCAGCTGCAGTCAGCGCTGGCAGC------------GCT---------GCCTGT-------------------------------------------------------GCTGG----------------------------------C---------------TGCCAGTTGCCGTATGCTTTC--AGCTGCAACGGCCAACGT------CGGCAGTCG------TCAGTTTTAATTTCCACATCGAGTTAACAACA---TCAC---GAA

droGri2 scaffold_14624:2256824-
2257074 +

dgr_472 TGTAACAGTTTTCT-TTTAACAACAA-CAAC---AGC-------------------------------AGCAACAACA--GCAG--------CA-GCAGCAG-------------------TAGCAACAAGAACTAC------A-AGCA-------------GTCGCAGCTG------------------------------------CAGTTGACGTCGGCAGC------------GCTGTT---TCT---G------TTGCGTTGGCTGACAGCTGCTG---CTGCTGCTA--------------GCTGCTTGCTG-----------------CTTGCCGCTAGCTGCTTGGGCTGCAT--TCAGC-----------------------TGCAACAGCCAACG--GGCAAC-GTCAGTC-----GTCAGTTTTAATTTCCACATCGAGTTAACAACA--CACGA------
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:9967315-9967518
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1810.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409470:253040-253223
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:3416361-3416538
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415245:186282-186457
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http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4066.html
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ID:

dsi_5566

Coordinate:

x:18420197-18420259 -

Confidence:

confident

Class:

Mirtron

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [x_18420197_18420259_-]; CDS [x_18420260_18421474_-]; CDS [x_18419916_18420196_-]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GGACTGTCACGACGAGGACAACTACACCAGCGCGCTGGACAACTCCGGAGGTAAGAAAGTTTTGTTAAATCCCTTACAACTTCAAGTAAGCAAAAGTACAACTCTTCTTTCAGACGAAACTGCGTTGCCGATGCTCTCCATAGTGACTCCCACGCGGGGACGT 

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

#
Mismatch

Hit
Count

Total
Norm Total

M025

embryo

M023

head

M024

male
body

SRR553485

Chicharo_3
day-old
ovaries

M053

female
body

SRR618934

dsim w501
ovaries

SRR902008

ovaries

SRR553488

RT_0-2
hours
eggs

..................................................GTAAGAAAGTTTTGTTAAATCCCT......................................................................................... 24 0 1 166.00 166 124 32 9 0 0 1 0 0

..................................................GTAAGAAAGTTTTGTTAAATCCCC......................................................................................... 24 1 1 27.00 27 22 4 1 0 0 0 0 0

..................................................GTAAGAAAGTTTTGTTAAATCCC.......................................................................................... 23 0 1 11.00 11 3 6 1 0 0 1 0 0

..........................................................................................CAAAAGTACAACTCTTCTTTCAG.................................................. 23 0 1 10.00 10 6 3 0 0 1 0 0 0

..................................................GTAAGAAAGTTTTGTTAAATCCCG......................................................................................... 24 1 1 2.00 2 2 0 0 0 0 0 0 0

................................................................................................................GACGAAACTGCGTTGCCGATGCTCTCC........................ 27 0 1 1.00 1 0 0 0 0 1 0 0 0

..ACTGTCACGACGAGGA................................................................................................................................................. 16 0 1 1.00 1 0 0 0 1 0 0 0 0

...................AACTACACCAGCGCGCT............................................................................................................................... 17 0 1 1.00 1 0 0 0 1 0 0 0 0

..........................................................................................CAAAAGTACAACTCTTCTTTCAGT................................................. 24 1 1 1.00 1 1 0 0 0 0 0 0 0

...........................CAGCGCGCTGGACAACTCCGGAG................................................................................................................. 23 0 1 1.00 1 0 0 1 0 0 0 0 0

............CGAGGACAACTACACCAGCGC.................................................................................................................................. 21 0 1 1.00 1 0 1 0 0 0 0 0 0

..................................................GTAAGAAAGTTTTGTTAAATC............................................................................................ 21 0 1 1.00 1 0 0 0 1 0 0 0 0

..........................................................................................CAAAAGTACAACTCTTCTTT..................................................... 20 0 1 1.00 1 0 1 0 0 0 0 0 0

..........GACGAGGACAACTACACCAGC.................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 1 0

.GACTGTCACGACGAGGAC................................................................................................................................................ 18 0 1 1.00 1 0 1 0 0 0 0 0 0

.............................................................................................AAGTACAACTCTTCTTTCAGT................................................. 21 1 1 1.00 1 1 0 0 0 0 0 0 0

...............................................................................................................................................TGACTCCCACGCGGGGA... 17 0 1 1.00 1 0 0 0 1 0 0 0 0

Anti-sense strand reads

CCTGACAGTGCTGCTCCTGTTGATGTGGTCGCGCGACCTGTTGAGGCCTCCATTCTTTCAAAACAATTTAGGGAATGTTGAAGTTCATTCGTTTTCATGTTGAGAAGAAAGTCTGCTTTGACGCAACGGCTACGAGAGGTATCACTGAGGGTGCGCCCCTGCA 

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR902009

testis

SRR553488

RT_0-2
hours
eggs

M024

male
body

SRR618934

dsim w501
ovaries

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 x:18420147-18420309 - dsi_5566 GGACTGTCACGACGAGGACAACTACACCAGCGCGCTGGACAACTCCGGAGGTAAGAAAGTTTT----------GTTA-----AATCC--CTTACA-----------------------------------ACTT-----C----------------------------------AAGT-AAGCAAAAGTACAA-C-TC--T--T-CTTTCAGACGAAACTG---------CGTTGCCGAT--------------------GCTCTCCAT-A----------------------------------G----TGAC---TCCC---ACGCGGGGACGT
droSec2 scaffold_8:1806930-1807092

-
dse_1565 GGACTGTCACGACGAGGACAACTACACCAGCGCGCTGGACAACTCCGGAGGTAAGAAAGTTTT----------GTTA-----CATCC--CTTACA-----------------------------------ACTT-----C----------------------------------AAGT-AAGCAAAAGTACAA-C-TC--T--T-CTTTCAGACGAAACTG---------CGTTGCCGAT--------------------GCTCTCCAT-A----------------------------------G----TGAC---TCCC---ACGCGGGGACGT

dm3 chrX:19526901-19527052 - dme_448 GGACTGTCACGACGAGGACAACTACACCAGCGCGCTGGACAATTCCGGAGGTAAGAAAGTTTT----------GTTA-----AATCC--TTTAAA-----------------------------------ACTT-----C----------------------------------AAGT-AACCAAAAGTA-AA-C-TC--TTCC-TCTTCAGACGAAACTG---------CGTTGCCTAT--------------------GC---------------------------------------------------C---CCCC---ACGCGGGGACGT
droEre2 scaffold_4690:9755114-

9755271 -
GGACTCTCACGATGAGGACAACTACAACAGTGCACTGGACAACTCCGGAGGTAAGGACATTTT----------GGTA-----AATCT--TTTACA-----------------------------------CCTT-----C----------------------------------AAGT-CAGCACAAGC--AA-------T--T-CTTTCAGACGAAACT---------ACGTTGCCCAT--------------------GCTTTCGAT-A----------------------------------G----TGAC---TCCC---ACGCGGGGACGT

droYak3 X:11811126-11811286 + AGATTCTCACGATGAGGATAACTACAACAGCGCGCTGGACAACTCCGGAGGTAAGGAAATTTT----------CGTA-----AATCC--TTTGCA-----------------------------------CTCT-----C----------------------------------AAGT-AAGCACATG--CAA-T-TC--T--T-CTTTCAGACGAAACT---------ACGTTGCCGAT--------------------GCTTTCGAT-A----------------------------------G----TTAC---TCCC---ACGCGGGGACGT
droEug1 scf7180000409230:807144-

807312 +
AGATTCACACGATGAGGACACCTATAACAGTGCGCTGGACAACTCCGGAGGTAAGGAAATAAT----------AATA-CACCAAATT--TTTGTA-----------------------------------CCTC-----T----------------------------------AAGG-AAACATAATA--AA----C--T--T-CTTGCAGACGAATCTGT---TACGACGTTACCAAT--------------------ACTTTCGAT-A----------------------------------G----TGAC---CCCT---ACGCGAGGACGT

droBia1 scf7180000302069:1076397-
1076562 +

GGATTCCCACGATGAGGACAACTACAACAGTGCTCTGGACAACTCCGGAGGTAAGAAAACATT----------TCCT-----GACTC--CCAGAA-----------------------------------ACGT-----C----------------------------------TATT-----GAAACGACAA-C-AT--TT-A-TTTTTAGACGAATCGGT---GGCGACGTTACCGAT--------------------GCTTTCGAT-A----------------------------------G----CGAC---TCCG---ACGCGGGGACGC

droTak1 scf7180000415169:768891-
769055 +

GGATTCGCACGATGAGGATAACTATAATAGTGCGTTGGACAATTCCGGAGGTGAGTTAT---T----------AGAA-----CAT------------------------------------TAATTAAAATC-TT----------------------TGCTAAA-------------AC-TT---A---CTAC----T--T--T-CTATCAGATGAATCCGT---TGCAACGTTGCCAAT--------------------GCTTTCCAT-G----------------------------------G----CCAC---GCCAACGCCACGGGGACGC

droEle1 scf7180000490751:1211514-
1211685 -

AGACTCACACGATGAAGATAACTATAACAGCGCACTGGACAACTCCGGAGGTAAGAAAAAAGT----------GATA-----AAATT--GTTTA---------------------------TTG----------------------------------------TTTATTGTTCTAAT-GAACACAATA--AA----C--T--G-TTCCCAGACGAATCCGC---CACAACGTTGCCGAT--------------------GCTCACGAT-G----------------------------------G----CGAC---TCCC---ACCCGGGGACGT

droRho1 scf7180000761121:105669-
105833 +

AGATTCGCTCGATGAGGATAACTATAATAGCGCGCTGGACAACTCCGGAGGTAATAAATGATT----------GTTA-----GAATC--GTTATT-----------------------------------AATT-----T----------------------------------AAAT-AAACACGAAA--AA----C--T--G-CTTCCAGACGAATCCGT---AACGACGTTGCCGAT--------------------CCTTTCGAT-G----------------------------------G----CGAC---TCCG---ACGCGGGGACGG

droFic1 scf7180000454073:1810552-
1810719 -

GGATTCGCACGATGAGGACAACTATAATAGTGCGCTGGATAATTCAGGCGGTGAGTCAAGAGT----------GGTT-----TTGTTTTTGAACAACAGAATAAC--------------------------------------------------------------------------------AGGGAAAA-T-GT--TT-ACTTTGTAGATGAATCTGC---CGCTGCGTCACCCAT--------------------GCTCTCGAT-G----------------------------------G----TGAC---GCCC---ACGCGAGGACGC

droKik1 scf7180000302696:470100-
470268 -

GGACTCGCACGACGAGGACAACTATAACAGTGCGCTGGATAATTCTGGAGGTAAGGCAGAACA-CA--GT---GACC-----AAATT--ATTGT------------------------------------------AGT---------------------ATTATCTA-----------------C--TACAC-T-CT--T--G-CTTCCAGATGAATCTGC---CTCGACGACGACCAT--------------------GCTCTCGAT-G----------------------------------A----CAACACCACCC---ACGCGGGGACGC

droAna3 scaffold_13417:1171717-
1171884 -

dan_4051 GGACTCCCACGACGAGGACAACTACAACAGTGCGCTGGACAACTCTGGCGGTGAGCAGAGATG----------AGGT-----TT------------------------------------CTTTTCAAATTC-CC----------------------TGCTAAA-------------CC-CT---G--TCCAT-C-TT--C--T-GTTCCAGATGAATCCCT---GTCCACGATGCCTGT--------------------GCTCTCCAC-G----------------------------------C----CGAC---TCCC---ACGCGCGGTCGC

droBip1 scf7180000395529:210200-
210367 +

GGATTCCCATGACGAGGACAACTACAACAGCGCCCTGGACAACTCTGGAGGTGAGCTGAG--T----------GGTA-----TAT-----------------------------------CTTCTTACATGC-CTTATT---------------------TTAA-------------CC-TT---C--ATCAT-C-TT--T--T-ATTTTAGATGAATCTGT---GTCCACGATGCCGGT--------------------TCTCTCCAC-A----------------------------------C----CGAC---TCCC---ACTCGGGGTCGC

dp5 XL_group1a:5672772-5672968
-

GGACTCCCACGACGAGGACAACTATAACAGCGCGCTGGAAAACTCTGGCGGTAAGAACGCTAA-GA-----------AGGCG------------------GAGACGTGGAGAACATGTATCTTTCAAC---------------------A--------------TGTATTT--------------------TC-C-TT--T--G-CTTTCAGACGAATCCGGTGCGGTGACGATGCAAAT--------------------GCTTTCGATG-GGAGCT----------------GCCAGCGGCGGCG----CCAC---TTCC---ACACGGGGACGC

droPer2 scaffold_63:273829-274037 + GGACTCCCACGACGAGGACAACTATAACAGCGCGCTGGAAAACTCTGGCGGTAAGAAGAGACTTCAGGACGCAAAGAAGCCG------------------GCGACGTGGAGAACATGTATCTTTCAAT---------------------A--------------TGTATTT--------------------TC-C-TT--G--G-CTTTCAGACGAATCCGGTGCGGTGACGATGCAAAT--------------------GCTTTCGATG-GGAGCT----------------GCAAGCGGCGGCG----CCAC---TTCC---ACACGGGGACGC
droWil2 scf2_1100000004909:6663958-

6664149 -
GGATTCCCATGACGAGGATACTTACAATAGCACCCTCGATAATTCTGGAGGTGAGATATACA-----------AATA-ATTGAAATT--GTTGTC----------AT-----------------------------AGT------------------------------------AGT-ATGCTAATCC--CC-C-CTCGC--T-TTTCCAGATGAATCGCC---GTCTACGAATC---C--------------------ACTCTCAATG-GGTGCT----ACCCTC------ACCAGTGGCAGCG----GCAC---ACCC---ACACGTGGCAGA

droVir3 scaffold_13042:4250326-
4250520 -

TGATTCGCAGGACGAGGACAACTA---CAGCGCGCTGGAGAACTCGGGTGGTAAGCCTCTGAA-CC--ATGCCAAGA-----AT------------------------------------CTAATCCCATTT-CT----------------------TA-CAAA-------------TC-TT---T--CC-GCTC-TT--G--C-CTTTCAGATGAATCCTC---GACCCCGG-GCC--AAC----------TTTTGAGCGGCTTTG----GCAGCAGTC------------------CGGCGGCGCCTGTTAC---TCCA---ACGCGCGGACGC

droMoj3 scaffold_6359:2176513-
2176727 +

TGAATCGCACGATGAGGACAACTA---CAGCGCATTGGATAACTCTGGAGGTAAGGGAGCTCT-CAT-GT---GCCC-----CAACT-----GCA--------------------TCGCTCTTTAATC---------------------ATAACTTTCTCTC-----------------------------GCTC-TT--TC-TCTCCCCAGATGAGTCTTC---CGCATTGT-GCA--ATC----------CTTTGAGCGCCTTCG----GCACCAATCCAGCAGCAGCAGTGCCAGC---AGCGCCATCGAC---ACCA---ACGCGCGGCCGC

droGri2 scaffold_14853:7116446-
7116669 -

TGACTCCCATGACGAGGATAACTACAGCACACTGCTGGACAACTCGGGCGGTAAGTATTATAT----------CAAT-----CAACA--ATCAA---------------------------TCA---------------TCAGTCAGTCAAATCATTCGCTTAA------------CC-AATG-----CC-TACGTTT--C--G-ATTACAGATGAATCCTC---GC-AGCAG-GCC--AACAACAACAGCATTTTGGGCGCCTTTGCCG-GCAGCAGTC---------------CAACGGTGGTGCCCACAGT---TCCG---ACACGTGGCCGG
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crit.star
crit.loop
crit.mor
crit.half

crit.total
crit.pairing

crit.top3
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302696:470100-470268
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ID:

dsi_108

Coordinate:

x:4270651-4270728 -

Confidence:

confident

Class:

Canonical miRNA

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

CDS [x_4269969_4271040_-]; utr5 [utr5_minus_11564]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CCGTTACTCCTCGACAGCAGTTCTCCTCTTCTCGCCACGGCGGCAGCAGCAGCGGCAATAACAACAATAACAGTGCATGCCATCCAGCACTGGATGCCAGCAGTGATGTTGTTGTTGTTGAACCGGCTGCGGTAGGAGTCGCACAGGAGAAAGAGAAAGAGCCGGGGCAGAAGCCAGA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR553487

NRT_0-2
hours
eggs

SRR553485

Chicharo_3
day-old
ovaries

M025

embryo

SRR553486

Makindu_3
day-old
ovaries

SRR553488

RT_0-2
hours
eggs

SRR902008

ovaries

M023

head

SRR618934

dsim w501
ovaries

O001

Testis

SRR902009

testis

M024

male
body

GSM343915

embryo

O002

Head

M053

female
body

.........................................................................................................ATGTTGTTGTTGTTGAACCGG.................................................... 21 0 1 117.00 117 44 23 1 12 26 0 0 10 0 0 0 1 0 0

.........................................................................................................ATGTTGTTGTTGTTGAACCGGC................................................... 22 0 1 110.00 110 22 24 16 13 7 4 15 5 0 0 4 0 0 0

.........................................................................................................ATGTTGTTGTTGTTGAACCGGCT.................................................. 23 0 1 49.00 49 6 0 13 4 4 10 8 2 0 1 1 0 0 0

.........................................................................................................ATGTTGTTGTTGTTGAACCGGCTGC................................................ 25 0 1 37.00 37 5 5 1 12 0 7 1 5 0 1 0 0 0 0

.........................................................................................................ATGTTGTTGTTGTTGAACCG..................................................... 20 0 1 22.00 22 7 3 1 1 2 0 5 1 1 0 1 0 0 0

.........................................................................................................ATGTTGTTGTTGTTGAACCGGCTG................................................. 24 0 1 14.00 14 0 0 0 0 2 9 0 0 0 3 0 0 0 0

..................................................AGCGGCAATAACAACAATAACA.......................................................................................................... 22 0 1 8.00 8 1 2 0 0 0 0 0 2 1 0 0 1 1 0

..............................................................................................TGCCAGCAGTGATGTTGTTGTT.............................................................. 22 0 1 8.00 8 0 0 2 0 0 0 0 0 4 0 0 0 1 1

.........................................................................................................ATGTTGTTGTTGTTGAACC...................................................... 19 0 1 8.00 8 1 0 0 0 0 0 4 1 0 0 1 0 1 0

.........................................................................................................ATGTTGTTGTTGTTGAACCGGCTT................................................. 24 1 1 5.00 5 0 0 0 0 0 0 0 2 0 3 0 0 0 0

.........................................................................................................ATGTTGTTGTTGTTGAACCGGCTA................................................. 24 1 1 5.00 5 1 1 0 0 0 2 0 1 0 0 0 0 0 0

..............................................................................................TGCCAGCAGTGATGTTGT.................................................................. 18 0 1 4.00 4 0 0 0 0 0 0 0 0 4 0 0 0 0 0

.........................................................................................................ATGTTGTTGTTGTTGAACCGGCC.................................................. 23 1 1 4.00 4 0 0 3 0 0 0 0 0 0 0 1 0 0 0

........................................................................................................GATGTTGTTGTTGTTGAACCGGCT.................................................. 24 0 1 4.00 4 0 1 3 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................TGCCAGCAGTGATGTTGTT................................................................. 19 0 1 4.00 4 0 0 0 0 0 0 0 0 4 0 0 0 0 0

..........................................................TAACAACAATAACAGTGCATGCCA................................................................................................ 24 0 1 3.00 3 0 0 0 0 0 0 0 0 2 1 0 0 0 0

................................................................................................CCAGCAGTGATGTTGTTGTT.............................................................. 20 0 1 3.00 3 0 0 0 0 0 0 0 0 3 0 0 0 0 0

.........................................................................................................ATGTTGTTGTTGTTGAACCGGCTGT................................................ 25 1 1 3.00 3 0 0 0 0 0 3 0 0 0 0 0 0 0 0

..........................................................TAACAACAATAACAGTGCATGC.................................................................................................. 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 2 0 0 0 0

................................................................................................CCAGCAGTGATGTTGTTGTTGT............................................................ 22 0 1 2.00 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0

..............................................................................................TGCCAGCAGTGATGTTGTTGT............................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0

..............................................................................................TGCCAGCAGTGATGTTGTTGTTG............................................................. 23 0 1 2.00 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0

.........CTCGACAGCAGTTCTCCTCTTCT.................................................................................................................................................. 23 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................ATGTTGTTGTTGTTGAACCGGT................................................... 22 1 1 2.00 2 0 0 0 0 0 1 0 0 0 0 1 0 0 0

..........................................................TAACAACAATAACAGTGCATG................................................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 1 0 0 1 0

.........................................................................................................ATGTTGTTGTTGTTGAACCGGCA.................................................. 23 1 1 2.00 2 0 1 0 0 0 0 0 1 0 0 0 0 0 0

.................................................CAGCGGCAATAACAACAATAACA.......................................................................................................... 23 0 1 2.00 2 0 0 0 0 1 0 0 0 1 0 0 0 0 0

.........................................................................................................ATGTTGTTGTTGTTGAACCGGA................................................... 22 1 1 2.00 2 0 0 0 1 0 0 1 0 0 0 0 0 0 0

..................................................AGCGGCAATAACAACAATA............................................................................................................. 19 0 2 1.50 3 0 0 0 0 0 0 0 0 2 0 0 1 0 0

..............................CTCGCCACGGCGGCAGCAGCAGCGGC.......................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1

.........................................................................................................ATGTTGTTGTTGTTGAACCGGG................................................... 22 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

..........................................................TAACAACAATAACAGTGC...................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0

................................................................................................CCAGCAGTGATGTTGTTGTTG............................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0

..............................................................................................................GTTGTTGTTGAACCGG.................................................... 16 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0

.........................................................................................................ATGTTGTTGTTGTTGAACCGGCTAAA............................................... 26 3 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................GAAAGAGCCGGGGCA......... 15 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0

........................................................................................................GATGTTGTTGTTGTTGAACCG..................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................AGGAGTCGCACAGGAGAAAGAGAA..................... 24 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0

..........................................................TAACAACAATAACAGTGCATGCC................................................................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0

...............................................................................................................TTGTTGTTGAACCGGCTGA................................................ 19 1 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0

..........................................................TAACAACAATAACAGTGCA..................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0

............................................................................................................TTGTTGTTGTTGAACCGGCTGC................................................ 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

..........................................................TAACAACAATAACAGTGCATGCCT................................................................................................ 24 1 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0

.......................................................................................................TGATGTTGTTGTTGTTGAACCGGCT.................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0

................................................................................................................TGTTGTTGAACCGGC................................................... 15 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................ATGTTGTTGTTGTTGAACCGT.................................................... 21 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0

................................................................................................................................................AGGAGAAAGAGAAAGAGCCGGGGCA......... 25 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0

........................................................................................................GATGTTGTTGTTGTTGAACCGGCC.................................................. 24 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

.................................................CAGCGGCAATAACAACAATAAC........................................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................TGCCAGCAGTGATGTTGTTG................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0

.........................................................................................................ATGTTGTTGTTGTTGAACCGGCAAA................................................ 25 3 3 1.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................AGCGGCAATAACAACAATAACAA......................................................................................................... 23 1 4 0.25 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GGCAATGAGGAGCTGTCGTCAAGAGGAGAAGAGCGGTGCCGCCGTCGTCGTCGCCGTTATTGTTGTTATTGTCACGTACGGTAGGTCGTGACCTACGGTCGTCACTACAACAACAACAACTTGGCCGACGCCATCCTCAGCGTGTCCTCTTTCTCTTTCTCGGCCCCGTCTTCGGTCT

*************************************..((((....((.(((((((((((((((((((((.((.(((.((.((((((....)))))).))))).)).))))))))))))))..)).))))).))....))))***********************************
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SRR902009
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........GGAGCTGTCGTCAAGAGGAGA..................................................................................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0

.....................................................................................................................................CCCTCAGCGTGTCCTCTTTCT........................ 21 1 1 1.00 1 1 0 0 0 0 0

.................GTCAAGAGGAGAAGAGCGGTGCCG......................................................................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0

........................................................................................................................TTGGCCGACGCCATCCTCAGCGTGT................................. 25 0 1 1.00 1 0 0 1 0 0 0
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Species Coordinate ID Alignment
droSim2 x:4270601-4270778 - dsi_108 CCGTTACTCCTCGACA------------------------------GCAG---TT-CTC---CTCT---TCTCGCCACGGCGGCAGCAGCAGCGGCA--------------------------ATAA-------------------------------------------------------------------------CAACAATAAC------------AGTGCATGCCATCCAGCACTGGATG---CCAGCAG------------TGATGT------TGTT---GTTGTTGAACCGGCTGCGGTAGGAGTCGCA----CAG------GAGAAAGAGAA----AG---AGCCGGGGCAGAAGCCAGA
droSec2 scaffold_4:2149964-2150135

+
dse_197 CCGTTACTCCTCGACA------------------------------GCAG---TT-CTC---CTCT---TCTCGCCACGGCGGCAGCAGCAGCGGCA--------------------------ATAA-------------------------------------------------------------------------CAACAATAAC------------AGTGCATGCCATCCAGCACTGGATG---CCAGCAG------------TGATGT------TGTT---GTTGTTGAACCGGCTGCGGTAGGAGTCGCA----CAG------G------AGAA----AG---AGCCGGAGCAGAAGCCAGA

dm3 chrX:4579780-4579933 - dme_464 CCGTTACTC----------------------------------------------------------------GCCACGGCGGCAGCAGCAGCGGCA--------------------------ATAA-------------------------------------------------------------------------CAACAATAAC------------AGTGCATGCCATCCAGCACTGGATG---CCAGCAG------------TGATGT------TGTT---GTTGTTGAACCGGCAGCGGTAGGAGTCGCA----CAG------GAGGAAGAGGA----AG---AGCCGGAGCAAAGGCCAGA
droEre2 scaffold_4690:1957109-

1957273 -
der_1531 CTGTTACTCCGCGACA------------------------------TCAG---TT-GTC---CTCT---TCTCGCCACGGCGGCAGCAACA-----------------------------------ATAA-------------------------------------------------------------------CAACAACAATAAC------------AGTGGGTGCCATCCAGCATTGGATG---TCAGCAG------------TGGTGT------TGTT---GTTGCTGCACCGGCAGCGATAGGAGGAGCA----CAG------G---AAGAGGA----AG---AGCCGGAG-------CAGA

droYak3 X:3860422-3860596 + CCGTTACTTCGCGACA------------------------------GCAG---TT-GTC---CTCT---TCCCGCCACGGCGGTAGCAACAATAACA--------------------------ATAA-------------------------------------------------------------------------TAACAGCAACAGCAACAACAGCAGTGGGTGCCATTCAGCATTGGATG---CCAACAG------------TGGTGT------TGTT---GTTGTTGCACCGGCAGCGGTAGGAGGAGCA----CAG------G---AAGAGGA----AG---AGC------------CAGA
droEug1 scf7180000409548:355299-

355458 -
CCGTTAATCCCAGACA------------------------------GCAG---CT-GTC---CTCT---TCTCGCCCCAACGGCAAC------------------------------------------------------------------------------------------------------------------AACAATAAC------------AGTGATTGTCATCCAGCACTGGATG---CCAACAG------------TACTGT------TGTT---GTTGTTGCACCGGCAGCGGAAAGTGAGCCT-------------G---AGGAGG-AA---GAACCGCCTGAAGAAGATGAAAA

droBia1 scf7180000301703:117349-
117538 +

CCGTTAGTCCGCGACA------------------GCAGCAGCAACAGCAG---TT-GTC---CTCT---TCTCGCCACGGCGGCAGCA-----------------------------------ACAATAA----------------------------------------------------------------------CAATAACGAC------------AGTGGGTGCCATCCAGCACTGGATG---CCAGCAG---------TAGTGTTGT------TGTT---GTTGTTGCACCGGCAGCGGGAAGGGACGAG----CA---ACTGG---AAGAGG-CCGTGG---AGCTGGAAGTGGTGGTGAA

droTak1 scf7180000414746:63453-
63601 -

GCA----------GCA------------------------------GCAG---TT-GTC---CTCT---TCTCGCCACGGCGGCGGCAGCA--------------------------------ACAATAA-------------------------------------------------------------------------CAATAAC------------AGTGGGTGCCATCCAGCACTGGATG---CCAGCAG------CAGTAGTGTTGT------TGTT---GTTGTGGCGCCGGCAGCGGGAAGAGA---A----CAGGAACTGG---AA----------G----------------GGGAGA

droEle1 scf7180000491011:1727310-
1727462 +

CCGTTTCTCCGCGACA------------------ACAGC---AACAGCAG---TT-GTC---CTCT---TTTCGCCACGGCGGCA--------------------------------------ACAATAA-------------------------------------------------------------------------CAATAAC------------GGTGAGTGCCATCCAGCATTGGATGGATCCGGCAG------------T---GT------TGTT---GTTGTTGCACCGGCAGCGGGAAAGGA-------------ACTAG---AAGAGA-CA---G---------AA-------C---

droRho1 scf7180000778083:144963-
145121 -

CCGTCACTCCGCGACA------------------ACAGC---AACACCAG---TT-GTC---CTCT---TCTCGCCACGGCGGCA--------------------------------------ACAATAA-------------------------------------------------------------------------CAATAAC------------AGTGAGTGTCATCCTGCATTGGATGGATCCAGCAG------------TGTTGT------TGTT---GTGGTTGCACCGGCGGCGGGAAGCGA-------------ACTCG---AAGGGG-CA---G---------AA-------CGGG

droFic1 scf7180000453775:107965-
108123 +

CCGTTACTCCACGGCA------------------ACAGCAGAAACAGCAT---TT-GTC---CTCT---TCTCGCCACGGCAGCA--------------------------------------ACAATAA-------------------------------------------------------------------------CAATAAC------------AGTGAGTGCCATCCAGCACTGGATG---CCAGCAG------------T---GT------TGTT---GTTATTGCACCGGCAGCGGGGAGAGG------------------------TC----AAA----CGTCGGATCAGGATGCA-T

droKik1 scf7180000302469:89835-
89979 -

CCGTTAGTCCCCACCATCATCATCAGCAGCAACAACAGC---AGCAGCAG------------------------------------------CAGCAGCCATTGTCATCGTCCTCCACTTCCCATAG-------------------------------------------------------------------------CAGCAGCAAC------------GGTGAATGCCATCCAGCACTGGATG---CCAGCAG------------T---GT------TGTT---GTTGTTGCGCCGGC--------------------------------------------------------------------

droAna3 scaffold_13117:4322631-
4322779 -

dan_4061 TCGTTAATCCCCGCCA------------------------------GCTA---TC-ACCCGTTTCTCCAGCCCGCCCCGGCAGCA--------------------------------------CCATCAA-------------------------------------------------------------------------CAGCAGC------------CATAGCTCTAGTCCAGCATTGGATG---CCAGCAGCAGCAGCAGCAGTGTTGT------CGGT---TGTGCTACCCCGGCAAGGAGAACGGT----------------------------------------------------AATG

droBip1 scf7180000396383:83283-
83431 +

TTGTTAATCCACGCCA------------------------------GCCAATATC-GCCGGTATCT---GCACGCCCTGGCAGCACCA--------------------------------------TCAG-------------------------------------------------------------------------CAGCAAC---------AGTAGTTGCTCCAGTCCAGCATTGGACT---CCAGCAG------------TGTTGT------TGTTGTGGGTGCTGTCCCGACGAGGAGAACGG--------------------------------------TGACGGAA-------CA-G

dp5 XL_group1e:7670682-7670807
+

dps_3841 CTGCCCCCCACTGACA--------------------------------------------------------------------------------------------------------------------------------------------CAGGGCTCTGGGTCGGCCCGTCGCTGCTCTCGCCTCATCG---------------------------GCAACCATCAACCAGCACTGGAAA---CGA------------------ATGC------TGTT---GAGGCGGGATTAGCAGCCGACGCCACCGCCA-----------------------------------------------CCGC

droPer2 scaffold_13:885449-885613 - dpe_2526 GCAATGTGCCCCC-----------------------------------CACTGAC-A---------------------------------------------------------------------------------------------------CAGGGCTCTGGGTCGGCCCGGCGCTGCTCTCGCCTCATCG---------------------------GCAACCATCAACCAGCACTGGAAA---CGA------------------ATGC------TGTT---GAGGCGGGACTAGCAGCCGACGCCACCGCCACCGCAT------GTGGCAGTC----TTTC---GACTGGCGAGGAGACCACA
droWil2 scf2_1100000004909:7418273-

7418456 -
dwi_5065 CTGTTACTAGTATACC------------------------------TCGA---ATAGCC-G--TTA---CCTCACCACGTCCTCGCCAACG--------------------------------CAGCAAACAGAATTCATCAACACAATCCCAATGTCAAGCTGTGGGTC-----AACGCTGTTCTCGCCTCAACAATAACAGCAGCAGC------------AATC---------------------------------------------ACTCTGTGCTTGTT---GAGGTGGG------AGCAACAT-CGTC-------------------------------------------CCACAGCCCAAA

droMoj3 scaffold_6473:8732297-
8732365 +

CCGCTTC--AGTGGCT--------------------------------------------------------------------------------------------------------------------------------------------TCAGTCTCTGAG------CAGCGCTGCTCCCGAGTCAGTAATAACAACAATAAC------------AATACAT---------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_15110:15667277-
15667348 +

CCGCCGCTCATAGGCG------------------------------GTGG---TG--TA---CCTC---CTCCGCCACAGCAGCAACAGCTGCAGCA--------------------------ACAA-------------------------------------------------------------------------CAACAACAAC------------AG--------------------------------------------------------------------------------------------------------------------------------------------------
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ACAGACACAGATATGGTCGAATCCAATCGGATCGCTCGGATCGGATCAGATCGGGAAACGATACTGTTCACGTTGCCGTTGCCGATCCGAAATCGCTTTCGAATTCCATTTCGTGTTCAGATCCGTTTCCGGTTTCGATTCGAACCCCTTCAAATGAACACCGACAACGTTGAGTTCCGTTGCGTT
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..................................................TCGGGAAACGATACTGTTCACG.................................................................................................................. 22 0 1 66.00 66 31 0 7 8 7 2 0 6 5 0 0 0 0

.................................................................................................................TGTTCAGATCCGTTTCCGGTTT................................................... 22 0 1 57.00 57 51 0 0 2 0 1 0 1 2 0 0 0 0

..................................................TCGGGAAACGATACTGTTCAC................................................................................................................... 21 0 1 32.00 32 25 0 0 4 3 0 0 0 0 0 0 0 0

.................................................................................................................TGTTCAGATCCGTTTCCGGTT.................................................... 21 0 1 18.00 18 13 0 0 3 0 0 0 1 0 0 0 0 1

..................................................TCGGGAAACGATACTGTTCACGTTGC.............................................................................................................. 26 0 1 5.00 5 0 1 3 0 0 0 0 0 0 0 0 1 0

....................................................................................................................................................TTCAAATGAACACCGACAACGTTGAGT........... 27 0 1 5.00 5 0 4 0 0 0 0 0 0 0 0 0 1 0

.............................................................TACTGTTCACGTTGCCGTTGCCGA..................................................................................................... 24 0 1 5.00 5 0 4 0 0 0 0 0 0 0 0 1 0 0

....................ATCCAATCGGATCGCTCGGATC................................................................................................................................................ 22 0 1 4.00 4 0 0 0 2 0 2 0 0 0 0 0 0 0

..............................ATCGCTCGGATCGGATCAGATC...................................................................................................................................... 22 0 1 4.00 4 0 0 0 0 0 4 0 0 0 0 0 0 0

.................................................................................................................TGTTCAGATCCGTTTCCGGTTTCG................................................. 24 0 1 4.00 4 0 0 0 0 3 0 0 0 0 0 0 0 1

..................................................................................................................GTTCAGATCCGTTTCCGGTTT................................................... 21 0 1 4.00 4 0 0 0 1 0 1 0 0 2 0 0 0 0

.............TGGTCGAATCCAATCGGATCGCTCGGA.................................................................................................................................................. 27 0 1 4.00 4 0 3 0 0 0 0 0 0 0 1 0 0 0

..................................................TCGGGAAACGATACTGTTC..................................................................................................................... 19 0 1 4.00 4 3 0 0 0 1 0 0 0 0 0 0 0 0

.....................................................................................................................................................TCAAATGAACACCGACAACGTTGAGT........... 26 0 1 4.00 4 0 2 0 0 0 0 0 0 0 0 2 0 0

..........................................................................................................................................................TGAACACCGACAACGTTGAGTTCCGT...... 26 0 1 3.00 3 0 0 3 0 0 0 0 0 0 0 0 0 0

..................................................TCGGGAAACGATACTGTTCA.................................................................................................................... 20 0 1 3.00 3 0 0 0 0 3 0 0 0 0 0 0 0 0

.................................................................................................................TGTTCAGATCCGTTTCCGG...................................................... 19 0 1 3.00 3 1 0 0 0 2 0 0 0 0 0 0 0 0

...........TATGGTCGAATCCAATCGGATCGCTC..................................................................................................................................................... 26 0 1 3.00 3 0 0 3 0 0 0 0 0 0 0 0 0 0

..................................................TCGGGAAACGATACTGTT...................................................................................................................... 18 0 1 3.00 3 0 0 0 0 2 0 0 0 0 0 0 0 1

.........................................................................TGCCGTTGCCGATCCGAAATCGCT......................................................................................... 24 0 1 3.00 3 0 0 2 0 0 0 0 1 0 0 0 0 0

.............................................................TACTGTTCACGTTGCCGTTGCCGATC................................................................................................... 26 0 1 2.00 2 0 1 0 0 0 0 1 0 0 0 0 0 0

............................................................................................................................................................AACACCGACAACGTTGAGT........... 19 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0

................................................................TGTTCACGTTGCCGTTGCCGATCCGAAA.............................................................................................. 28 0 1 2.00 2 0 0 0 0 0 0 2 0 0 0 0 0 0

..............................................................................................................................................................CACCGACAACGTTGAGTTCCGTTGC... 25 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................TCGAACCCCTTCAAATGAACACCGACAACGT................ 31 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................TGTTCAGATCCGTTTCCGGTTC................................................... 22 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0

...................AATCCAATCGGATCGCTCGGATCG............................................................................................................................................... 24 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0

.............................................................TACTGTTCACGTTGCCGTTGCCGATCCGA................................................................................................ 29 0 1 2.00 2 0 0 0 0 0 0 2 0 0 0 0 0 0

......................................................GAAACGATACTGTTCACG.................................................................................................................. 18 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0

..........ATATGGTCGAATCCAATCGGAT.......................................................................................................................................................... 22 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0

..................GAATCCAATCGGATCGCTC..................................................................................................................................................... 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

.........................................................................TGCCGTTGCCGATCCGAAATCGCTT........................................................................................ 25 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

..................................................................................................................GTTCAGATCCGTTTCCGGT..................................................... 19 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

.............................................................................GTTGCCGATCCGAAATCGCTTT....................................................................................... 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

..................................................................TTCACGTTGCCGTTGCCGATCCGAAAT............................................................................................. 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................TGTTCAGATCCGTTTCCGGTTTT.................................................. 23 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

........................AATCGGATCGCTCGGATCGGATCAG......................................................................................................................................... 25 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

.............................................TCAGATCGGGAAACGATACTGTTCACGT................................................................................................................. 28 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

...................................................................TCACGTTGCCGTTGCCGATCCGAA............................................................................................... 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................TTCGTGTTCAGATCCGTTTCCGGTT.................................................... 25 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

..............................ATCGCTCGGATCGGATCAGA........................................................................................................................................ 20 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0

....................ATCCAATCGGATCGCTCGGATCGGAT............................................................................................................................................ 26 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

..................................................TCGGGAAACGATACTGTTCACGC................................................................................................................. 23 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................GAAATCGCTTTCGAATTCCATTTCGT........................................................................ 26 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

..........................TCGGATCGCTCGGATCGGATCAGATCGGG................................................................................................................................... 29 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

.................CGAATCCAATCGGATCGCTCGGATCGGA............................................................................................................................................. 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

...............................................AGATCGGGAAACGATACTGTTCACGT................................................................................................................. 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

....................ATCCAATCGGATCGCTCGGATCGGATCA.......................................................................................................................................... 28 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

.......................................................................GTTGCCGTTGCCGATCCGG................................................................................................ 19 1 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0

..................................................TCGGGAAACGATACT......................................................................................................................... 15 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

........................................TCGGATCAGATCGGGAAACGATACTGT....................................................................................................................... 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

......................CCAATCGGATCGCTCGGATCGGATCAGAT....................................................................................................................................... 29 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

.........................................................................TGCCGTTGCCGATCCGAAATCGC.......................................................................................... 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

....................ATCCAATCGGATCGCTCGGAT................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0

.........................................................................................AAATCGCTTTCGAATTCCATTTCGT........................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0

.....................TCCAATCGGATCGCTCGGATCGGAT............................................................................................................................................ 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

...............GTCGAATCCAATCGGATCGCTCGGAT................................................................................................................................................. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0

...................................................................................................................TTCAGATCCGTTTCCGGTTTCGATT.............................................. 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

...................................................................TCACGTTGCCGTTGCCGATCCGAAAT............................................................................................. 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

....................................................................CACGTTGCCGTTGCCGATCC.................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0

........................AATCGGATCGCTCGGATCGGA............................................................................................................................................. 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................TGAACACCGACAACGTTGAGTTCCGTT..... 27 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

..........ATATGGTCGAATCCAATCGGATCGCTC..................................................................................................................................................... 27 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

.................................................................................................................TGTTCAGATCCGTTTCCGGT..................................................... 20 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0

.............................................TCAGATCGGGAAACGATAC.......................................................................................................................... 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

................................CGCTCGGATCGGATCAGATCGGGA.................................................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0

.................................................................................................TTCGAATTCCATTTCGTGT...................................................................... 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

............................................................................................................TTTCGTGTTCAGATCCGTTTCCGGT..................................................... 25 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

.................CGAATCCAATCGGATCGCT...................................................................................................................................................... 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

..............................................................................TTGCCGATCCGAAATCGCTTTCGAA................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

..................GAATCCAATCGGATCGCTCGGATCG............................................................................................................................................... 25 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

.........................................CGGATCAGATCGGGAAACGA............................................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0

.........................................................................TGCCGTTGCCGATCCGAAATCGCTTT....................................................................................... 26 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

...............................................................................TGCCGATCCGAAATCGCTTTCGAAT.................................................................................. 25 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................CGATTCGAACCCCTTCAAATGAACACC........................ 27 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0

.............................................................................................................TTCGTGTTCAGATCCGTTTCCGGT..................................................... 24 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................TTCGATTCGAACCCCTTCAAATGAACACC........................ 29 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0

........................................TCGGATCAGATCGGGAAACGATACTGTT...................................................................................................................... 28 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

...............................................................................TGCCGATCCGAAATCGCTTTCGAATT................................................................................. 26 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

............................GGATCGCTCGGATCGGATCAGATCGGGA.................................................................................................................................. 28 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

.....................TCCAATCGGATCGCTCGGATC................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0

................TCGAATCCAATCGGATCGCTCGGATCGGA............................................................................................................................................. 29 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

............................................................ATACTGTTCACGTTGCCGTTGCCGATCCGA................................................................................................ 30 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

...................................................CGGGAAACGATACTGTTCACGTT................................................................................................................ 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................GACAACGTTGAGTTCCGT...... 18 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................GACAACGTTGAGTTCCGTTGCGT. 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

......................................................................................................ATTCCATTTCGTGTTCAGATCCGT............................................................ 24 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

.............TGGTCGAATCCAATCGGATCGCTCGG................................................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0

..........................................................CGATACTGTTCACGTTGCC............................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0

.................................................................................................................................................CCCTTCAAATGAACACCGACAACGTTGAGT........... 30 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

..................................................TCGGGAAACGATACTGTTCACGT................................................................................................................. 23 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0

....ACACAGATATGGTCGAATCCAATCGGAT.......................................................................................................................................................... 28 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0

...........TATGGTCGAATCCAATCGGATCGCT...................................................................................................................................................... 25 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

.............TGGTCGAATCCAATCGGATCGCTCGGAT................................................................................................................................................. 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0

...................AATCCAATCGGATCGCTCGGATC................................................................................................................................................ 23 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0

............ATGGTCGAATCCAATCGGATCGCTCGGA.................................................................................................................................................. 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

..........................................................................GCCGTTGCCGATCCGAAATCGCTTTCGAA................................................................................... 29 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

.......................................................................................................TTCCATTTCGTGTTCAGATCCGTT........................................................... 24 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................TCCGTTTCCGGTTTCGATTC............................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0

............ATGGTCGAATCCAATCGGATCGCTC..................................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0

......................................................................................................................................................CAAATGAACACCGACAACGTTGAGT........... 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TGTCTGTGTCTATACCAGCTTAGGTTAGCCTAGCGAGCCTAGCCTAGTCTAGCCCTTTGCTATGACAAGTGCAACGGCAACGGCTAGGCTTTAGCGAAAGCTTAAGGTAAAGCACAAGTCTAGGCAAAGGCCAAAGCTAAGCTTGGGGAAGTTTACTTGTGGCTGTTGCAACTCAAGGCAACGCAA
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 2r:16020039-16020224 + dsi_44 ACAGA------CACAG----AT------------------------------------------ATGGT-----CGAAT--------C---CAATC-----------------GGATC-GC-TCGGATCGGATCAG------A-----------------------------------------------TCGGGAA-----ACG-----------ATACTGTTCACGT-------------TGCCGTTGCCGATCCG---AAATCGCTTTCG-----------------------------------------------------------------------------------------------------AATTCCATTTCGTGTTCA-------GATCCGTTTC-CGG------------------------------TT-TCGAT-----TC------------G-AAC-----------------------C-CCTTCAAATGAACAC----CGACAACGTTGAGTTCCGTTGCG-T-T
droSec2 scaffold_1:12887279-

12887464 +
ACAGA------CACAG----AT------------------------------------------ATGGT-----CGAAT--------C---CAATC-----------------GGATC-GC-TCGGATCGGATCAG------A-----------------------------------------------TCGGGAA-----ACG-----------ATACTGTTCACGT-------------TGCCGTTGCCGATCCG---AAATCGCTTTCG-----------------------------------------------------------------------------------------------------AATTCCATTTCGAGTTCA-------GATCCGTTTC-CGG------------------------------TT-TCGAT-----TC------------G-AAC-----------------------C-CCTTCAAATGAACAC----CGACAACGTTGAGTTCCGTTGCG-T-T

dm3 chr2R:15368779-15368964 + ACAGA------CACAG----AT------------------------------------------ATGGT-----CGAAT--------C---CAATC-----------------GGATC-GC-TCGGATCGGATCAG------A-----------------------------------------------TCGGGAA-----ACG-----------ATACTGTTCACGT-------------TGCCGTTGCCGATCCG---AAATCGCTTTCG-----------------------------------------------------------------------------------------------------AATTCCATTTCGAGTTCA-------GATCCGTTTC-CGG------------------------------TT-TCGAT-----TC------------G-AAC-----------------------C-CCTTCAAATGAACAC----CGACAACGTTGAGTTCCGTTGCG-T-T
droEre2 scaffold_4845:9567578-

9567770 +
ACAGA------CACAG----AT------------------------------------------ATGGT-----CGAATCACGA-ATC---CAATC-----------------GGATC-GC-TCGGATCGGATCAA------A-----------------------------------------------TCGGGAA-----ACG-----------ATACTGTTCACGT-------------TGCCGTTGCCGATCCG---AAATCGCTTTCG-----------------------------------------------------------------------------------------------------AATTCCATTTCGAGTTCA-------GATCCGTTTC-CGG------------------------------TT-TCGAT-----TC------------G-AAC-----------------------C-CCTTCAAATGAACAC----CGACAACGTTGAGTTCCGTTGCG-T-T

droYak3 2R:13807011-13807223 - ACAGA------CACAG----AT------------------------------------------ATGGT-----CGAATCACGA-ATC---CAATC-----------------GGATC-GC-TCGGATCGGATCAG------A-----------------------------------------------TCGGGAA-----ACG-----------ATACTGTTCACGTA-GCCGTTGCCGATGACGATGCCGATCCG---AAATCGCTTTCG-----------------------------------------------------------------------------------------------------AATTCCATTTCGAGTTCAGAGTTCAGATCCGTTTC-CGG------------------------------TT-TCGAT-----TC------------G-AACC----------------------C-CCTTCAAATGAACAC----CGACAACGTTGAGTTCCGTTGCG-T-T
droEug1 scf7180000409474:2585769-

2585962 -
ACAGA------CACAG----AT------------------------------------------ATGGT-----CGAAT--------C---CAATC-----------------GGATC-GC-TCGGATCGGA----------------------------------------------------------TCGGGAT-----ACGATACGATTTAAATATTGTTCCCATTAGCCGTT-----TGCCGTTGCCGATCCG---ATATCGCTTTCG-----------------------------------------------------------------------------------------------------A-------TTCGATTTCAAT-------TCCGATTCCCGG------------------------------TT-TCGAT-----TC------------G-AAC-----------------------C-CCTTCAAATGAACAC----CGACAACGTTGAGTTCCGTTGCG-T-T

droBia1 scf7180000302143:2860076-
2860275 +

ACAGA------CACAG----AT------------------------------------------ATGGT-----CGAAT--------C---CAATC-----------------GGATC-GC-TCGGATCGGATCGC------A-----------------------------------------------TCGGC-TAGGGTACG-----------ACCCTGTTCCCGTT-CCCGT------TGCCGTTGCCGATCCT---AAAGCGATATCG-----------------------------------------------------------------GTATC-------------------------------GCTTCCGTATCGATTTCAA--------TCCGACTC-CGG------------------------------TT-TCGAT-----TC------------G-AAC-----------------------C-CCTTCAAATGAACAC----CGACAACGTTGAGTTCCGTTGCG-T-T

droTak1 scf7180000415910:138114-
138288 -

ACAGA------CACAG----AT------------------------------------------ATGGT-----CGAAT--------C---CAATC-----------------GGATC-GC-TCGGATCGGA----------------------------------------------------------TCGGGAT-----ACG-----------ATACTGTTCCCGT-------------TGCCGTTGCCGATCCG---ATATCGCTTTCG-----------------------------------------------------------------------------------------------------ATT------------TCAAT-------TCCGATTC-CGGTT--------------------TCGA----TT-CCGAC-----TC------------G-AAC-----------------------C-CCTTCAAATGAACAC----CGACAACATTGAGTTCCGTTGCG-T-T

droEle1 scf7180000491201:1817722-
1817924 +

ACAGA------CACAG----AT------------------------------------------ATGGT-----CGAAT--------C---CAATC-----------------GGATC-GC-TCGGATCGGATCGG------A-----------------------------------------------TCGGGATACTGTTCA-----------ATACTGTTCCCGTT-GCCGTTGCCGGTGCCGTTGCCGGTCCA---ATATCGCTTTCG-----------------------------------------------------------------------------------------------------ATTACGATT------TCAAT------TTCCGATTC-CGG------------------------------TT-TCGATTCGATTC------------G-AAC-----------------------C-CCTTCAAATGAACAC----CGACAACGTTGAGTTCCGTTGCG-T-T

droRho1 scf7180000780066:273136-
273303 -

ACAGA------CACAG----AT------------------------------------------ATGGT-----CGAAT--------C---TAATC-----------------GGGTC-GC-TCGGATCGGA----------------------------------------------------------TCGGGAT-----ACA-----------ATACTGTTCCCGT-------------TTCCGTTGTCGATCCG---ATATCGCTTTCG-----------------------------------------------------------------------------------------------------AT-------------TCAAT-------TCCGATTC-CGG------------------------------TT-TCGAT-----TC------------G-AAC-----------------------C-CCTTCAAATGAACAC----CGACAACGTTGAGTTCCGTTGCG-T-T

droFic1 scf7180000454039:659696-
659872 +

ACAGA------CACAG----AT------------------------------------------ATGGT-----CGAAT--------C---CAATC-----------------GGATC-GC-TCTGATCGGATCGG------A-----------------------------------------------TCGGGAT-----ACG-----------ATACTGTTCCCGT-------------TGCCGTTGCCGATCCGATGATATCGCTTTCG-----------------------------------------------------------------------------------------------------ATT------------TCTAT-------TCCGATTC-CGG------------------------------TT-TCGAT-----TC------------G-AAC-----------------------C-CCTTCAAATGAACAC----CGACAACGTTGAGTTCCGTTGCG-T-T

droKik1 scf7180000302471:1629918-
1630116 +

ACAGAGAGACACACAG----AT------------------------------------------ATGAT-----CGAAT-------------------------------------------TCCGATTGGATCGC------A-----------------------------------------------TCGGGAT-----ATG-----------ATAC--------------------------------GAT-CG---ATATCGCTTTCG------------------ATTCCAAATTCCGATACGGATTACCAATA--CCGATCACGATCA-------------------------------------------------------CGAT-------CCCGATTC-CGA--------TACCGATCCCCCGG--------TT-TCGAT-----TC------------G-AAC-----------------------C-CCTTCAAATGAACAC----CGACAACGTTGAGTTCCGTTGCG-T-T

droAna3 scaffold_13266:9911302-
9911539 -

ACAGA------CACAG----AT------------------------------------------ATGAT-----CGAATCCCCA-ATC---GCATC-----------------GGATCGGA-TCGGATCGGATCGTATCGGGTTGTAT---------------CGGTAATCGAAACTGTTAATGTTT--------AC-----T-C-----------ATACCGTTACTGTA-ACTGTT----------TTGACGACCCG---ATACCAGTTCCG-----------------------------------------------------------------------------------------------------AT------ATCGAATCCA----------CCGATCC---------------------TCCGG--------TTTTCGATTCGATTCGATTGCCGAACCCGAACC----------------------C-CCTTCAAATGAACAC----CGACAACGTTGAGTTCCGTTGCG-T-T

droBip1 scf7180000396427:1053431-
1053632 -

ACAGA------CACAG----AT-----------CG-----------------------------ATGAT-----CGAAT--------C---CAAA---------------ATCGGATC-GCATCGGATCGTATCG-----GGAT-------------------CGATAAACGGAACTGTTA--------------------------ATGT-----TTATCGTTACCGT-------------AACTGTTGCCGACCCC-TGATATCGAGTCCG------------------------------------------------------------------------------------------------------------ATTCGAACCCGAT-------ACCGATAC-CGA--AACCGATA---------------------------------CC------------G-AACC----------------------C-CCTTCAAATGAACAC----CGACAACGTTGAGTTCCGTTGCG-T-T

dp5 3:6484224-6484469 - ACAGAGT---ACAGAG----AT------------------------------------------AAGGT-----CGATT--------C---AGATT-----------------GGATCAGA-TCGGATCGGATCGGATCGGGTTCTTTTGCTTCGCGTCGTTTCGA--TAC----------------CG------AT-----CCGATACGA-----ATACCGATACCGA-------------TACCGATACAGATACA---GAATA--------------------------------------------------------TCGATTACGATTACTG--CTTTC----------------------------GATT------------TCAAT-------TCCGATTC-CGA--------CT---------------------------------CC------------G-AACCCAGTTCAGCTTTGAGCCAGCCGC-CCCTCAAATGAACAC----CGACAACGTTGAGTTCCGTTGCA-T-T
droPer2 scaffold_2:6703826-

6704071 -
ACAGAGT---ACAGAG----AT------------------------------------------AAGGT-----CGATT--------C---AGATT-----------------GGATCAGA-TCGGATCGGATCGGATCGGGTTCTTTTGCTTCGCGTCGTTTCGA--TAC----------------CG------AT-----CCGATACGA-----ATACCGATACCGA-------------TACCGATACAGATACA---GAATA--------------------------------------------------------TCGATTACGATTACTG--CTTTC----------------------------GATT------------TCAAT-------TCCGATTC-CGA--------CT---------------------------------CC------------G-AACCCAGTTCAGCTTTGAGCCAGCCGC-CCCTCAAATGAACAC----CGACAACGTTGAGTTCCGTTGCA-T-T

droWil2 scf2_1100000001717:331-
638 -

AGAGAGTGTG--AGAGAATGATATGATACAGAGCTAAGAGAGAGAGTGAGACAGATTACAAATTAC-TA-----CTGATCACAG-ATC---ACAG------------AT-ATCGTAACGTA-TCGTATCGTATCGTAACGCGTTGTAT--CTAATCGTTGTATCGT--AAC----------------GGATCGGAAT-----GCT-----------TTACGGATCGAAAC-GGAGTTGTCGG----ATTG--------------TCGTTTTG----------------------------------------------------------CGATATTGAATTTTCGTGTAATCGAAATTCAAAATCCGGCGCG--------ATT--AACCCTCC-------AAAAATAC-AGA--AAACAAAA---------------------------------AA------------A-AATA----------------------C----AAAAATGA-AAG----CGACAACGTTGAGTTCCGTTGCG-T-A

droVir3 scaffold_12875:11786742-
11786885 -

AGAGA------TACAG----AT------------------------------------------ATGTT-----ACAGATATGAAATC----AAAC---------------------------------------------------------------------------------------------------------------------------------------------------ACAGATACA--------------AGATACAATATCAGATCGGAGCGTT-----------------------------TC----------------------------------------------------AC-------------------------------TT-CGGTT--------------------TTGATTCCTT-CCGAT-----TC------------GTAATC----------------------C-CCTTCAAAAGAACGT----CGACAACGTTGAGTTCCGTTCCG-T-T

droMoj3 scaffold_6496:15075702-
15075875 +

AGAGAGAGAGATACAG----AT-----------AACAAAGAGAGAGAGAGACAGAGAGAAA-------------------------------------------------------------------------------------------------------GT--TAC----------------AG------TT-----ATG-----------ATACAAATCGCGA-------------AACAGATA-AGATCAG---A-----------------------------------------------------------------------------------------------------------------------------GATCA-------GAGCGGTT----------------------------TTGATTCCTT-CCGATTCGATTCGA-----------TAAGC--------------------CCCTCCTCCAAAAGAACGT----CGACAACGTTGAGTTCCGTTACTGT-T

droGri2 scaffold_15245:11635985-
11636151 -

AGAGA------TACAG----TT------------------------------------------ATGATACAAACAAAT--------CAAACAATCAGATCGATCCGATAAACA-----GA-TCAGATCAGATCCA------A-----------------------------------------------TCGGAG-----------------------------------------------------------------AAAGCGTGTT-------------------------------------------------TC----------------------------------------------------AG------T------TC-------------GTT----------------------------TTGATTCCTT-CCGAT-----TC------------GTAACC----------------------C-CCTCCAAAAGAACACAGATCGACAACGTTAAGTTCCGTTACGTTTA
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GGGTAGCAGTCCGGATTCCATGCAAAAACATATGAGAAGCGTTTCCGAGTCGAGCAGCAGTGGTTTCTTTGATCTTGAGGAGAAAATCAAAGAGCTGCCAGCCCTCAGCTTGGACGCTTACCTGCAGCGCAAACGTAGCACCAAAAAGAAGAAGAA
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..................................................CGAGCAGCAGTGGTTTCTTTGA.................................................................................... 22 0 1 97.00 97 32 32 5 4 7 6 7 1 0 0 0 3 0 0

..................................................CGAGCAGCAGTGGTTTCTTTGAT................................................................................... 23 0 1 65.00 65 28 1 7 10 0 5 4 5 2 1 2 0 0 0

..................................................CGAGCAGCAGTGGTTTCTTTG..................................................................................... 21 0 1 19.00 19 2 12 3 1 0 0 0 0 1 0 0 0 0 0

..................................................CGAGCAGCAGTGGTTTCT........................................................................................ 18 0 1 19.00 19 0 10 1 0 7 0 0 1 0 0 0 0 0 0

..................................................CGAGCAGCAGTGGTTTCTTTGATC.................................................................................. 24 0 1 9.00 9 0 8 0 0 1 0 0 0 0 0 0 0 0 0

..................................................CGAGCAGCAGTGGTTTCTTTGAA................................................................................... 23 1 1 7.00 7 1 0 1 0 0 2 2 0 0 0 0 1 0 0

..................................................CGAGCAGCAGTGGTTTCTT....................................................................................... 19 0 1 7.00 7 1 4 0 0 2 0 0 0 0 0 0 0 0 0

..................................................CGAGCAGCAGTGGTTTCTTTGG.................................................................................... 22 1 1 6.00 6 3 0 0 1 0 0 0 2 0 0 0 0 0 0

..................................................CGAGCAGCAGTGGTTTCTTTGATA.................................................................................. 24 1 1 4.00 4 0 0 0 0 0 1 0 2 0 1 0 0 0 0

...................................................GAGCAGCAGTGGTTTCTTTGA.................................................................................... 21 0 1 3.00 3 0 3 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................AAAGAGCTGCCAGCCCTCAGC............................................... 21 0 1 3.00 3 0 0 2 0 0 0 0 0 0 1 0 0 0 0

..................................................CGAGCAGCAGTGGTTTCTTTGAC................................................................................... 23 1 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................TCAAAGAGCTGCCAGCCCT................................................... 19 0 1 2.00 2 0 0 0 0 0 0 0 2 0 0 0 0 0 0

..................................................CGAGCAGCAGTGGTTTCTTT...................................................................................... 20 0 1 2.00 2 0 1 0 0 0 0 0 0 0 1 0 0 0 0

...................................................GAGCAGCAGTGGTTTCTTTGAT................................................................................... 22 0 1 2.00 2 0 0 1 0 0 1 0 0 0 0 0 0 0 0

.......................................................................................CAAAGAGCTGCCAGCCCTCAG................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0

.................................................TCGAGCAGCAGTGGTTTCTTTGA.................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0

.......................................................................................CAAAGAGCTGCCAGCCCTCAGC............................................... 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

...........................................TCCGAGTCGAGCAGCAGTGGTTTCTTT...................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0

..................................................CGAGCAGCAGTGGTTTCTTTGATT.................................................................................. 24 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0

.........TCCGGATTCCATGCAAAA................................................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0

.........................................TTTCCGAGTCGAGCAGCAGTG.............................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0

........................................................GCAGTGGTTTCTTTGAT................................................................................... 17 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................TTGGACGCTTACCTGCAGCGCAAACGT.................... 27 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

...........................................TCCGAGTCGAGCAGCAGTGGTTTCTT....................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1

..............................................................................................CTGCCAGCCCTCAGCTTGGAC......................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0

.....................................................GCAGCAGTGGTTTCTTTGA.................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0

...................................................................TTTGATCTTGAGGAGAAAA...................................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................CAAAGAGCTGCCAGCCCTCAA................................................ 21 1 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0

..................................................CGAGCAGCAGTGGTTTCTTTGATAA................................................................................. 25 2 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

..................................................CGAGCAGCAGTGGTTTCTTTGAAA.................................................................................. 24 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0

.........................................................................................................CAGCTTGGACGCTTACCTGCAGCGC.......................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0

........................................................................................AAAGAGCTGCCAGCCCTCAG................................................ 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

..................................................CGAGCAGCAGTGGTTTCTTTA..................................................................................... 21 1 2 0.50 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CCCATCGTCAGGCCTAAGGTACGTTTTTGTATACTCTTCGCAAAGGCTCAGCTCGTCGTCACCAAAGAAACTAGAACTCCTCTTTTAGTTTCTCGACGGTCGGGAGTCGAACCTGCGAATGGACGTCGCGTTTGCATCGTGGTTTTTCTTCTTCTT

************************************.(((((..(((((((.(((..((..(((((((((((((.((......)).)))))))))..)))))).))).)))))))))))).***********************************
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.........................................................................................................................GACGTCGCGTTTGCATCG................. 18 0 1 1.00 1 0 1 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 x:19976121-19976276 + dsi_129 G------GGTAGCAGTCCGGATTCCATGCAAA----------------------------------------------------AACATATGAGAAGCGTTTCCGAGTCGAGCAGCA------GTGGT----------------TTCTTTGATCTTGAGGAGAAAATCAAAGAGCTGCCAGCCCTCAGCTTGGACGCTTACCTGCAGCGCAAACGTAGCACCAAAAAGAAGAAGAA
droSec2 scaffold_8:3550607-3550762 + G------GGTAGCAGTCCGGATTCCATGCAAA----------------------------------------------------AACATATGAGAAGCGTTTCCGAGTCAAGCAGCA------GTGGT----------------TTCTTCGATCTCGAGGAGAAAATCAAAGAGCTGCCAGCCCTCAGCTTGGACGCTTACCTGCAGCGCAAACGTAGCACCAAAAAGAAGAAGAA
dm3 chrX:21242642-21242797 + G------GGTAGCAGTCCGGATTCCATGCAAA----------------------------------------------------AACATATAAGAAGCGTTTCCGAGTCAAGCAGCA------GTGGT----------------TTCTTTGATCTCGAGGAGAAAATCAAAGAGCTGCCAGCCCTCAGCTTGGACGCTTACCTGCAGCGCAAACGTAGCACCAAAAAGAAGAAGAA
droEre2 scaffold_4690:17773227-

17773382 +
G------GGTACAAGTCCGGATTCCATGCAAA----------------------------------------------------AACATATGAGGAGCGTTTCCGAGTCAAGCAGCA------GTGGT----------------TTCTTTGATCTCGAGGAGAAAATCAAAGAGCTGCCGGCCCTCAGCTTGGACGCTTACCTGCAGCGCAAACGTAGCACCAAAAAGAAGAAGAA

droYak3 X:20421727-20421882 + G------GGTAACAGTCCGGATTCCATGCAAA----------------------------------------------------AAAATATGAGGAGCGTTTCAGAGTCAAGCAGCA------GTGGT----------------TTCTTTGATCTCGAGGAGAAAATCAAAGAGCTGCCGGCCCTCAGCTTGGACGCTTACCTGCAGCGCAAACGTAGCACCAAAAAGAAGAAGAA
droEug1 scf7180000408193:230876-

231031 -
G------GATAGTTGTCCGGACTCCATGCAAA----------------------------------------------------AGCATATCAGGAGCGTTTCTGAGTCGAGTAGCA------GTGGC----------------TTTTTCGATCTTGAGGAGAAGATCAAGGAGTTGCCGGCGCTCAGTTTGGATGCTTACCTGCAACGGAAGCGTAGCACCAAAAAGAAGAAGAA

droBia1 scf7180000302432:367585-
367740 -

A------AACAGAAGTTCGGATTCCAATCAGA----------------------------------------------------AGCATCCGCGGAGCGTTTCCGAGTCTAGCAACA------GTGGT----------------TTCTTCGATCTCGAGGAGAAGATCAAGGAGCTGCCGGCCCTCAGCTTGGATGCGTATCTGCAGCGCAAGCGAAGCACCAAAAAGAAGAAGAA

droTak1 scf7180000415769:188161-
188316 -

G------AACAGAAGTCCGGACTCCAGGCAGA----------------------------------------------------AGCATCTGCGCAGCGTCTCCGAGTCCAGCAACG------GTGGT----------------TTCTTCGATCTCGAGGAGAAGATCAAGGAGCTGCCGGCCCTCAGTTTGGATGCCTACTTGCAGCGCAAGCGTAGCACCAAAAAGAAGAAGAA

droEle1 scf7180000491087:1164332-
1164487 -

T------GGCAGCAGCCCCGATGCCATGCAAA----------------------------------------------------AGCATGTGAGGACCGTTTCCGAGTCGAGCAGCA------GTGGT----------------TTCTTTGATCTCGAGGAGAAGATCAAGGAGCTGCCGGCCCTCAGCTTGGATGCTTACCTGCAGCGTAAGCGTAGCACCAAAAAGAAGAAGAA

droRho1 scf7180000779980:46810-46965
-

C------GACAGCAGTCCCGATTCCATGCAAA----------------------------------------------------AGCATCTGAGGACCGTTTCCGAGTCCAGCAGCA------GTGGT----------------TTTTTTGATCTTGAGGAGAAGATCAAGGAGCTGCCGGCCCTCAGTTTGGATGCTTACCTGCAGCGCAAGCGCAGCACCAAAAAGAAGAAGAA

droFic1 scf7180000453926:219953-
220108 +

A------GACAGCAGTCCGGATTCCATGCAAA----------------------------------------------------AGCATCCGAGGAGCGCGTCTGAGTCCAGCAGCA------GTGGC----------------TTCTTCGACCTAGAGGAGAAGATTAAGGAGCTGCCAGCCCTCAGCTTGGATGCTTACTTGCAGCGCAAGCGCAGCACAAAAAAGAAGAGGAA

droKik1 scf7180000302586:301328-
301477 +

C------AACGAC-GCATGCAGTCC-----AG----------------------------------------------------TGCATCTAAGAAGTGTGTCCGAGTCGAGCAGCA------GTGGC----------------TTCTTTGATTTGGAGGAGAAGATTAAGGAACTGCCGGCGCTAAGTCTTGATGCCTACCTTCAGCGCAAGCGCAGCACCAAAAAGAAGAAGAA

droAna3 scaffold_13117:3142032-
3142172 -

G------CAGAGCAGCC-------------------------------------------------------------------GACATCAGCGCAGCGTGTCCGAGTCGAGTAGCA------GTGGC----------------TTCTTCAATCTGGAGGAAAGGATCAAGGAGCTGCCGGCTCTCAGTTTGGACGCATATTTGCAGCGCAAGCGCAGTACCAAAAAGAAGAAGAA

droBip1 scf7180000395515:12072-12212
-

G------CAGAGCAGC---------------A----------------------------------------------------GGCATCAGCGCAGTGTGTCCGAGTCGAGCAGCA------GTGGC----------------TTCTTCAATCTGGAGGAGAGGATCAAGGAGCTGCCGGCTCTCAGTTTGGATGCATATTTGCAGCGCAAGCGCAGTACCAAAAAGAAGAAGAA

dp5 XL_group1a:1466253-1466418 - GCCTGGAGGTAGCCACCAGCACGTCTTGTAAA------------------------------------------------------CACCCAAGAAGCGTCTCCGAGTCGAGCAGCA------GTGGC---------GGCGG-TGGCTTCGACCTGGAGGAGAAGATCAAAGAACTGACTGCGCTCAGTCTGGACGCCTACTTGCAGCGCAAGCGCAGCACCAAGAAAAAGAAGAA
droPer2 scaffold_499:2867-3031 - GCCTGGAGGTAGCCACCAGCACGTCTTGCAAA------------------------------------------------------CACCCAAGAAGCGTCTCCGAGTCGAGCAGCA------GTGGC---------GGCGG-TGGCTTCGACCTGGAGGAGAAGATCAAAGAACTGACTGCGCTCAGTCTGGACGC-TACTTGCAGCGCAAGCGCAGCACCAAGAAAAAGAAGAA
droWil2 scf2_1100000004909:8774760-

8774899 -
G------AGAAGCCTTCG-------------C----------------------------------------------------AGCACTTGAGAAGTGTTTCGGAATCGAGTAACA------GCGGT-------------------TTTGATCTAGAGGAAAAGATCAAAGAGCTGCCAGCTCTCAGTTTGGATATATATTTACAGCGCAAACGCAGCACCAAAAAGAAGAAGAA

droVir3 scaffold_13042:4332812-
4332965 +

T------CGCCTCAGTCGG----------------ACAGCTGCTGCCGGAGCCGGA----------------------------GACGA--------------------------CA------GCGGTGCGTGTGGCGGCAAACGAATTCGATTTGGAGGAGAAGATCAGGGAGCTGCCGGCGCTCAGTTTGGATGCCTATTTGCAGCGCAAGCGCAGCACCAAAAAGAAGAAGAA

droMoj3 scaffold_6359:2100770-
2100936 -

G------CTGA---------------------TGGCCAACTGTTGC---AGCTGGATGGA----------------------ACAATGCG--TGGCACGTCCAACAGGCA-----CGGCAATTGCGAT---------GCCC-AAGAGTTTGATTTAGAGGAGAAGATCAAGGAGTTGCCAGCTCTTAGTCTGGATGCGTATTTGCAGCGCAAGAGAAGCACCAAAAAGAAGAAGAA

droGri2 scaffold_14853:7189187-
7189386 +

GC-----TGCAGCAGCTGGCATTGCA----GATTGCCAGCTGGAGCTGGAGCTGG-TGGATGCGTCGGCGACGGCGCCTGCGACA-----AGTGCCACGAGCGCGAGGC-----GCAGCAATTGCGAT----------------GAATTTGATTTGGAAGAGAAAATCAAGGAGCTGCCGGCGCTCAGCTTGGATGCATATTTGCAGCGCAAGCGCAGCACCAAAAAGAAGAAGAA
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CCACAAACCAAACAACAACAACAACAAAACAATAGAAAAAAAAACAAATAAACAATTGTACATGGCTTTCGTAAAGAAATTTATTAAAGCTTTGTATGATTAACCAAAAAAAATCCTGAAATTTGTGTTTTTATTTGCGTTATCACGTACAGTTTT

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

SRR553486

Makindu_3
day-old
ovaries

SRR553485

Chicharo_3
day-old
ovaries

M023

head

SRR553488

RT_0-2
hours
eggs

M025

embryo

SRR553487

NRT_0-2
hours
eggs

M053

female
body

M024

male
body

SRR618934

dsim w501
ovaries

SRR902008

ovaries

GSM343915

embryo

O002

Head

SRR902009

testis

................................................TAAACAATTGTACATGGCTTTCGTAAAGA............................................................................... 29 0 1 49.00 49 27 20 0 1 0 1 0 0 0 0 0 0 0

...................................................................................TTAAAGCTTTGTATGATTAACC................................................... 22 0 1 39.00 39 1 0 19 1 11 0 0 5 1 0 1 0 0

................................................TAAACAATTGTACATGGCTTTCGTA................................................................................... 25 0 1 23.00 23 12 5 0 2 0 3 1 0 0 0 0 0 0

...................................................................................TTAAAGCTTTGTATGATTAAC.................................................... 21 0 1 6.00 6 0 1 5 0 0 0 0 0 0 0 0 0 0

................................................TAAACAATTGTACATGGCTTTCGTAAA................................................................................. 27 0 1 5.00 5 3 1 0 0 0 0 0 0 0 1 0 0 0

....................................................................................TAAAGCTTTGTATGATTAACCA.................................................. 22 0 1 5.00 5 2 0 0 2 0 1 0 0 0 0 0 0 0

..............................................AATAAACAATTGTACATGGCTTTCGTA................................................................................... 27 0 1 5.00 5 4 1 0 0 0 0 0 0 0 0 0 0 0

...................................................................................TTAAAGCTTTGTATGATTAACT................................................... 22 1 1 5.00 5 0 1 3 0 0 0 0 0 1 0 0 0 0

.................................................................................TATTAAAGCTTTGTATGATT....................................................... 20 0 1 4.00 4 2 0 0 0 0 0 0 1 1 0 0 0 0

.................................................................................TATTAAAGCTTTGTATGATTAACCAAAA............................................... 28 0 1 4.00 4 0 1 0 1 0 2 0 0 0 0 0 0 0

.............................................AAATAAACAATTGTACATGGCTTTCGTA................................................................................... 28 0 1 4.00 4 0 3 0 1 0 0 0 0 0 0 0 0 0

.....................................................................CGTAAAGAAATTTATTAAAGCTTTGTA............................................................ 27 0 1 3.00 3 0 0 0 1 0 2 0 0 0 0 0 0 0

...................................................ACAATTGTACATGGCTTTCGTA................................................................................... 22 0 1 3.00 3 0 2 0 1 0 0 0 0 0 0 0 0 0

....................................................CAATTGTACATGGCTTTCGTA................................................................................... 21 0 1 3.00 3 0 1 0 0 0 0 1 0 0 0 1 0 0

....................................................................................TAAAGCTTTGTATGATTAACC................................................... 21 0 1 3.00 3 0 0 1 0 1 0 0 0 0 0 0 1 0

...................................................................................TTAAAGCTTTGTATGATTAAA.................................................... 21 1 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0

...............................................ATAAACAATTGTACATGGCTTTCGTA................................................................................... 26 0 1 2.00 2 1 0 0 0 0 0 1 0 0 0 0 0 0

................................................................................TTATTAAAGCTTTGTATGATT....................................................... 21 0 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0

................................................................................TTATTAAAGCTTTGTATGATTAACCAAAA............................................... 29 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0

..................................................AACAATTGTACATGGCTTTCGTA................................................................................... 23 0 1 2.00 2 0 0 0 0 1 0 1 0 0 0 0 0 0

.......................................................TTGTACATGGCTTTCGTAAAGAAATT........................................................................... 26 0 1 2.00 2 0 0 0 0 0 0 0 0 2 0 0 0 0

..................................................AACAATTGTACATGGCTTTCGT.................................................................................... 22 0 1 2.00 2 0 0 1 0 1 0 0 0 0 0 0 0 0

....................................................................................TAAAGCTTTGTATGATTAACCAAA................................................ 24 0 1 2.00 2 0 0 0 0 0 0 0 0 1 0 0 0 1

.................................................................................TATTAAAGCTTTGTATGATTAAA.................................................... 23 1 1 2.00 2 0 0 0 0 0 1 0 0 0 1 0 0 0

.................................................................................TATTAAAGCTTTGTATGATTA...................................................... 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

..........................................AACAAATAAACAATTGTACATGGC.......................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................AAGCTTTGTATGATT....................................................... 15 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

...................................................................................TTAAAGCTTTGTATGATTAACA................................................... 22 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

........................................................TGTACATGGCTTTCGTAAAGAAATTTA......................................................................... 27 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

..................................................................................ATTAAAGCTTTGTATGATTAAC.................................................... 22 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

.................................................AAACAATTGTACATGGCTTTCGT.................................................................................... 23 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0

....................................................................................TAAAGCTTTGTATGATTAAGA................................................... 21 2 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

..............................................AATAAACAATTGTACATGGCTTTAA..................................................................................... 25 2 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0

.............................................AAATAAACAATTGTACATGGCTTTC...................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

..........................................................TACATGGCTTTCGTAAAGAA.............................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0

.....................................................................CGTAAAGAAATTTATTAAAGCTTTGT............................................................. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1

...................................................ACAATTGTACATGGCTTTC...................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

......................................AAAAAACAAATAAACAATTGTACATGGC.......................................................................................... 28 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0

....................................................CAATTGTACATGGCTTTCGTAAAGA............................................................................... 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

......................................................................GTAAAGAAATTTATTAAAGCTTTGTATG.......................................................... 28 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

..................................................AACAATTGTACATGGCTTTCGTAAAGA............................................................................... 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

............................................CAAATAAACAATTGTACATGGCTTTCGT.................................................................................... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0

.................................................AAACAATTGTACATGGCT......................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0

..................................................AACAATTGTACATGGCTTTCGC.................................................................................... 22 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0

....................................................CAATTGTACATGGCTTTCGTAAAGAAA............................................................................. 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

...................................................................................TTAAAGCTTTGTATGATTAAAA................................................... 22 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

...................................................ACAATTGTACATGGCTTTCGT.................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0

...................................................................................TTAAAGCTTTGTATGATTAA..................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0

.................................................................................TATTAAAGCTTTGTATGATTACT.................................................... 23 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

.................ACAACAACAAAACAATAGAAAAA.................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

...................................................................................TTAAAGCTTTGTATGATTATA.................................................... 21 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0

..........................................................TACATGGCTTTCGTAAAGAAATT........................................................................... 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................AATTGTACATGGCTTTCGTAA.................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0

.................................................AAACAATTGTACATGGCTTTCG..................................................................................... 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

...............................................................................TTTATTAAAGCTTTGTATGATTAACCAAAA............................................... 30 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................GTACATGGCTTTCGTAAAGAA.............................................................................. 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0

................................................TAAACAATTGTACATGGCTTTC...................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

................................................TAAACAATTGTACATGGCTTTCGTAAAGAA.............................................................................. 30 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

...............................................ATAAACAATTGTACATGGCT......................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

.............................................................ATGGCTTTCGTAAAGAAATTTATT....................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0

...................................................................................TTAAAGCTTTGTATGATTAACCAAAA............................................... 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

.......................................................TTGTACATGGCTTTCGTAAAGAAAT............................................................................ 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................TATTAAAGCTTTGTATGATTAAC.................................................... 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

................................TAGAAAAAAAAACAAAT........................................................................................................... 17 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0

Anti-sense strand reads

GGTGTTTGGTTTGTTGTTGTTGTTGTTTTGTTATCTTTTTTTTTGTTTATTTGTTAACATGTACCGAAAGCATTTCTTTAAATAATTTCGAAACATACTAATTGGTTTTTTTTAGGACTTTAAACACAAAAATAAACGCAATAGTGCATGTCAAAA

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

SRR618934

dsim w501
ovaries

O001

Testis

SRR553486

Makindu_3
day-old
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GSM343915

embryo

SRR553487

NRT_0-2
hours
eggs

M023

head

.GTGTTTGGTTTGTTGTTGTTG...................................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0

.........................................................CATGTACCGAAAGCATTTCTT.............................................................................. 21 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 3r:16351739-16351894 + dsi_75 CCA--CAA-A--------------------------------------CCA---------AACAAC-A---A---CAACAACAAAACAATAGAAA----------AAAAAACAAATAAAC-AATTGTACATGGCTTTCGTAAAGAAATTTATTAAAGCTTTGTATGATTAACCAAAAAAAA---TCCTGAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACAG-TTTT
droSec2 scaffold_0:17217387-17217538

+
dse_1844 CCA--CAA-A--------------------------------------CCA---------AACAA-CA---A------CAACAAAACAATAGAAA----------A-AAAACAAATAAAC-AATTGTACATGGCTTTCGTAAAGAAATTTATTAAAGCTTTGTATGATTAACCAAAAAAAA---TTCTGAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACAG-TTTT

dm3 chr3R:4640239-4640389 - dme_421 CCA--CAA-A--------------------------------------CCA---------AACAA-CA---A------CAACAAAACAATAGAAA-------------AAAGAAATAAAC-AATTGTACATGGCTTTCGTAAAGAAATTTATGAAGGCTTTGTATGATTAACCAAAAAAAAA--TCCACAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACAG-TTTT
droEre2 scaffold_4770:16945910-

16946056 +
der_1521 CCA--CAA-A--------------------------------------CCA---------A----ACA---A------CAACAAAACAATAGAAA----------A--AAACAAATAAAC-AATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACCAAAAAAA----TCCTCAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACAG-TTTT

droYak3 3R:8702173-8702325 - dya_1796 CCG--TCAAA--------------------------------------CCA---------A----ACA---A------CAACAAAACAATAGAAGA---------AAAAAACAAATAAAC-AATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACCAAAAAAAAA--TCCTCAAA-TTTGTGTTTTCATTTGCGTTAT---CACGTACAG-TTTT
droEug1 scf7180000409490:80962-81115

+
CCA--CAAAA--------------------------------------CCA---------ACCAACCA---A------CAACAAAACAATAGAAA----------AAAAATCAAATAAAC-AATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACAAAAAAAA----ACCTCAAA-TTTGTGTTTTCATTTGCGTTAT---CACGTACAG-TTTT

droBia1 scf7180000302402:7353502-
7353649 -

CCA--CAAAA--------------------------------------CCA---------A----CCA---A------CAAGAAATCCATAGAAA----------A---AA-CAATAAAC-AATTGTACACGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACAAAAAAAAAC--AACCAAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACCG-TTTT

droTak1 scf7180000414009:179086-
179235 +

CTA--TAAAA--------------------------------------CCA---------ACCAACCA---A------CAAGAAAACAATAGAAA-------------AAACAAATAAAC-AATTGTACACGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAAAAAAAAAA-----ACCTCAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACAA-TTTT

droEle1 scf7180000491212:1154180-
1154329 +

CCA--CAAAA--------------------------------------GCA--TCCACCAA----CCA---G------C-----AACAATAAAAA-------------AAACAAATAAAC-AATTGTACACGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACAAAAAAAGA---ACCCCAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTAAAA-TTTT

droRho1 scf7180000778307:14066-14217
+

CCA--CAAAA--------------------------------------CCA---------ACCAACCA---A------CATCAAAACAATAGAAA----------A--AAACAAATAAAC-AATTGTACACGGCTTTCGTAAAGCAATTTATTGAAGCTTTGTATAATTAACAAAAAAAA----ACCTCAAA-TTTGTGTTTTTATTTGCGTCAT---CACGTACAA-TTTT

droFic1 scf7180000454106:2527579-
2527731 +

CCA--CAAAG--------------------------------------CCA--ACCACCAA----CCA---A------CCACAAAACAATAGAAA--------------AACAAATAAAC-AATTGTACACGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACAAAAAAAA----ACCTCCAA-ATTGTGTTTTTATTTGCCTTAT---CACGTACCA-TTTT

droKik1 scf7180000302247:250353-
250510 +

CCA--CAAAA--------------------------------------CCA---------ACCAACCA---T------CAACAAAACAATAGAAGA-AA------AAAAACAAAATAAAC-AATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAAAAAAAAGAAC---AACCAAAA-TTTGTGTTTTTATTTGCCTTAT---CACGTACAC-TTTT

droAna3 scaffold_13340:11049297-
11049425 -

dan_90 TGA--AAA-A------------GAAAT---------C--------AACC-------CTCAA----CCA---A------CCACAAAGCAATAGAAA-----------------AAATAAAC-AATTGTACACGGCTTTCGTAAAGTGATTTATTAAAGCCTTGTATAATTAAGAAAAACAA--------CAAA-TTTGTGTTTTTATTT------------------------

droBip1 scf7180000396374:34261-34385
+

ACA--AAA-G--------------------------------------AAA--TCCCTCAA----CCA---A------CCACAAAGCAATAGAAA-----------------AAATAAAC-AATTGTACACGGCTTTCGTAAAGTGATTTATTAAAGCCTTGTATAATTAACAAAAACAA--------CAAA-TTTGTGTTTTTATTT------------------------

dp5 2:27294854-27295024 - dps_3827 CCTTACAA-A--------------------------------------CCAAATCCAT-------TCAACAG--------AAAAAACAATAGAAGA-ACAAAAA-AAAAAGAAAATAAAA-AATTGTACACGGCTTTTATGAAGTAATTTGTTAAAGCTTTGTATGATTAAACAAAAAAAAA--AAACCAAA-TTTGTGTTTTTATTTGCATTTTTTACCCGTTTAC-TTTT
droPer2 scaffold_6:2585052-2585225 - dpe_2481 CCTTACAA-A--------------------------------------CCAAATCCAT-------TCAACAG--------AAAAAACAATAGAAGA-ACAAAAA-AAAAAGAAAATAAAA-AATTGTACACGGCTTTTATGAAGTAATTTGTTAAAGCTTTGTATGATTAAACAAAAAAAAAAAACCCCAAA-TTTGTGTTTTTATTTGCATTTTGTAACCGTTTACTTTTT
droWil2 scf2_1100000004902:4649914-

4650075 +
dwi_5415 AAC--CAAAACAAAAGAAAAGAAAAGTTTAAAAAATCAAAACAA----CCA---------A----CCAA--C------CAACAAAACAATAGAAA------------------AATAAAC-AATTGTACACGGCTTTTATAAAGTAATTTATTAAAGCTTTGTATAATTACCCAAAAAAAAAAACCCAAAAA-TTTTTGTTTTTATTTG-----------------------

droVir3 scaffold_13047:1835021-
1835158 +

dvi_24634 AC----AA-C--------------------------------------CCA---------A----CCA---A------CA--AAAACAATAGAAAA-AAAAACATAAAAAAAAAATAAATAAATTGTACACGGCTTTCGTAAAGAAATTTATTGAAGCTTTGTATAATTAACAAAAAAAAAA-ACCTTGAAC-TTTGTGTTTTTATTT------------------------

droMoj3 scaffold_6540:3761896-
3762078 +

dmo_3126 AAA--CAAAATGAAAGAAAGAAGAGAT---------G--------AACCCA---------A----CCA---ACAACAAAAAAAAACCAATAGAAAAAACTAAAA-AAAAAAAAAATAAAC-AATTGTACACTGCTTTCGTAAAGAAATTTATTGAAGCTTTGTATAATTAAAAAAAAAAA----AACTGAACTTTTGTGTTTTTATTTGATTTATT--TACATACA------

droGri2 scaffold_14906:8668142-
8668297 +

dgr_462 CGA--AAAACTAAAAAAAAAAAAAAGT---------G-----AACAACCCA---------A----CCA------------ACAAAACAATAGAAA----------A------AAATAAAC-AATTGTACACGGCTTTCGTAAAGAAATTTATCGAAGCTTTGTATAATTAACCAAAAAAAAACAACCTGATC-TTTGTGTTATTATTTGCTTTAT-----------------
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:8702173-8702325
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1796.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409490:80962-81115
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:7353502-7353649
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414009:179086-179235
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491212:1154180-1154329
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778307:14066-14217
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454106:2527579-2527731
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302247:250353-250510
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:11049297-11049425
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_90.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396374:34261-34385
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:27294854-27295024
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3827.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:2585052-2585225
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2481.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:4649914-4650075
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5415.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:1835021-1835158
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24634.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:3761896-3762078
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3126.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:8668142-8668297
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_462.html
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Legend: mature star mismatch in alignment mismatch in read
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Flybase annnotation

intron [2l_6565778_6570336_-]; utr5 [utr5_minus_830]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TTCTTAAGTGCTTGAAAAGAAATTTTCAATACAGAAAAATAGACATTTGCGCGTATTCAGCTGAAACGGTCGTTTGCAGTTCAATTCGTTGAGTGCTTTCTTTCGAAAATTTAAACTTTTAAAAATACATACTTTTAAAGGCTTAAATCGATTCCGAGTTAATCACTAATCGAACTGAATCGCAAACAGGCCTTTAGATCCAAAGAAAACCCACCGATAGAAACATGTCCAAGCCAGTACCAATGAGTCCGTCCTT

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

#
Mismatch

Hit
Count

Total
Norm Total

M023

head

M025

embryo

M024

male
body

SRR553486

Makindu_3
day-old
ovaries

SRR553488

RT_0-2
hours
eggs

SRR553485

Chicharo_3
day-old
ovaries

SRR618934

dsim w501
ovaries

SRR902009

testis

SRR553487

NRT_0-2
hours
eggs

O002

Head

GSM343915

embryo

..................................................................................................................................................................TCACTAATCGAACTGAATCGCT........................................................................ 22 1 1 22.00 22 18 2 1 0 0 0 0 0 0 0 1

........................................................................TTTGCAGTTCAATTCGTTGAGTG................................................................................................................................................................. 23 0 1 15.00 15 8 7 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................TCACTAATCGAACTGAATCGC......................................................................... 21 0 1 12.00 12 6 4 0 0 2 0 0 0 0 0 0

.............................................................................AGTTCAATTCGTTGAGTGCTT.............................................................................................................................................................. 21 0 1 10.00 10 7 1 2 0 0 0 0 0 0 0 0

.........................................................................TTGCAGTTCAATTCGTTGAGTG................................................................................................................................................................. 22 0 1 9.00 9 5 4 0 0 0 0 0 0 0 0 0

.............................................................................AGTTCAATTCGTTGAGTGCT............................................................................................................................................................... 20 0 1 6.00 6 6 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................TAATCGAACTGAATCGCAAACA.................................................................... 22 0 1 4.00 4 1 0 0 2 0 1 0 0 0 0 0

..................................................................................................................................................................TCACTAATCGAACTGAATCGTT........................................................................ 22 2 1 4.00 4 2 1 1 0 0 0 0 0 0 0 0

..................................................................................................................................................................TCACTAATCGAACTGAATCGCC........................................................................ 22 1 1 4.00 4 3 1 0 0 0 0 0 0 0 0 0

......................................................ATTCAGCTGAAACGGTCGTTTGCAGTT............................................................................................................................................................................... 27 0 1 3.00 3 0 0 3 0 0 0 0 0 0 0 0

........................................................................................................................................................TCCGAGTTAATCACTAATCGAACTG............................................................................... 25 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0

...........................................................................GCAGTTCAATTCGTTGAGTG................................................................................................................................................................. 20 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................TCACTAATCGAACTGAATCGCA........................................................................ 22 0 1 2.00 2 1 0 1 0 0 0 0 0 0 0 0

......................................................................................................................................................................TAATCGAACTGAATCGCAAACT.................................................................... 22 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0

.........................................................................TTGCAGTTCAATTCGTTGAG................................................................................................................................................................... 20 0 1 2.00 2 1 0 0 1 0 0 0 0 0 0 0

......................................................................................................................................................................TAATCGAACTGAATCGCAAACAG................................................................... 23 0 1 2.00 2 1 0 0 0 1 0 0 0 0 0 0

..................................................................................................................................................................TCACTAATCGAACTGAATCG.......................................................................... 20 0 1 2.00 2 1 0 0 0 0 1 0 0 0 0 0

..................................................................................................................................................................TCACTAATCGAACTGAATCGCG........................................................................ 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................TCACTAATCGAACTGAATC........................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0

......................................................................................................................................................................TAATCGAACTGAATCGCAAAC..................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................TCACTAATCGAACTGAAT............................................................................ 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................TCACTAATCGAACTGAATCGAT........................................................................ 22 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................TCACTAATCGAACTGAATCGTC........................................................................ 22 2 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................TCACTAATCGAACTGAATCGCTT....................................................................... 23 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

..........................................................................TGCAGTTCAATTCGTTGAGTG................................................................................................................................................................. 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................AATCGAACTGAATCGCAAACAGT.................................................................. 23 1 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0

...........................................................................GCAGTTCAATTCGTTGAGTGCT............................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0

....................................................................................................................................................................ACTAATCGAACTGAATCGCA........................................................................ 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................AATCGAACTGAATCGCAAACAGA.................................................................. 23 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................GCCTTTAGATCCAAAGAAA................................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0

...........................................................GCTGAAACGGTCGTAC..................................................................................................................................................................................... 16 2 20 0.05 1 0 0 0 0 0 0 0 0 1 0 0

Anti-sense strand reads

AAGAATTCACGAACTTTTCTTTAAAAGTTATGTCTTTTTATCTGTAAACGCGCATAAGTCGACTTTGCCAGCAAACGTCAAGTTAAGCAACTCACGAAAGAAAGCTTTTAAATTTGAAAATTTTTATGTATGAAAATTTCCGAATTTAGCTAAGGCTCAATTAGTGATTAGCTTGACTTAGCGTTTGTCCGGAAATCTAGGTTTCTTTTGGGTGGCTATCTTTGTACAGGTTCGGTCATGGTTACTCAGGCAGGAA

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

#
Mismatch

Hit
Count

Total
Norm Total

M023

head

SRR553487

NRT_0-2
hours
eggs

SRR553488

RT_0-2
hours
eggs

SRR618934

dsim w501
ovaries

SRR553485

Chicharo_3
day-old
ovaries

...................................................................TCAGCAAACGTCAAGTTAAGCAA...................................................................................................................................................................... 23 1 1 1.00 1 1 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 2l:6567275-6567530 - dsi_32461 TTCTTAAGTGCTTGAAAA--GAAATTTTCAA-------------------------------TACAGAAAAATAGACATTTGC------GCGTATTCAGCTGAAAC-----GGTCG------------------------TTTGCAGTTCAATTCGTTGAGTGCTTTCTTTCGAAAATTTAAAC--TTTTAAAAATACATA--------CTTTTAAAGGCTTAAATCG------ATT--CCGAGTTAATCACT--AATCGAACTGAATCGCA-AACAGGCCT-TTAGATCCAAAGA---AAAC----CCACCGATA---------GAAACATGTCCAAGCCAGTACCAATGAGTCCGTCCTT
droSec2 scaffold_3:2332057-

2332312 -
dse_1819 TTCTCAAGTGCTTGAAAA--GAAATTTTCAA-------------------------------TACAGAAAAATAGACACTTGC------GCGTATTCAGCTGAAAC-----GGTAG------------------------TTTGCAGTTCAATTCGTTGAGTGCTTTCTTTCGAGTATTTAAAC--TTTTAAAAATACACA--------TTTTTAAAGGCTTAAATCG------ATT--CCGAGTTAATCACT--AACCGAACTGAACCGCA-AACAGGCCT-TTAGATCCAAAGA---AAAC----CCACCGATA---------GAAACATGTCCAAGCCAGTACCAATGAGTCCGTCCTT

dm3 chr2L:6793338-6793591 - dme_435 TTCTCAAGTGTTTGAAAA--GAAATTTTCAA-------------------------------TACGGAAAAATAGACATTTGC--------GTATTCAGCTGAAAC-----GCTCG------------------------TTTGCAATTCAATTCGTCGAGTGCTTTATTTCGAATATTTAAAC--TTTTAAAAATAAATA--------TTTTTAATGGCTTAAATCG------ATT--CCGAATTAATCACT--AACCGAACTGAACCGCA-AACAGGCCT-TTAGATCCAAAGA---AAAC----CCACCGATA---------GAAACATGTCCAAGCCAGTACCAATGAGTCCGTCCTT
droEre2 scaffold_4929:15709671-

15709934 -
TTCTGAAGCGCTTGAAAA--GAAATTTTCAA-------------------------------CACAGAAAAATAGACATTTGCTAATTTAGACATTTAGCTGCGACCATTTGCCCA------------------------TTTGCAGTTCGA---GTGCAGTGCTTTCTTTGGAATGCTTGAAC--TTTTAAAAATACGTA--------TTTTTAATGGTTTGAATCG------ATT--CCAAGTAAACCACT--AACCGAACTGAACCGCA-AACAGGCCT-TTAGATCCAAAGA---AAAC----CCACCGATA---------GAAACATGTCCAAGCCAGTACCAATGAGTCCGTCCTT

droYak3 2L:6115189-6115466 + dya_1803 TTGTAAAGTGCTTGAAAA--GAAATTTTCAA-------------------------------TACAGAAAAATAAACATTTGC--------GAATTGAGCTGAATC-----GCTCATTTGCAGTTCAGTTGAATCGCTCATTTGCAGTTCAGTT---GGAGTGGTTTCCTTGAAATCTTAAAAC--TTTTAAAAATACATA--------TTTTTATTGGTTTGAATCG------ATTGATCAAGCAAATCACT--AACCGAACTGAACCGCAAAACAGGCCT-TTAGATCCAAAGA---AAAC----CCACCGATA---------GAAACATGTCCAAGCCAGTACCAATGAGTCCGTCCTT
droEug1 scf7180000409463:2325815-

2326039 +
TCAGCAAGTGCTGGCTAA--A-TT---TCAG-------------------------------AAC-----A-CTGC-------------------------------------CAG------------------------TTTACAATTCAGTT---GAAATGTTTATCATGGATTAA--AAGT--TTTTCAAAATATACTCTCGTGTATCTTTTAAAATTCCCACCCCTTTA-----AGCATGTTAAACATT--CACTGAACT-----GTA-CACAGGCCTTTTAGATTCAAAGACAAAGAC----CCACCGAAA---------GTAACATGTCCAAGCCCGTACCAATGAGTCCGTCCTT

droBia1 scf7180000302422:2558328-
2558554 -

A------GTGCTTGCTAA--AATA---TCAG-------------------------------AATATAAAAGCAGC--------------------------------------CG------------------------TTCACTGTTCAGTTTAT--AATGTTAGACATGGAATTT--TTAT--TTTTCAAAGTACATA----TGA-TTCCCAAATTCTCCAACCAATTTAAATT--ACATGCTTTACATT-A-----TGCTGAACTGTG-CACAGGCCT-TTAGATACAAAGA---AAAC----CCACCGAAAGCAAA---AGAAATATGTCAAAGCCCGTTCCAATGAGTCCGTCCTT

droTak1 scf7180000415361:102122-
102357 +

AAC-CAAGTGCTTGCCAG--AAAATC---GG---------------------------------CATAAAAATCGCCACTT----------------------------------G------------------------TTTACAGTTCAGTT---TAGATGTTTTACATGGATATT-TCA-CTGCTTTCAAAATCTATT--------CCTTGAAT-TACCGAACTAACTTAAAAC--CCATGTAATGCATT-AAACCGAACTGTA---CA-CACAGGCCT-TTAGATCCAAAGA---AAAC----CCACCGAAAGCAACGACTGAAATATGTCCAAGCCCGTACCAATGAGTCCGTCCTT

droEle1 scf7180000490640:490471-
490666 -

AT------TGCTTTCTAATAA-TT-TAATACTACGGAGTTTAAATAACGTATAAAAAGCAAGTGTATAAAAGCAGG--------------------------------------CG------------------------TATA-----------------------------------------------------AAC-GTAGTATATGATTTATTAGTC-----CACTTCAAAC--CCG------------A-----AACTGAACCGTC-TACAGGCCT-TTAGATTTAAAGA---AAAC----CCACCGAAA---------CAAACATGTCGAAGCCCGTACCGATGAGTCCGTCCTT

droRho1 scf7180000778441:56107-
56207 -

T---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CG------ATT--CCATGTCAT-AATTAA--AACTACT-----AAA-CACAGGCCT-TTAGATCAAAAG----AAAC----CCACCGATA----------AAACATGTCCAAGCCAGTACCGATGAGTCCGTCCTT

droFic1 scf7180000453815:131577-
131657 -

A--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACCGATCTCTG-AACAGGCCT--TAGTTGCA-AGA---AAAC----CCACCGATA----------AAACATGTCCAAGCCCGTTCCAATGAGCCCGTCCTT

droKik1 scf7180000302468:363257-
363365 +

AT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CG------AAA--CCGTGTTATATTCC--ATCTGAACTGTA-CG---CACAGGCCT-TTAAATCCAAAGAACAAAAC----CCACCGCT----------GAAACATGTCCAAGCCCGTGCCAATGAGCACGTCCTT

droAna3 scaffold_12916:8371491-
8371525 -

A---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACATGTCGAAGCGAGAAGCAATTTCTCCGTCTTT

droBip1 scf7180000396572:3021716-
3021750 +

A---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACATGTCAAAGTCAGCACCGATATCTCCGTCTTT

dp5 4_group1:3902207-3902255
-

AA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A---GAAC----CCACCA-------------AATCATGTCCAAGGCACAACCAATGTCAAAGTCCTT

droPer2 scaffold_5:1368113-
1368161 +

AA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A---GAAC----CCACCA-------------AATCATGTCCAAGGCACAACCCATGTCAAAGTCCTT

droVir3 scaffold_12963:3844060-
3844104 +

A----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAA---CAAC----CCACCA---------------AAATGTCGAAACCGGTACCAATG---CCATATTC

droMoj3 scaffold_6500:7696803-
7696856 +

T--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAATAAAAACA---AAAACCACCCACC---------------AAAATGTCGAAACCCGTTCCAATGCCACA------

droGri2 scaffold_15252:1552984-
1553032 -

A---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AATA---CAAC----CCACCA---------------AAATGTCGAAACCCGTTCCAATGCCGCATTCCAA
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:6567275-6567530
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:6567275-6567530
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32461.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:2332057-2332312
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1819.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:6793338-6793591
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_435.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:15709671-15709934
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:6115189-6115466
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1803.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409463:2325815-2326039
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302422:2558328-2558554
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415361:102122-102357
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490640:490471-490666
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778441:56107-56207
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453815:131577-131657
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302468:363257-363365
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:8371491-8371525
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396572:3021716-3021750
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group1:3902207-3902255
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:1368113-1368161
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:3844060-3844104
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:7696803-7696856
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:1552984-1553032
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure
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intron [3l_12518324_12518392_+]; CDS [3l_12518393_12518584_+]; CDS [3l_12518167_12518323_+]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TCATTTTGTGCCTGTTAATTTCCTTTACATAGGTGAGCGGAATGTTCAATGTAAGTTTCATGGGTAAAGGTATATATTTCCTTTTAAGTATTTTACTTACTTTAGAATTTTCTTCTCAGATATGGATCTTCATTATGACAATAATGGTCCACGCTGGCTTGCAGTTGGC

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

#
Mismatch

Hit
Count

Total
Norm Total

M025

embryo

M023

head

M024

male
body

M053

female
body

O002

Head

SRR618934

dsim w501
ovaries

O001

Testis

SRR553488

RT_0-2
hours
eggs

................................................................................................TTACTTTAGAATTTTCTTCTCAGT................................................. 24 1 1 51.00 51 36 13 2 0 0 0 0 0

................................................................................................TTACTTTAGAATTTTCTTCTCAG.................................................. 23 0 1 30.00 30 6 17 6 0 0 0 1 0

................................................................................................TTACTTTAGAATTTTCTTCT..................................................... 20 0 1 13.00 13 1 11 1 0 0 0 0 0

................................................................................................TTACTTTAGAATTTTCTTCTCAGA................................................. 24 0 1 12.00 12 2 6 3 1 0 0 0 0

................................................................................................TTACTTTAGAATTTTCTTCTC.................................................... 21 0 1 8.00 8 3 5 0 0 0 0 0 0

................................................................................................TTACTTTAGAATTTTCTTCTCAGG................................................. 24 1 1 8.00 8 6 2 0 0 0 0 0 0

................................................................................................TTACTTTAGAATTTTCTTCTCAGC................................................. 24 1 1 3.00 3 2 1 0 0 0 0 0 0

................................................................................................TTACTTTAGAATTTTCTTCTCAGAA................................................ 25 1 1 2.00 2 2 0 0 0 0 0 0 0

.................................................................................................TACTTTAGAATTTTCTTCTCAG.................................................. 22 0 1 2.00 2 0 1 0 0 1 0 0 0

................................GTGAGCGGAATGTTCAATGTAA................................................................................................................... 22 0 1 1.00 1 0 0 0 0 1 0 0 0

................................................................................................TTACTTTAGAATTTTCTTC...................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0 0

.................................................................................................TACTTTAGAATTTTCTTCTCAGG................................................. 23 1 1 1.00 1 1 0 0 0 0 0 0 0

.....................................................................................................TTAGAATTTTCTTCTCAGT................................................. 19 1 1 1.00 1 0 0 0 1 0 0 0 0

................................GTGAGCGGAATGTTCAATGTAAGTT................................................................................................................ 25 0 1 1.00 1 0 0 0 0 0 1 0 0

....TTTGTGCCTGTTAATTTCCT................................................................................................................................................. 20 0 1 1.00 1 1 0 0 0 0 0 0 0

................................................................................................TTACTTTAGAATTTTCTTCTCA................................................... 22 0 1 1.00 1 0 1 0 0 0 0 0 0

................................GTGAGCGGAATGTTCAATGTAAGTTTC.............................................................................................................. 27 0 1 1.00 1 0 0 0 0 0 1 0 0

.................................................................................................TACTTTAGAATTTTCTTCTCAGT................................................. 23 1 1 1.00 1 1 0 0 0 0 0 0 0

Anti-sense strand reads

AGTAAAACACGGACAATTAAAGGAAATGTATCCACTCGCCTTACAAGTTACATTCAAAGTACCCATTTCCATATATAAAGGAAAATTCATAAAATGAATGAAATCTTAAAAGAAGAGTCTATACCTAGAAGTAATACTGTTATTACCAGGTGCGACCGAACGTCAACCG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR618934

dsim w501
ovaries

SRR553488

RT_0-2
hours
eggs

GSM343915

embryo

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 3l:12518274-12518442 + dsi_2965 TCATTTTGTGCCTGTTAATTTCCTTTACATAGGTGAGCGGAATGTTCAATGTAAGTTTCATGGGTAAAGG---------------TATATATTTCC----TT-TT-----------------AAGTA-TTTTACTTACTTTAGA---------------------------ATTTTCTTCTCAGATATGGATCTTCATTATGACAATAATGGTCCACGCTGGCTTGCAGTTGGC
droSec2 scaffold_0:5001053-5001221 + TCATTTTGTGCCTGTTAATTTCCTTTACATAGGAGAGCGGAATGTTCAATGTAAGTTTCATTGGTATAGG---------------TATATTATTCC----TT-TT-----------------AAGTA-TTTTACTTACTTTTGA---------------------------ATTTTCTTCTCAGATATGGATCTTCATTATGACAACAATGGTCCACGCTGGCTTGCAGTTGGC
dm3 chr3L:12816735-12816903 + TCATTTTGTGCCTGTAAATTTCCTTTACATAGGAGAGCGGAATGTTCAATGTAAGTTTCATTGGTCTAGG---------------CATATATTTCC----TT-AT-----------------CATTT-TGTTACTTACTTTTGA---------------------------ATTTTCTTCTCAGATATGGATCTTCATTATGACAATAATGGTCCACGCTGGCTTGCAGTTGGC
droEre2 scaffold_4784:12829234-

12829398 +
TCATTTTGTGCCTGTAAATTTTCTTTACCTAGGAGAGCGGAATGTTCAGTGTAAGTTTCATTGCTATAGC-------ATTTT--------------CC--CT-AA-----------------GAGTT-TTTAAATTACTTTTGA---------------------------ATTTTCTCCTCAGATATGGATCTGCATTATGACAATAATGGTCCACGCTGGCTTGCGGTTGGT

droYak3 3L:12891459-12891622 + TCATTTTGTGCCTGTAAATTTTCAATACATAGGCGAGCGGAATGTTCAATGTAAGTTTTTTTGGTATGCC-------TTTTT--------------CC--CT--------------------AAGAATTTTAACTTACTTTTGA---------------------------GTTTTCTCCTTAGATATGGATCTGCACTATGACAATAATGGTCCACGCTGGCTTGCAGTTGGT
droEug1 scf7180000409466:4913962-

4914116 +
CTACTTTGTGCCGCTGCATTACTTTTACATAGGCGAGCGGAATGTTCAATGTAAGTTTAGTTAGTAAAGT-------TTTA---------------C-TT--------------------------------------------T---AAGTCTAAC-------TATG--ATTTTTCAACCTAGATATGGATCTCCATTATGATAATAATGGTCCTCGCTGGCTGGCAGTTGGC

droBia1 scf7180000302529:802518-
802681 -

CTATTTTGTGCCTCTCCATTTCTTTTACATAGGCGAGCGAAATATCCAGTGTAAGTTTTATTAGTAGAGT-------TTAT---------------C-CA--------------------------------------------CAATAAATCTTTCTAATACGTTT---TATTTTTCCCTTAGTTATGGATCTTCATTACGACAACAATGGACCACGTTGGCTTGCAGTTGGC

droTak1 scf7180000415185:7455-7618 - CTATTATGTGCCTTTGAATTTCTTTTACATTGGCGAGCGAAATATCCAATGTATGTTTGATGGGTAAAGT-------TTTT---------------C-CC--------------------------------------------TATTAAATATTTCTAATTTTTT-G--ATTTTGCCCCTTAGTCATGGAACTTCATTACGAAAATAATGGACCACGTTGGCTTGCAGTTGGC
droEle1 scf7180000491255:1210900-

1211063 +
CTATTTTATGCCTCTGACTTACTTTTACATAGGCGAACGAAATGTGCAATGTAAGTTTCACTAGTAAGGT-------TTAT---------------C-C---------------------------------------------TAATAAGCATTTCTTATTTATTTG--TTCCTTCTCCTTAGTTATGGATATACATTATGATAAAAATGGACCACGTTGGCTTGCGGTTGGC

droRho1 scf7180000777230:29994-30157
+

CTATTTTGCGCCTCTGAATTACTTTTACATAGGCGAGCGAAATGTCCAATGTAAGTTTAACTAATAAGGC-------TTAT---------------C-C---------------------------------------------TAAAAAGCATTTCATATTTATTTG--TTTTTTCTTTATAGTTATGGATATACATTATGACAATAACGGACCACGTTGGCTTGCTGTTGGC

droFic1 scf7180000453839:192207-
192368 -

CTATTTTGCACCTGTAAATACATTTTACATAGGCGAGCGGAATATCCAATGTAAGCTTATAA-----AGT-------TTTC---------------T---TT------------------------------------------TAAAATGTATTTCTAATTTATTTGTTTTCTTTCTGCTTAGTTATGGACCTACATTACGACAATAATGGACCACGTTGGCTTGCAGTTGGC

droKik1 scf7180000302272:461796-
461961 +

TACTTTTGTGCCTTCAAATACCCTATATTTGGGGGAGCGGAATATCCAATGTAAGCTGCCACAGTAATAG---------------CTTTAGTTATTC----C-TT-----------------ATTTT-ATTTACTTTATTTCGA------------------------------TTCTTTCCAGTTATGGAACTGCATTACGATTTGAACGGAACACGTTGGCTAGCGGTTGGC

droAna3 scaffold_13337:19772938-
19773105 -

CTACATTGCTCCTTTGAATTTCTTCTTCATAGGCGAACGAAATATTCAGTGTAAGATGAAT-----------------------------ATTTTC----CT-TTCATTTTTTTATAA----GAGTA-TATTGATTTATTTTGT---------------------------ATGTTTCGTTTAGATTTGGATCTTCATTACGATGCCAACGGACCACGTTGGTTGGCGGTCGGC

droBip1 scf7180000396360:962053-
962210 -

CTCTTTTGCTCCTCTGAATTTCTTCTTCATCGGCGAACGAAATATTCAATGTAAGATGCTTAGCTTTT----------------------ACTTTC----CT-TTTAT----------------TT--TAT----TAATTAATT---------------------------ATTTTATATTTAGATTTGGATCTACATTACGATGCCCATGGACCCCGTTGGTTGGCCGTTGGC

dp5 XR_group6:11652007-11652160
-

ACATTTTGTGCCTTTGCATTATTTCTACTTTGGCGAACACAATATACAAAGTATGTTCCTGCTCCTG---------------TGGT----------------AA-AG---------------------ATTTATTGATTTTAAA---------------------------ACCGCCCTTTCAGCTGTGGAGCTTCACTACGATACAAATGGACCTCGTTGGCTGGCCATTGGC

droPer2 scaffold_20:1576751-1576912
-

ACATTTTGTGCCTTTGCACTATTTCTACTTTGGCGAACACAATATACAAAGTATGTTCCTGCTCC-----------------------------------TG-TA-----------------TAAAG-ATTTATTGATTTTAAA----------------ACCCCCGA--TTCCGCCCTTTCAGCTGTGGAGCTTCACTACGATACAAATGGACCTCGTTGGCTGGCCATAGGC

droWil2 scf2_1100000004511:5506563-
5506716 +

TAGTTTTGTGCCCTTGCATTATTTCTATTTTGGTGAACGGAATATACAATGTAAGTGTGGATAGAC--------------------------TACC----AA-TG-----------------ATGGA-TTG----------AAA---------------A--TCAT----CTATTTTTAAATAGTTTTGGAACTACATTACGATACAAACGGATCACGTTGGCTGGCAGTGGGT

droVir3 scaffold_13049:22705548-
22705709 -

dvi_20982 ACATTTTCTACCCGCACATTTCTTTTATTTCGGCGAGCGAAACATATATAGTAAGTACTTGTGAAACTG-------------CAGT----------------AT-ATATTCTTG----CCTTACG-----------TACTCCCT---------------------------ATGCTATATAAAGATTTGGAGCTGCATTATGACACGAACGGAGCACGTTGGCTAGCCATAGGC

droMoj3 scaffold_6680:17323455-
17323610 -

TTACTGTGTACCTGCTCATTTCTTTTATTTTGGCGAAAGAAATATATATCGTAATTAATAT------AATTCTATTA-----TAGT----------------AT-AT---------------------CTTTATCTAATCTATA---------------------------A--TTTTTTCAAGATCTGGAACTGCACTATGACACGAATGGAGTCCGTTGGTTGGTTATTGGT

droGri2 scaffold_15110:20827274-
20827433 +

TCATTTTCTACCCGCAAACATATTTTACTTTGGCGAGCGAAATATAAATTGTAAGTAATAATGA---AGTCCAATTA-----C-------------C---CTAT-GGA----------------ATA-ATG-----CAATAATT---------------------------ACTCGTTGTGCAGATTTGGAGCTGCATTATGACACAAACGGACCACGTTGGCTGGCCGTCGGC
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:12518274-12518442
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:12518274-12518442
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_2965.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:5001053-5001221
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:12816735-12816903
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:12829234-12829398
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:12891459-12891622
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409466:4913962-4914116
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302529:802518-802681
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415185:7455-7618
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491255:1210900-1211063
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777230:29994-30157
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453839:192207-192368
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302272:461796-461961
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:19772938-19773105
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396360:962053-962210
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:11652007-11652160
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_20:1576751-1576912
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:5506563-5506716
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:22705548-22705709
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_20982.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:17323455-17323610
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:20827274-20827433
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Antisense to utr5 [utr5_minus_13073]; Antisense to five_prime_UTR [x_18469925_18470476_-]
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CCTGCCCCCGCTCGCGTTACAGACGATATATGTAGTCGACGAGTTGGTAGTCCGCAGTGTGACCGCTTATCGAAAGATATCGCAGTCCGATATGCGATATCACTGGGGCTACCTGTCGCCGAACGGTCCCACTGAGTGCGATAGATGCCGGACATTGCATT

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

#
Mismatch

Hit
Count

Total
Norm Total

M023

head

O002

Head

SRR553486

Makindu_3
day-old
ovaries

SRR553485

Chicharo_3
day-old
ovaries

SRR618934

dsim w501
ovaries

GSM343915

embryo

SRR902009

testis

O001

Testis

M024

male
body

M025

embryo

SRR553488

RT_0-2
hours
eggs

M053

female
body

SRR902008

ovaries

SRR553487

NRT_0-2
hours
eggs

..................................................TCCGCAGTGTGACCGCTTATCG......................................................................................... 22 0 1 31.00 31 8 10 0 1 1 6 0 2 0 0 0 1 1 1

.........................................................................................ATATGCGATATCACTGGGGCT................................................... 21 0 1 24.00 24 14 0 5 2 1 0 0 0 0 2 0 0 0 0

..................................................TCCGCAGTGTGACCGCTTATCGA........................................................................................ 23 0 1 13.00 13 0 0 2 6 1 1 0 1 0 1 1 0 0 0

.........................................................................................ATATGCGATATCACTGGGGCTA.................................................. 22 0 1 7.00 7 1 0 1 1 0 1 3 0 0 0 0 0 0 0

.........................................................................................ATATGCGATATCACTGGGGC.................................................... 20 0 1 6.00 6 4 0 0 0 0 0 0 0 1 0 0 1 0 0

..........................................................................................TATGCGATATCACTGGGGCTA.................................................. 21 0 1 4.00 4 0 0 1 0 0 0 2 1 0 0 0 0 0 0

.........................................................................................ATATGCGATATCACTGGGGCTT.................................................. 22 1 1 4.00 4 1 0 0 0 1 0 0 0 2 0 0 0 0 0

..................................................TCCGCAGTGTGACCGCTTATC.......................................................................................... 21 0 1 4.00 4 2 1 0 0 0 0 0 1 0 0 0 0 0 0

.........................................................................................ATATGCGATATCACTGGGGCC................................................... 21 1 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................ATGCGATATCACTGGGGC.................................................... 18 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................ATATGCGATATCACTGGGGCG................................................... 21 1 1 2.00 2 1 0 0 0 0 0 0 0 0 1 0 0 0 0

.........................................................................................ATATGCGATATCACTGGGGA.................................................... 20 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TCCGCAGTGTGACCGCTTA............................................................................................ 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................GCAGTGTGACCGCTTATCG......................................................................................... 19 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0

.........................................................................................ATATGCGATATCACTGGG...................................................... 18 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TATGCGATATCACTGGGGC.................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................ATATGCGATATCACTGGGGCTTA................................................. 23 2 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................ATATGCGATATCACTGGGGCTAC................................................. 23 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0

..................................................TCCGCAGTGTGACCGCTT............................................................................................. 18 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TATGCGATATCACTGGGGCTAA................................................. 22 1 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0

...................................................CCGCAGTGTGACCGCTTAT........................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0

..........................................................................................TATGCGATATCACTGGGGCT................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0

..................................................TCCGCAGTGTGACCGCTTAT........................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................GTGACCGCTTATCGAAAGA.................................................................................... 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

..................................................TCCGCAGTGTGACCGCTTATCGG........................................................................................ 23 1 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0

..................................................TCCGCAGTGTGACCGCTTATCGT........................................................................................ 23 1 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0

.......................................................AGTGTGACCGCTTATCG......................................................................................... 17 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0

........................................................................................................GGGGCTACCTGTCGCCGAACG.................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GGACGGGGGCGAGCGCAATGTCTGCTATATACATCAGCTGCTCAACCATCAGGCGTCACACTGGCGAATAGCTTTCTATAGCGTCAGGCTATACGCTATAGTGACCCCGATGGACAGCGGCTTGCCAGGGTGACTCACGCTATCTACGGCCTGTAACGTAA

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

#
Mismatch

Hit
Count

Total
Norm Total

M023

head

M025

embryo

SRR902009

testis

SRR553487

NRT_0-2
hours
eggs

SRR553486

Makindu_3
day-old
ovaries

M024

male
body

M053

female
body

SRR553485

Chicharo_3
day-old
ovaries

SRR618934

dsim w501
ovaries

GSM343915

embryo

................................................TCAGGCGTCACACTGGCGAATAG.......................................................................................... 23 0 1 3.00 3 2 0 0 1 0 0 0 0 0 0

................................................TCAGGCGTCACACTGGCGAAT............................................................................................ 21 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0

......................................AGCTCAACCATCAGGCGTCACA..................................................................................................... 22 1 1 2.00 2 0 2 0 0 0 0 0 0 0 0

................................................................CGAATAGCTTTCTATAGCGTCAGGC........................................................................ 25 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0

................................................................................................................GACAGCGGCTTGCCAGGGTGA............................ 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0

...................GTCTGCTATATACATCAG............................................................................................................................ 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0

..................................................................................................................CAGCGGCTTGCCAGGGTGACT.......................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0

....................................................................................AAGGCTATACGCTATAGTGACCCC..................................................... 24 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0

................................................TCAGGCGTCACACTGGCGAATA........................................................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0

..............GCAATGTCTGCTATATACATC.............................................................................................................................. 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0

.................ATGTCTGCTATATACATCAGC........................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0

......................TGCTATATACATCAGCTGCTC...................................................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0
AGACGGGGGCGAGCGC................................................................................................................................................. 16 1 4 0.25 1 0 0 0 0 0 0 0 0 1 0
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Species Coordinate ID Alignment
droSim2 x:18470412-18470572 + dsi_72 CCTGCCCCCGCT--CGCGTTACAGACGATATATGTAGTCGA-CGAGTT---------------GGTAGTCCGCAGTGTGACCG-----CTTATCGAAAGATATCGCAGTCCGATATGCGATAT--CACTG-GGGCTACCTG---------TCGCCG---AACGGTCCCACTGA--GTGCGATAGATGCC---GGACATTGCATT
droSec2 scaffold_8:1857040-1857200

+
dse_129 CCTGCCCCCGCT--CGCGGTACAGACGATATATGTAGTCGA-CGAGTT---------------GGTAGTCCGCAGTGTGACCG-----CTTATCGAAAGATATCGCAGTCCGATATGCGATAT--CACTG-GGGCTACCTG---------TCGCCG---AACGGTCCCACTGA--GTGCGATAGATGCC---GGACATTGCATT

dm3 chrX:19577485-19577645 + dme_414 CCTGCCCCCGCT--CGCGATGCTGACGATATATGTTGTCGA-CGAGTT---------------GCTTGTCCGCAGTGTGACCG-----CTTATCGAAAGTTATCGCAGTCCGATATGCGATAT--CACTG-GGGCTACCTG---------TCGACG---AACGGCCCCACTAA--ATGCGATAGGTGCC---AAACATCGCATT
droEre2 scaffold_4690:9804382-

9804538 +
CCTGCCCCCGCT--CGCGTTGCAGACGATATAT----ACGA-CGATTT---------------GCTAGTCTGCAGTGTGAACG-----CTTATCGAAACTTATCGAAGTCCGATATGCGATAT--GACAA-GGGCTACCTG---------GCGCCA---AACGGTCATATTGA--GTGCGATAAGTGCA---AGCCATTGCTTT

droYak3 X:11762999-11763155 - CCTGCCCCCGCT--CGCGTTGCAGACGATAT----AGTCGA-CGGTTT---------------GATGGTCTGCAGTGTGACCG-----CTTATCGAAACTTATCGCAGCCCGATAAGCGATAT--GACAA-GGGCTAACTG---------GCGCCG---AACGGTCCCATTGC--GTGCGATATGTGCA---AGCCATTGCTTT
droEug1 scf7180000409230:757634-

757770 -
CCTGCCCCCGCT--CTAGTTA------------------------TTT---------------TCTGGTCTGCAGTGTGACCG-----CTTATCGAAACTTATCGCAGCCAGATACGCGATAT--GACAA-GGGCTACCTG---------T-GCAC---AACGGTCCTATTGT--GTGCGATAATTACC---ACCGACTAATTT

droBia1 scf7180000302069:1027220-
1027343 -

CCTGCCCCCGCT--CGCGTTGCTTTC-------------GG-TTATTT-----------------------TCTGCTTATCGG-----TTTATCGGAACTTCTCACAGTCCGATACGCGATAT--GACGA-GGGCTGGGCA---------GCGCCGCTTAACG------------ATACGATAGTTG------------GCTTG

droTak1 scf7180000415101:105540-
105697 +

CCTGCCCCCGCT--CGCGTTTTTTGCTTTTGGT----TTGG-TTATTT---------------TCTGGTCCGCAGTGTGACCGCCCAGCTTATCGAAACTTATCGCAGTATCGGACGCGATAT--GACCA-GGGCTGGG-----------GTATCT---CTTGGGTATATCG---GTGGGTTATGTTTT---GAGCTCTG-TTT

droEle1 scf7180000491277:20833-
20983 +

CCTGCCCCCGCTATCGCGTTAT-------------TGTCGA-CGATTT---------------TCTTGTCTGCAGTGTGACCG-----CTTATCGAAACTTATCGCAGCTCGATACGCGATAT--GACAA-GGGCTACCTG---------C-G-CG---AACGGTCATATTGATGGCGCGATAGGTGTACT-GGTTTTTTCG-T

droRho1 scf7180000777033:110595-
110743 +

CCTGCCCCCGTTATCGCGTTAT-------------TGTCGA-CGATTT---------------TCTGGTCTGCAGTGTGACCG-----CTTATCGAAACTTATCGCAGCTCGATACGCGATAT--GACAA-GGGCTACGTG---------A--GCG---AACGGTCATATTGG--GCGCGATAAGTGTACTCGTTTA--TCATT

droFic1 scf7180000454073:1863985-
1864125 +

CCTGCCCCCGCT--CGCGTTAT-------------TGTCGA-CGATTTTTTG-----------GGTTGTCTGCAGTGTGACCA-----CTTATCGCAACTTATCGCAGCTCGATACGCGATATCTGACAAAGGGTTACCTG---------T-G-CG---A-----TA--------GCCCGATAGTCGCACCTG----TTCAACT

droKik1 scf7180000302685:171869-
172031 +

CCTGCCCCCGCT--CGCGTTGCTGTTGCTTT-------CGTTGGATTTTCTGTTTCTGTTTCGTCTGGTCGGCAGTGTGACCG-----------GGCACTTATCGGAACTCGATATACGATAT--GGCCA-GGTGCGCGCTGCAGACCTTCGGCCG---AACGGTCACACTTG--ACTGGCT-------------CATCACACC
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:18470412-18470572
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409230:757634-757770
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302069:1027220-1027343
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415101:105540-105697
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491277:20833-20983
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777033:110595-110743
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454073:1863985-1864125
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302685:171869-172031
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CATGATGAGCCCGGAGATCGAGCAGTTCAGCAACTCAGTGCCAAAATCGCCCATTCGGGAGCTGCTCGAGCTGGAGCCGGAAACGGCCAAGTTCGGCAAGCCCGAGAAGCTGGCGGATGGGCGACGGGTGCGCGTTACCGTGGATGTCTTCTGCAAAGGAACCTTCCGTGG

***********************************..(((((....(((((((((((..((((.((((.(((...(((((..((......))))))).))).)))).))))..)))))))))))..)))))....************************************
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#
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SRR902009

testis

SRR618934

dsim w501
ovaries

M023

head

SRR553487

NRT_0-2
hours
eggs

M024

male
body

GSM343915

embryo

SRR553485

Chicharo_3
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ovaries

SRR553486
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day-old
ovaries

SRR553488

RT_0-2
hours
eggs

SRR902008

ovaries

M025

embryo
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female
body

O001

Testis

O002

Head

SRR1275483
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....................................................................................................CCCGAGAAGCTGGCGGATGG................................................... 20 0 1 19.00 19 10 1 4 1 3 0 0 0 0 0 0 0 0 0 0

....................................................................................................CCCGAGAAGCTGGCGGATGGG.................................................. 21 0 1 17.00 17 4 4 2 4 0 0 1 0 0 2 0 0 0 0 0

....................................................................................................CCCGAGAAGCTGGCGGATGGGC................................................. 22 0 1 13.00 13 0 8 2 0 0 0 3 0 0 0 0 0 0 0 0

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

....................................................................................................CCCGAGAAGCTGGCGGATGGGG................................................. 22 1 1 5.00 5 0 0 0 2 0 3 0 0 0 0 0 0 0 0 0

.....................................................................................................CCGAGAAGCTGGCGGATGG................................................... 19 0 1 4.00 4 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0

.................................................CCCATTCGGGAGCTGCTCGAG..................................................................................................... 21 0 1 4.00 4 0 0 0 1 0 0 0 2 1 0 0 0 0 0 0

.....................................................................................................CCGAGAAGCTGGCGGATGGGCT................................................ 22 1 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................CCGAGAAGCTGGCGGATGGT.................................................. 20 1 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................CCGAGAAGCTGGCGGATGGGC................................................. 21 0 1 2.00 2 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................CCCGAGAAGCTGGCGGATG.................................................... 19 0 1 2.00 2 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0

.................................................CCCATTCGGGAGCTGCTCGAGC.................................................................................................... 22 0 1 2.00 2 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0

.....................................................................................................CCGAGAAGCTGGCGGATG.................................................... 18 0 1 2.00 2 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0

.....................................................................................................CCGAGAAGCTGGCGGATGGG.................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

..................................................CCATTCGGGAGCTGCTCGAGCTT.................................................................................................. 23 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

..................................................CCATTCGGGAGCTGCTCGAGC.................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

....................................................................................................CCCGAGAAGCTGGCGGATGGTT................................................. 22 2 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

.....................................................................................................CCGAGAAGCTGGCGGATGGGCA................................................ 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................CCATTCGGGAGCTGCTCGA...................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

....................................................................................................CCCGAGAAGCTGGCGGATGGGT................................................. 22 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................GTTACCGTGGATGTCTTCTGCAAAGGA........... 27 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

....................................................................................................CCCGAGAAGCTGGCGGATGGGCTT............................................... 24 2 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

.......................................................................................................GAGAAGCTGGCGGATGGGCGA............................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................CCCGAGAAGCTGGCGGATGGT.................................................. 21 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................AGCCGGAAACGGCCAAGTTCGGCAAGCC..................................................................... 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................CCATTCGGGAGCTGCTCGAGCT................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

.....................................................................................................CCGAGAAGCTGGCGGATGGTA................................................. 21 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................CCGAGAAGCTGGCGGATGGGG................................................. 21 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................CCGAGAAGCTGGCGGATGGGCGT............................................... 23 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................CCGAGAAGCTGGCGGATGGTT................................................. 21 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................CCCATTCGGGAGCTGCTCGA...................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

.....................................................................................................CCGAGAAGCTGGCGGATGGGT................................................. 21 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................CGAGAAGCTGGCGGATGGGCGTA.............................................. 23 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................CGAGAAGCTGGCGGATGGGCG................................................ 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

.....................................................................................................CCGAGAAGCTGGCGGATGGGTTT............................................... 23 3 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................TCGGGAGCTGCTCGAGCTGGAGCCGGAA......................................................................................... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

......................................................................................................................GGGCGACGGGTGCGCGT.................................... 17 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................TTCAGCAACTCAGTGCCAAAATCGCCCATT.................................................................................................................... 30 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

....................................................................................................CCCGAGAAGCTGGCGGATTT................................................... 20 2 4 0.75 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................CCCGAGAAGCTGGCGGATGTT.................................................. 21 2 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................CCGAGAAGCTGGCGGATGT................................................... 19 1 2 0.50 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................GGAGCCGGAAACGGT.................................................................................... 15 1 20 0.05 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

Anti-sense strand reads

GTACTACTCGGGCCTCTAGCTCGTCAAGTCGTTGAGTCACGGTTTTAGCGGGTAAGCCCTCGACGAGCTCGACCTCGGCCTTTGCCGGTTCAAGCCGTTCGGGCTCTTCGACCGCCTACCCGCTGCCCACGCGCAATGGCACCTACAGAAGACGTTTCCTTGGAAGGCACC

************************************..(((((....(((((((((((..((((.((((.(((...(((((..((......))))))).))).)))).))))..)))))))))))..)))))....***********************************
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...................................................................................TCCGGTTCAAGCCGTTCGGGCT.................................................................. 22 1 1 1.00 1 1 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 3r:18084892-18085062 - dsi_109 CATGATGAGCCCGGAGATCGAGCAGTTCAGCAACTCAGTGCCAAAATCGCCCATTCGGGAGCTGCTCGAGCTGGAGCCGGAAACGGCCAAGTTCGGCAAGCCCGAGAAGCTGGCGGATGGGCGACGGGTGCGCGTTACCGTGGATGTCTTCTGCAAAGGAACCTTCCGTGG
droSec2 scaffold_0:18916384-18916554

-
CATGATGAGCCCGGAGATCGAGCAGTTCAGCAACTCAGTGCCAAAATCGCCTATTCGGGAGCTGCTCGAGCTGGAGCCGGAAACGGCCAAGTTCGGCAAACCCGAGAAGCTGGCGGATGGGCGACGGGTGCGCGTTACCGTGGATGTCTTCTGCAAAGGAACCTTCCGTGG

dm3 chr3R:18559925-18560095 - dme_409 CATGATGAGCCCGGAGATCGAGCAGTTCAGCAACTCAGTGCCAAAATCGCCCATTCGGGAGCTCCTCGAGCTGGAGCCGGAAACCGCCAAGTTCGGCAAGCCCGAGAAGCTGGCGGATGGGCGACGGGTGCGCGTTACCGTGGATGTCTTCTGCAAAGGAACCTTCCGTGG
droEre2 scaffold_4820:9513201-

9513371 +
CATGATGAGCCCGGAGATCGAACAGTTCAGCAACTCAGTGCCAAAATCGCCCATTCGGGAGCTGCTCGAGCTGGAGCCGGAAACAGCCAAATTCGGCAAGCCCGAGAAGCTGGCGGATGGGCGACGGGTGCGCGTTACCGTGGATGTCTTCTGCAAAGGAACCTTCCGTGG

droYak3 3R:19409947-19410117 - CATGATGAGCCCGGAGATCGAGCAGTTCAGCAACTCAGTGCCAAAATCGCCCATTCGGGAGCTGCTCGAGCTGGAGCCGGAGACAGCCAAATTCGGCAAGCCCGAGAAGCTGGCGGATGGGCGACGGGTGCGCGTTACCGTGGATGTCTTCTGCAAGGGAACCTTCCGTGG
droEug1 scf7180000409768:704122-

704292 -
TATGATGAGTCCGGAAATTGAGCAATTTAGCAACTCAGTGCCAAAGTCGCCCATACGGGAACTCCTCGAGCTAGAACCGGAGACAGCCAAGTTCGGTAAGCCCGAGAAGCTGGCGGATGGGCGACGGGTGCGCGTTACCGTGGATGTCTTCTGCAAAGGAACCTTCCGTGG

droBia1 scf7180000302402:5151775-
5151945 +

CATGATGAGCCCGGAGATAGAGCAGTTCAGTAACTCAGTGCCAAAGTCGCCCATCCGGGAGCTCCTCGAGCTGGAGCCGGAGACAGCCAAGTTCGGCAAGCCCGAGAAGCTGGCGGACGGGCGGCGGGTGCGCGTCACCGTGGATGTGTTCTGCAAAGGAACCTTCCGTGG

droTak1 scf7180000415417:96871-97041
+

CATGATGAGCCCGGAGATTGAACAGTTTAGCAACTCAGTGCCAAAGTCGCCCATACGGGAGCTGCTCGAGCTGGAACCGGAGACAGCCAAGTTCGGGAAGCCCGAGAAGCTGGCGGATGGGCGGCGGGTGCGCGTTACCGTGGATGTCTTCTGCAAAGGAACCTTCCGTGG

droEle1 scf7180000491017:254771-
254941 -

CATGATGAGCCCGGAGATCGAGCAGTTTAGCAACTCAGTGCCAAAGTCGCCCATAAGGGAGCTCCTCGAGCTGGAGCCGGAGACGGCCAAGTTCGGTAAGCCCGAGAAGCTGGCGGACGGGCGGCGGGTTCGCGTCACCGTGGATGTCTTCTGCAAGGGCACCTTCCGGGG

droRho1 scf7180000777285:53295-53465
+

CATGATGAGCCCAGAGATTGAACAATTTAGCAACTCAGTGCCAAAGTCGCCCATACGAGAGCTCCTCGAGCTGGAGCCGGAGACGGCCAAGTTCGGCAAGCCCGAGAAGCTGGCGGATGGGCGGCGTGTGCGCGTCACCGTGGATGTATTTTGCAAAGGCACCTTCCGTGG

droFic1 scf7180000454055:259477-
259647 +

TATGATGAGTCCGGAGATCGAACAATTCAGCAACTCAGTGCCAAAGTCGCCCATCCGGGAGCTCCTCGAACTGGAGCCGGAGACGGCCAAATTCGGCAAGCCTGAGAAGCTGGCTGATGGGCGACGGGTGCGCGTCACCGTGGATGTCTTCTGCAAGGGCACCTTCCGCGG

droKik1 scf7180000302697:1118492-
1118662 -

TATGATGAGCCCGGAAATTGAACAGTTTAGCAATTCAGTGCCAAAGTCGCCCATTCGGGAGCTGCTCGAGCTGGAGCCGGAGACGGCCAAGTTTGGCAAGCCGGAGAAACTGGCCGATGGACGTCGCGTGCGCGTCACCGTCGATGTCTTCTGCAAGGGAACCTTCCGTGG

droAna3 scaffold_13340:12755642-
12755812 +

TATGATGAGTCCGGAGATAGAGCAATTCAGCAACTCTGTGCCAAAGTCGCCCATACGGGAGCTCCTTGAACTGGAACCGGAGACGGCCAAGTTCGGCAAGCCGGAGAAACTGGCCGACGGACGCCGGGTTCGCGTCACCGTCGACGTGTTCTGCAAGGGCACCTTCCGCGG

droBip1 scf7180000396691:1641758-
1641928 +

TATGATGAGTCCGGAGATTGAGCAGTTTAGTAACTCAGTGCCAAAGTCGCCGATACGGGAGCTCCTTGAACTGGAACCGGAGACCGCCAAGTTCGGCAAGCCGGAGAAGCTGGCCGACGGTCGCCGGGTTCGCGTCACCGTCGATGTGTTCTGCAAGGGCACCTTCCGCGG

dp5 2:6273971-6274141 + TATGATGAGCCCGGAAATCGAGCAGTTCAGCAACTCAGTGCCAAAGTCCCCTATACGGGAACTGCTCGAACTGGAGCCGGAGACGGCCAAATTTGGGAAGCCGGAGAAGCTGGCCGACGGACGCCGGGTGCGCGTCACCGTCGATGTCTTCTGCAAGGGCACCTTCCGTGG
droPer2 scaffold_0:98164-98334 + TATGATGAGCCCGGAAATCGAGCAGTTCAGCAACTCAGTGCCAAAGTCCCCCATACGGGAACTGCTCGAACTGGAGCCGGAGACGGCCAAATTTGGGAAGCCGGAGAAGCTGGCCGACGGACGCCGGGTGCGCGTCACCGTCGATGTCTTCTGCAAGGGCACCTTCCGTGG
droWil2 scf2_1100000004902:1472426-

1472596 +
CATGATGAAGCCTGAAATCGAACAATTCAGCAACTCAGTGCCAAAATCACCCATACGGGAACTTCTCGAACTGGAGCCCGAGACGGCCAAGTTTGGTAAACCCGAGAAATTGGCCGATGGTCGGCGGGTCCGTGTCACAGTCGATGTCTTCTGCAAGGGCACTTTCCGTGG

droVir3 scaffold_13047:13210686-
13210856 +

TATGATGAAGCCCGAGATCGAGCAATTTAGTAATTCTGTGCCAAAATCACCCATACGAGAGCTGCTCGAGCTGGAACCGGAGACGGCCAAGTTTGGTAAGCCCGAGAAGTTGGCCGATGGTCGTCGTGTACGCGTCACTGTCGATGTCTTCTGCAAGGGCACATTCCGTGG

droMoj3 scaffold_6540:10445719-
10445889 +

TATGATGAAGCCCGAGATAGAGCAGTTTAGCAATTCTGTGCCAAAGTCACCCATACGAGAGCTGCTCGAGCTGGAGCCGGAAACGGCCAAATTTGGCAAGCCAGAGAAACTGGCGGACGGACGTCGCGTTCGCGTCACTGTTGATGTCTTTTGCAAGGGCACGTTCCGCGG

droGri2 scaffold_14906:4481380-
4481550 -

CATGATGAAGCCGGAGATAGAACAATTTAGCAATTCTGTGCCAAAGTCACCCATTCGCGAGCTGCTCGAGCTCGAACCAGAAACGGCCAAGTTCGGCAAGCCAGAGAAGCTGGCAGACGGTCGCCGCGTACGCGTCACTGTGGATGTCTTCTGCAAGGGCACGTTCCGTGG
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

AACTGCGCGATGTAGTGGAACTCACCTTCGTGCCGTTCGGAAAGTCTCAGGTGAGTGGCCGCCTGGCCCCGTTTATCGGCAGGACAATGGCTCATTTGCATGGCTCCTGGCCTGGCTCCCTCCACAGTTCGTTACCCAGGGCTCCGAGGTGACGTTCACCTGCCATCACGGACCGAA
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..........................................................................................................CTGGCCTGGCTCCCTCCACAGT................................................. 22 0 1 79.00 79 11 13 22 5 9 10 3 1 0 1 2 0 2

..........................................................................................................CTGGCCTGGCTCCCTCCACAG.................................................. 21 0 1 45.00 45 16 6 5 7 2 0 4 1 0 1 2 1 0

..........................................................................................................CTGGCCTGGCTCCCTCCACAGA................................................. 22 1 1 36.00 36 9 14 10 2 0 1 0 0 0 0 0 0 0

..........................................................................................................CTGGCCTGGCTCCCTCCACA................................................... 20 0 1 18.00 18 5 3 4 2 0 0 0 3 0 0 1 0 0

..........................................................................................................CTGGCCTGGCTCCCTCCACAGTA................................................ 23 1 1 7.00 7 4 1 1 1 0 0 0 0 0 0 0 0 0

..........................................................................................................CTGGCCTGGCTCCCTCCAC.................................................... 19 0 1 6.00 6 1 0 1 0 0 0 1 3 0 0 0 0 0

..........................................................................................................CTGGCCTGGCTCCCTCCACAA.................................................. 21 1 1 5.00 5 2 1 1 1 0 0 0 0 0 0 0 0 0

..........................................................................................................CTGGCCTGGCTCCCTCCACAGAA................................................ 23 2 1 3.00 3 2 1 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................CTGGCCTGGCTCCCTCCACAGTT................................................ 23 0 1 3.00 3 0 0 0 1 0 0 1 0 0 0 1 0 0

..........................................................................................................CTGGCCTGGCTCCCTCCACAGTAA............................................... 24 2 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0

...TGCGCGATGTAGTGGAACTCACCTT..................................................................................................................................................... 25 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................CTGGCCTGGCTCCCTCCACAGAAA............................................... 24 3 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0

..CTGCGCGATGTAGTGGAACT........................................................................................................................................................... 20 0 1 2.00 2 0 0 0 0 0 0 0 0 0 2 0 0 0

..........................................................................................................CTGGCCTGGCTCCCTCCA..................................................... 18 0 1 2.00 2 0 0 0 0 0 0 1 1 0 0 0 0 0

.......................ACCTTCGTGCCGTTCGGAAA...................................................................................................................................... 20 0 1 2.00 2 0 0 0 0 0 0 0 0 2 0 0 0 0

..........................................................................................................CTGGCCTGGCTCCCTCC...................................................... 17 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................CTGGCCTGGCTCCCTCCACAGC................................................. 22 1 1 2.00 2 0 0 0 0 1 0 0 0 0 1 0 0 0

..........................................................................................................CTGGCCTGGCTCCCTCCACAGTAAA.............................................. 25 3 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................ATTTGCATGGCTCCTGGCCTGGCTCCCT........................................................ 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0

....................................................................................CAATGGCTCATTTGCATGGCTC....................................................................... 22 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0

...............................................................................CAGGACAATGGCTCATTTGCATGGCTC....................................................................... 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

.........ATGTAGTGGAACTCACCTTCGTGCC............................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0

...........................................................................................................TGGCCTGGCTCCCTCCACAGTA................................................ 22 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

..........................................................................................................CTGGCCTGGCTCCCTCCACAGG................................................. 22 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0

........GATGTAGTGGAACTCACCTT..................................................................................................................................................... 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

..........................TTCGTGCCGTTCGGAAAGTCT.................................................................................................................................. 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................CTGGCCTGGCTCCCTCCACAGAGA............................................... 24 3 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................GTTCACCTGCCATCACGGACC... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0

............................................................................................................................CAGTTCGTTACCCAGGGCT.................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0

...........................................................................................................TGGCCTGGCTCCCTCCACAG.................................................. 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

...TGCGCGATGTAGTGGAACTCACCTTCG................................................................................................................................................... 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................CTGGCCTGGCTCCCTCCACAGTTCG.............................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0

.........................................................................................................................................................GTTCACCTGCCATCACGGACCGAA 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0
AACTGCGCGATGTAGTGGAACT........................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0
..........TGTAGTGGAACTCACCTTCGTGCCGTT............................................................................................................................................ 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TTGACGCGCTACATCACCTTGAGTGGAAGCACGGCAAGCCTTTCAGAGTCCACTCACCGGCGGACCGGGGCAAATAGCCGTCCTGTTACCGAGTAAACGTACCGAGGACCGGACCGAGGGAGGTGTCAAGCAATGGGTCCCGAGGCTCCACTGCAAGTGGACGGTAGTGCCTGGCTT
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Species Coordinate ID Alignment
droSim2 3r:11954798-11954974 + dsi_17325 AACTGCGCGATGTAGTGGAACTCACCTTCGTGCCGTTCGGAAAGTCTCAGGTGAGTGG-----CCG--------CCTGG---CCC--CGTTTA----TCGGCAGGACAATGGC-------------------------------------------------TCATTTGCATGGCTCCTG-GCC------TGGCTC-----CCTCCACAGTTCGTTACCCAGGGCTCCGAGGTGACGTTCACCTGCCATCACGGACCGAA
droSec2 scaffold_0:12780459-12780635

+
dse_503 AACTGCGCGATGTGGTGGATCTCACCTTCGTGCCGTTCGGAAAGTCTCAGGTGAGTGG-----CCG--------CCTGG---CCC--CGTTTA----TCGGCAGGACAATGGC-------------------------------------------------TCATTTGCATGGCTCCTG-GCC------TGGCTC-----CCTCCACAGTTCGTTACCCAGGGCTCCGAGGTGACGTTCACCTGCCATCACGGACCGAA

dm3 chr3R:9225105-9225281 - dme_472 AACTGCGCGATGTGGTGGAACTCACTTTCGTGCCATTCGGAAAGTCTCAGGTGAGTGG-----CCC--------TCTGG---CAC--CGTTTA----TCGGCAGGACAATGGC-------------------------------------------------TCATTTGCATGGCTCCTG-GCC------TGGCTC-----CCTCCACAGTTCGTTACCCAGGGCTCCGAAGTGACGTTCACCTGCCACCACGGACCGAA
droEre2 scaffold_4770:12416721-

12416905 +
AGCTGCGTGATGTGGTGGAACTCACCTTCGTACCATTCGGAAAGTCTCAGGTGAGTGG-----CCCCGTGGCCCCTTGG---CCC--CGTTTA----TCGGCAGGACAATGGC-------------------------------------------------TCATTTGCATGGCTCCTG-GCC------TGGCCT-----CCTCCCCAGTTCTTTACCCAGGGCTCCGAGGTGACGTTCACCTGCCACCACGGCCCGAA

droYak3 3R:13532111-13532287 - AACTGCGCGACGTGGTGGAGCTCACCTTCGTGCCGTTCGGAAAGTCTCAGGTGAGTGG-----CCC--------CTTGG---CCC--CGTTTG----TCGGCAGGACAATGGC-------------------------------------------------TCATTTGCATGGCCCCTG-GCC------TGGCTT-----CCTCCGCAGTTCGTTACCCAGGGCTCCGAGGTGACGTTCACCTGCCACCACGGACCGAA
droEug1 scf7180000409802:779071-

779246 +
AGCTTCGTGATGTGGTGGAACTCACCTTCGTGCCATTCGGAAAGTCAACAGTGAGTGG-----CAC--------A-TAA---CCC--CGTTTA----ACGCCAGGACAATGGC-------------------------------------------------TCATTTGCATGGCTCTTT-TAC------TTGCTC-----CTTCCACAGTTCGTCACTCAGGGCTCCGAGGTGACGTTTACCTGCCATCATGGACCGAA

droBia1 scf7180000302402:1930668-
1930842 -

AGCTGCGCGATGTGGTGGAACTCACCTTCGTGCCGTTCGGAAAGTCCGAGGTGAGTGG-----CCC--------C-TAG---CCC--CGTTTT----CCGGCAGGACAATGGC-------------------------------------------------TCATTTGCATGGTTCTCT-TCC------CTTCT------GCTCCTCAGTTCGTAACCCAGGGCGCCGAGGTGACGTTCACCTGCCACCACGGCCCGAA

droTak1 scf7180000410308:24148-24327
+

AGCTGCGCGATGTGGTGGAACTCACCTTCGTGCCGTTCGGAAAGTCTCAGGTGAGTGG-----CCT--------C-TAG---CCCTTCGTTTG----TCGGCAGGACAATGGC-------------------------------------------------TCATTTGCATGGCTCTTT-T-T------GGGCTCCTT--GCTCCGCAGTTCTTCACCCAGGGCGCCGAGACGTCGTTCACCTGCCACCACGGACCGAA

droEle1 scf7180000491261:21560-21735
+

AGCTGCGCGATGTGGTGGAACTCACCTTCGTGCCGTTCGGAAAGTCTCAGGTGAGTGG-----CCT--------T-TAG---CCT--CGTTCA----TCGGCAGGACAATGGC-------------------------------------------------TCATTTGCATGGCTCTTT-TCC------TTGCTT-----CCTCCGCAGTTCTTCACTCAGGGCTCCGAGGTGACGTTCACCTGCCACCACGGTCCGAA

droRho1 scf7180000779659:488792-
488967 +

AGCTGCGCGATATGGTGGAACTCACCTTCGTGCCGTTCGGAAAGTCTCAGGTGAGTGG-----CCT--------C-CGG---CCC--CAAATA----TCGGTAGGACAATGGC-------------------------------------------------TCATTTGCATGGCTCGTT-TCC------CTGCTC-----CTTCCCCAGTTCTTCACCCAGGGCTCCGAGGTGACGTTCACATGCCACCACGGTCCGAA

droFic1 scf7180000453906:276390-
276565 +

AGCTGCGCGATGTGGTGGAGCTCACCTTCGTGCCGTTCGGAAAGTCTCAGGTGAGTGG-----CCC--------C--GA---CCT--CCTCTT----TCGGCAGGACAATGGC-------------------------------------------------TCATTTGCATGGCTCCTGTTCC------TCGCTC-----CTTCCGCAGTTCTTCACCCAGGGCTCCGAGGTGACGTTCACCTGCCACCACGGTCCAAA

droKik1 scf7180000302392:602379-
602555 +

AGCTGCGCGATGTGGTGGACCTCACCTTGGTGCCTTTCGGAAAGTCTCAGGTGAGTGT-----GAGCCCG----AACCCTTACTT--CATTTTTCCTCCGGCTGGACAATGGC-------------------------------------------------TCATTTGCATCGTT------------------TT-----CTTTGGTAGTTCTTTACCCAGGGCGCCGAGGTGACCTTCACCTGCCACCATGGGCCGAA

droAna3 scaffold_13340:1784396-
1784575 -

AGCTGCGCGATGTGGTGGAACTCACCTTTGTTCCTTTCGGAAAATCTCACGTGAGTAT-----CCT--------CTCTG---CCT--GATTTT----TACCAAGGACAATAGC-------------------------------------------------TCATTTGCATGGCTCATT-TGC------GAACCTTTT--GCTTTGCAGTTCTCTACGCAAGGCTCTGAGGTTACCTTCACCTGCCATCACGGCCCCAA

droBip1 scf7180000396712:2550382-
2550561 +

AGCTACGAGAGGTGGTGGACCTGACCTTCGTTCCTTTCGGAAAATCTCACGTGAGTAT-----CCC--------CTCTG---CCT--TACTTT----TGCCAAAGACAATAGC-------------------------------------------------TCATTTGCATGGCTCGTT-TGC------GAGCCTTTT--GGTTTTCAGTTCTCTACTCAGGGCTCTGAGGTTACTTTTACCTGCCATCACGGCCCGAA

dp5 2:9884759-9884934 + AGCTGCGCGATGTGGTGGATCTCACATTTGTGCCGTTCGGCAAGTCCCAGGTGAGTGCTGTGGCAG----------GGG---CCA--CGGGGG----CGACTAGGACAATGGC-------------------------------------------------TCATTTGCATCGGTATCT-----------GTTTG-----CCCCGGCAGTTCTTCACGCAGGGCGCCGAGGTGACCTTCACCTGCCACCATGGACCGAA
droPer2 scaffold_0:10599465-10599640

-
AGCTGCGCGATGTGGTGGATCTCACATTTGTGCCGTTCGGCAAGTCCCAGGTGAGTGCTGTGGCAG----------GGG---CCA--CGGGGG----CGACCAGGACAATGGC-------------------------------------------------TCATTTGCATCGGTATCT-----------GTTTG-----CCCCGGCAGTTCTTCACGCAGGGCGCCGAGGTGACCTTCACCTGCCACCATGGACCGAA

droWil2 scf2_1100000004943:6296384-
6296566 -

AACTCCGTGATGTGGTCGAACTGACATTTGTGCCCTTTGGCAAATCTCAGGTAAGTGC-----CAA----------TGG---C---------------CAGTAGGCCAATGTG---------------------TAACGAATTGTGTGGAA----TAAATGCTCATTTGCATATCGCTTT-C-------------G-----CTCTGCCAGTTCTCCACGATGGGCGCCGAGGTGACTTTCACTTGTCATCATGGTCCAAA

droVir3 scaffold_12855:2926783-
2926953 +

dvi_3656 AGCTGCGTGATGCGGTCGAACTGACATTTGTGCCCTTTGGCAAGTCCCAGGTGAGTGA-----ACG--------AAA----------CGTTT-----TAGGCCCAACAATGCC-------------------------------------------------TCATTTGTGACACATTCA-CAT------TTGCAC-----TCCATGCAGTTCCACACACAAGGCGCTGAGGTGACCTTTACCTGCCATCATGGTCCCAA

droMoj3 scaffold_6540:10279199-
10279385 -

AGCTGCGTGACTTCGTCGAACTGACATTTGTGCCCTTTGGCAAATCCCAGGTGAGTC------------------------------------------AATGGAACAATGCCTCATTTGTCACACTGGCGCACTAACTAACTG----AAACTCTTCAT-----------------TCTC-CATTT----GCATTT-----CCCACGCAGTTTTTCACACAAGGCTCGGAGGTGACCTTCACCTGCCACCACGGCCCCAA

droGri2 scaffold_14906:3740852-
3741024 -

AGCTGCGCGAATCTGTCGAACTCACATTTGTGCCCTTTGGCAAATCCCAGGTGAGTTG-----AA--------------------------------CAGCAAACACAATGCC-------------------------------------------------TCATTTGTCTAAAATATG-CATTTACACGCACTGCATGCTTTATTCAGTTTGTCACACAAGGCGCCGAAACAATGTTCACCTGTCATCATGGGCCGAA
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TTTGGATCGCACTTCAGACACTAGCTCACCCAGGGAACCGCGTATTTCTTGGCCTTCGCGCCCCTGTCGTTGTCATTTCACGGATTTGCTGTGCATCATCCAACGTTGACTTGCGCCCAACGATGGATAGTGGATAGTGATTCTTGGTCTGGTCCGATCCGATACGTTCCGGTCTCCCTCTGTCTCGCCTCTCAGTGGTATGTTAGATTGCCACATCAATTTTTACT
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...........................................................................................................................TGGATAGTGGATAGTGATTCTTGGTC.............................................................................. 26 0 1 15.00 15 10 3 2 0 0 0 0 0 0 0 0 0

......................................................................................TGCTGTGCATCATCCAACGTTGACT.................................................................................................................... 25 0 1 11.00 11 8 2 1 0 0 0 0 0 0 0 0 0

.....................................................................................TTGCTGTGCATCATCCAACGTT........................................................................................................................ 22 0 1 8.00 8 0 2 4 0 1 0 0 0 0 0 1 0

....................................................................................TTTGCTGTGCATCATCCAACGTTGACT.................................................................................................................... 27 0 1 5.00 5 5 0 0 0 0 0 0 0 0 0 0 0
TTTGGATCGCACTTCAGACACTAGC.......................................................................................................................................................................................................... 25 0 1 3.00 3 2 0 1 0 0 0 0 0 0 0 0 0
...........................................................................................................................TGGATAGTGGATAGTGATTCTTGGT............................................................................... 25 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................TTGCTGTGCATCATCCAACGTTG....................................................................................................................... 23 0 1 3.00 3 2 0 1 0 0 0 0 0 0 0 0 0
...............................................................................................................................TAGTGGATAGTGATTCTTGGT............................................................................... 21 0 1 3.00 3 0 3 0 0 0 0 0 0 0 0 0 0
...............................................................................................................TGCGCCCAACGATGGATAGTGGATAGTGA....................................................................................... 29 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................TTGCTGTGCATCATCCAACGTTGACT.................................................................................................................... 26 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0
....................................................................................TTTGCTGTGCATCATCCAACGTT........................................................................................................................ 23 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0
......................................................................................TGCTGTGCATCATCCAACGTTG....................................................................................................................... 22 0 1 2.00 2 0 0 1 0 0 0 0 0 1 0 0 0
..........ACTTCAGACACTAGCTCACCCAGGGAAC............................................................................................................................................................................................. 28 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0
.....................................................................................................................................................TGGTCCGATCCGATACGTTCCGGTC..................................................... 25 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0
.........................................................................................TGTGCATCATCCAACGTTGA...................................................................................................................... 20 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0
.............TCAGACACTAGCTCACCCAGGGAACCGCG......................................................................................................................................................................................... 29 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0 0
...............................................................................................................................................TTGGTCTGGTCCGATCCGATACGTTC.......................................................... 26 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
........................................................................................................................................................................................TCGCCTCTCAGTGGTATGTTAGATT.................. 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................ACGATGGATAGTGGATAA.......................................................................................... 18 1 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0
............................................................................................................................................TTCTTGGTCTGGTCCGATCCGATA............................................................... 24 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
.......................................................................................................................ACGATGGATAGTGGATAGTGAT...................................................................................... 22 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0
......TCGCACTTCAGACACTAGCTCACC..................................................................................................................................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
......................................................TTCGCGCCCCTGTCGTTGTCATTTCACGGA............................................................................................................................................... 30 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................GACTTGCGCCCAACGATGGATAGTGGA............................................................................................. 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
.............................................................................TCACGGATTTGCTGTGCATCATC............................................................................................................................... 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
......................................................................TGTCATTTCACGGATTTGCTGTGCA.................................................................................................................................... 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
.......CGCACTTCAGACACTAGCTCACCCAGGGA............................................................................................................................................................................................... 29 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
............TTCAGACACTAGCTCACCCAGGGA............................................................................................................................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................ACGATGGATAGTGGATAGTGATT..................................................................................... 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
..............................CAGGGAACCGCGTATT..................................................................................................................................................................................... 16 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
................................................TTGGCCTTCGCGCCCCTGTCGTTGTCA........................................................................................................................................................ 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................................ATTCTTGGTCTGGTCCGATCCGA................................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1
.......CGCACTTCAGACACTAGCTCACCCAG.................................................................................................................................................................................................. 26 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0
......................................................................................................................AACGATGGATAGTGGATAGTGAT...................................................................................... 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
...............................................................................................................................TAGTGGATAGTGATT..................................................................................... 15 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
.....................................................................................TTGCTGTGCATCATCCAACGTTA....................................................................................................................... 23 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0
...........................................................................................................................TGGATAGTGGATAGTGA....................................................................................... 17 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
...................................................................................................................................GGATAGTGATTCTTGGTCTGGTC......................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0
.........................................................................................................................................TGATTCTTGGTCTGGTCCGATCCGA................................................................. 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................GATTCTTGGTCTGGTCCG....................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0
.....................................................................................................................CAACGATGGATAGTGGATAGTGATTCT................................................................................... 27 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
..................................................................................................................................TGGATAGTGATTCTTGGTCTGGTC......................................................................... 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................TGACTTGCGCCCAACGATGGATAGTGGA............................................................................................. 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
......................................................................................................................AACGATGGATAGTGGATAGTGATTC.................................................................................... 25 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
.......................................................................................GCTGTGCATCATCCAACGTT........................................................................................................................ 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
....................................................................................TTTGCTGTGCATCATCCAACGTTG....................................................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................................................................TGTCTCGCCTCTCAGTGGTATGTTAGA.................... 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
.....................................................................................TTGCTGTGCATCATCCAACGT......................................................................................................................... 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0
.............TCAGACACTAGCTCACCCAGGGAACCGC.......................................................................................................................................................................................... 28 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................TTCTTGGTCTGGTCCGATCCGATACG............................................................. 26 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0
...........................................................GCCCCTGTCGTTGTCATTTCACGGATT............................................................................................................................................. 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................TGGATAGTGATTCTTGGTCTGGTCCGATC.................................................................... 29 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................CGCCCAACGATGGATAGTGGATAGTGA....................................................................................... 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................................................TCCGATACGTTCCGGTCTCCC................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0

Anti-sense strand reads

AAACCTAGCGTGAAGTCTGTGATCGAGTGGGTCCCTTGGCGCATAAAGAACCGGAAGCGCGGGGACAGCAACAGTAAAGTGCCTAAACGACACGTAGTAGGTTGCAACTGAACGCGGGTTGCTACCTATCACCTATCACTAAGAACCAGACCAGGCTAGGCTATGCAAGGCCAGAGGGAGACAGAGCGGAGAGTCACCATACAATCTAACGGTGTAGTTAAAAATGA
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 3r:9085243-9085469 + dsi_32444 T-TTGGATCGCAC---TT----CA-GA--C--AC-------T---AGC----------TCAC-CCAGGGAA-CCGCGTATTTCTTGGCC--------TTCGCGCCCC----------TGTCGTTG--------TCATTTC---ACGGATTTGCTGTGCATCATCC-AACGTTGACTTGCGCCCAACGATGGATAGTGGATA-----GTGATTCTTGGTCTGGT-----CCGATCCGATACGTTCCGGTCTCCCTCTGTCTCGC-----CTCTCAGTGGTATGTTAGATTGCCACATCAATT-----TTT------ACT
droSec2 scaffold_12:1981788-

1982014 +
dse_153 T-TTGGATCGCAC---TT----CA-GA--C--AC-------T---AGC----------TCAC-CCAGGGAA-CCGCGTATTTCTTGGCC--------TTCGCGCCCC----------TGTCGTTG--------TCATTTC---ACGGATTTGCTGTGCATCATCC-AACGTTGACTTGCGCCCAACGCTGGATAGTGGATA-----GTGATTCTTGGTCTGGT-----CCGATCCGATACGTTCCGGTCTCCCTCTGTCTCGC-----CTCTCAGTGGTATGTTAGATTGCCACATCAATT-----TTT------ACT

dm3 chr3R:12165003-12165229 - dme_390 T-TTGGATCGCAC---TT----CA-GA--A--AC-------T---AGC----------TCAC-CCAGGGAA-CCGCGTATTTCGTGGCC--------TTCGCGCCCC----------TGTCGTTG--------TCATTTC---ACGGATTTGCTGTGCATCATCC-AACGTTGACTTGCGCCCAACGCTGGATAGTGGATA-----GTGGTTCTTGGTCTGGT-----CCGATCCGATGCGTTCCGGTCTCCCTCTGTCTCGC-----CTCTCTGTGGTATGTTAGATTGCCACATCAAAT-----TTA------ACT
droEre2 scaffold_4770:11691406-

11691632 -
der_1538 C-TTGGATCGCAC---TT----CA-GA--C--AC-------T---TGC----------TCAC-CCAGGGAA-CCGCGTATTTCGAGGCC--------TTCGCGGCCC----------TGTCGTTA--------TCATTTC---ACGGATTTGCTGTGCATCATCC-TACGTTGACTTGCGCCCAATGCTGGATAGTGGATA-----GTGGTTCTTGGTCTGGT-----CCGATCCGATCCGTTCCGGGCTCCCTCTGTCTCGC-----CTCTCAGTGGTATGTTAGATTGCCACATAAATT-----CTT------ACT

droYak3 3R:14251327-14251558 + C-TTGGATCGCAC---TT----CA-GA--C--AC-------T---AGC----------TCAC-CCAGGGAA-CCGCGTGTTTCGTGGCC--------TTTGCGCCTC----------TGTTGTTA--------TCATTTC---ACGGATTTGCTGTGCATCATCC-TACGTTGACTTGCGCCCAACGCTGGATAGTGGATA-----GTGGTTCTTGGTCTGGTCTGGTCCGATCCGATCCGTTCCGGTCTCCCTCTGTCTCGC-----CTCTCAGTGGTATGTTAGATTGCCACATCAATT-----TTT------ACT
droEug1 scf7180000409557:389399-

389629 +
T-TTGGATCGCAC---CC----AA-GA--C--AC-------T---AGC----------TCAC-CCAGGGAA-CCGCGTATTTCGAGGCC--------TTTGCGCCCC----------TGTCGTTC--------ACATTTC---ATGGATTTGCTGTACATCATCC-AACGTTGACTTGCGCCCAACGCTGGATAGTGGATA-----GTGGTCCTTGGTCTGGT-----CCGCTGCGATCCGTTCCAGTCTCCCTCTGTTTCGC-----CTCTCAGTGGTATGTTCGATTGCCACACTTATT-----TT--ACTTAACT

droBia1 scf7180000299102:89047-
89278 -

T-TCGGATCGCAC---CC----CA-AA--C--AC-------T---AGC----------TCAC-CCAGGGAA-CCGCGTATTTCGAGGCC--------TTCGCGCCCC----------TGTCGTTA--------TCATTTC---ACGGATTTGCTGTGCATCATCC-AACGTTGACTTGAGCCCAACGCTGGATAGTGGATA-----GTGGTCCTTGGTTTGGT-----CCGCTCCGATTCGTTCCTGTCTCCCTCAGTCTCGC-----CTCTCAGTGGTATGTTCGATTGCCACAACTATT-----TTA-ACTTAACT

droTak1 scf7180000415580:530512-
530741 +

T-TCGGATCGCAAACACC----CA-AA--C--AC-------T---TGC----------TCAC-CCAGGGAT-CCGCGTATTTCGAGGCC--------TTCGCGCCCC----------TGTCGTTG--------TCATTTC---ACGGATTTGCTGTGCATCATCC-AACGTTGACTCGCGCCCAACGCTGGATAGTGGATA-----GTGGTCCCTGGTCTGGT-----CCGCTCCGATTCGATCCGGTCTCCCTCTGTCTCGC-----CTCTCAGTGGTATGTTTGATTGCCACCTCTATT-----TTA------GCT

droEle1 scf7180000490967:406791-
407021 -

T-TTGGATCGCAC---CC----CA-GA--C--AC-------T---AGA----------TCAC-CCAGGGAA-CCGCGTATTTCGAGGCC--------TTCGCGCCCC----------TGTCGTTG--------TCATTTC---ATGGATTTGCTGTGCATCATCC-AACGTTGCCTTGCGCCCAACGATGGATAGTGGATA-----GTGGTCCTTGGTCTGGT-----CCGCTCCAATCCGGTCCGGTCTCCCTCTGTCTCGC-----CTCTCAGTGGTATGTTCGATTGCCACATCTATT-----TT--ACTTAACT

droRho1 scf7180000776828:26618-
26847 +

T-TTGGATCGCAC---CC----CA-GA--C--AC-------T---ATA----------TCGC-CCAGGGAA-CCGCGTATTTCGAGGCC--------TTCGCGCCCC----------AGTCGTTA--------TCATTTC---ATGGATTTGCTGTGCATCTTCC-AACGTTGACTTGCGCCCAACGCTGGATAGTGGATA-----GTGGTCCTTGGTCTGGT-----CCGCTCCGATCCGTTCCGGTCTCCCTCTGTCTCGC-----CTCTCAGTGGTATGTTCGATTGCCACATCTATT-----T---ACTTAACT

droFic1 scf7180000453580:91067-
91298 -

T-TTGGATCGCAC---CC----CA-GA--C--AC-------T---AGC----------TCAC-CCAGGGAA-CCGCGTATTTCGAGGCC--------TTCGCGCCCC----------TGTCGTTA--------TCATTTC---ACGGATTTGCTGTGCATCATCC-AACGTTGACTCGCGCCCAACGCTGGATAGTGGATA-----GTGGTCCTTGGCCTGAT-----CCGCTCAGATCCGATCCAGTCTCCCTCTGTCTCGT-----CTCTCAGTGGTATGTTCGATTGCCACATCTATT-----TTA-ACTTATCT

droKik1 scf7180000302307:375628-
375855 -

T-TTGGATCGCAC---CC----CC-AC--C--AC-------T---TGCAATCGC----ACACTTCAGGGAA-CCGCGAATTTCAGGGCC--------TTCGCGCCCC----------AGTCGTTA--------TCATTTC---ACGGATTTGCTGTGCATCATCC-AACGTTGCCTTGCGCCCAACGCTGGATAGTGGATA-----GTGATCCCTGGTCTGGT-----GTG----------GTCCGGTCTCCCTCTGTCTCGT-----CTCTTAGCGGTATGTTCGATTGCCACATCTTTT-----TTA-ACTT-ACT

droAna3 scaffold_13340:15515673-
15515900 -

dan_4044 T-TCGGATCGCAC---CC----ACAGA--C--TT-TCGCAAT---CGCAATCACAC--TCAC-ACAGGGAA-CCGCGTATTTCGAGGCC--------TTTGCGCCCC----------AGTCGTTGT-G-----TCATTGA---CAGGATTTGCTGTGCATCATCC-AACGTTG-CTTGCAGCCAACGCTGGATAGTGGATA-----GTGGTCCTTGGTCTGCT-----CCGC----------------CTCCCTCTTTCTTGC-----CTCCTATCGGTATGTTCGAT-GCCAC-TCTATT-----TTT-ACATA--T

droBip1 scf7180000396708:4517173-
4517395 +

T-TCGGATCGCAC---CC----ACAGA--C--AC-------T---CGCAATCACAC--TCAC-ACAGGGAATCCGCGTATTTCGAGGCC--------TTTGCGCCCC----------AGTCGTTG--------TCATAAA---CAGGATTTGCTGTACATCATCC-AACGTTG-CTAGCAGCCAACGCTGGATAGTGGATA-----GTGGTCCTTGGTCTGCT-----CCGC----------------CTCCCTCTTTCTTGC-----CTCCTAGCGGTATGTTCGATGTTCGACTCTATT-----TTT-ACATA--T

dp5 2:22444089-22444341 + dps_3838 TGTCGGATTGGGA---TTACTCACAGAGACACAT-T--CAAA---CTCAAACACACGCAC-------AGA---CACTCATTTCGTGGCC--------TTTGCGCCCTGTGCCCTCCATGTCGATATCGCTATC-CATGTCAATCAGGAGTTGCTGTGCCACATTTGAACGTTG--------------CTGGATAGTGGCTGGCCGTGTGGTCCTTGGTCTGGT-----TTGATCTCAGCC-CTCTGGTCTCCCTC----TCGT-----CTTTCAGTGGTATGTTCGATTGCAAGATCTATT-----TTTTAC---ATT
droPer2 scaffold_3:5224897-

5225149 +
TGTCGGATTGGGA---TTACTCACAGAGACACAT-T--CAAA---CTCAAACACACGCAC-------AGA---CACTCATTTCGTGGCC--------TTTGCGCCCTGTGCCCTCCATGTCGATATCGCTATC-CATGTCAATCAGGAGTTGCTGTGCCACATTTGAACGTTG--------------CTGGATAGTGGCTGGCCGTGTGGTCCTTGGTCTGGT-----TTGATCTCAGCC-CTCTGGTCTCCCTC----TCGT-----CTTTCAGTGGTATGTTCGATTGCAAGATCTATT-----TTTTAC---ATT

droVir3 scaffold_13047:1793955-
1794109 -

dvi_24648 T-TCGGATAACA---------------------T-------T---AAC----------TCAC-------------CACATTTCGTGGCC--------TTTTCGACCA----------TATCAATG--------GAATTTC---ACGGA-----------TCATCC-AACGTTGTCTTGCGCCCAACGCTGGATAGTGT--------------------CCGGT-----CC-----------TTAAGATCTTCCTCTATCTTTC-----CTCT---TGGTATGTTCGAT----ACAT-------------------TCG

droMoj3 scaffold_6540:15377793-
15377962 +

dmo_3159 T-TTGGATAACAT---TT----------------------------AC----------TCGC-AC----------CACATTTCGTGGCC--------TTTTCGACCA----------TATCAATG--------GAATTTC---------------CGCATCATCC-AACGTTGTCTTTCACCCAACGCTGGATAGTGT--------------------CTGGT-----CC-----------TTAAGATCTTCCTCTATCTCTC-----CTCT---TGGTATGTTCGATTTA---ATCGATTTAGCTATT------GTT

droGri2 scaffold_14906:12613598-
12613784 -

T-TTGGATAACAA---TT----CA-GT--C--AAC------TCACAGC----------TCAC-------------CACATTTTGTGGCCAAAAAAACCTTTCGCCCA----------TATCAATG--------GAATTTC---------------CGCATCATCC-AACGTTGTCTTGCGCCCAACGCTGGATAGTGCC--------CGGTCCTTG----------------------------TGATCTTCCTCTATCTCTCTACCTCTCT---CGGTATGTTCGATTT-AGCAACTGTT-----TT----------
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AGCCGCAGCAGCAGGTGCAGTCCGGCCCGCGTCAACCACGACAGAACTTCCGCCGAGGACCACCTGGTGGACCGCCCGGAGGACCTCGAGGTGGCCCCCGAGGACCGCCTGGCGGAGCCCCCGGTGGCCCCCGGCGCTACAACAACTACTATCTGCGTCAGCCGAGACGCGGCCTGGGCGGCGGT
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................................................................TGGTGGACCGCCCGGAGGAC..................................................................................................... 20 0 1 24.00 24 12 9 2 0 0 0 0 0 1 0 0 0 0

......................................................................................................GACCGCCTGGCGGAGCCCCCGGT............................................................ 23 0 1 7.00 7 0 1 0 5 1 0 0 0 0 0 0 0 0

................................................................TGGTGGACCGCCCGGAGGACC.................................................................................................... 21 0 1 6.00 6 1 0 1 2 1 0 0 1 0 0 0 0 0

......................................................................................................GACCGCCTGGCGGAGCCCCCGG............................................................. 22 0 1 5.00 5 2 1 0 1 1 0 0 0 0 0 0 0 0

................................................................TGGTGGACCGCCCGGAGGA...................................................................................................... 19 0 1 5.00 5 3 0 0 0 0 0 0 1 0 0 0 1 0

...........................CGCGTCAACCACGACAGAACT......................................................................................................................................... 21 0 1 4.00 4 0 0 3 0 0 1 0 0 0 0 0 0 0

................................................................TGGTGGACCGCCCGGAGGACCT................................................................................................... 22 0 1 3.00 3 1 0 0 1 0 0 0 0 1 0 0 0 0

......................................................................................................GACCGCCTGGCGGAGCCCCCGGA............................................................ 23 1 1 3.00 3 1 2 0 0 0 0 0 0 0 0 0 0 0

........................................ACAGAACTTCCGCCGAGGACC............................................................................................................................ 21 0 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0

.........................................CAGAACTTCCGCCGAGGACC............................................................................................................................ 20 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0

....................................CACGACAGAACTTCCGCCGAGGACCACC......................................................................................................................... 28 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................TATCTGCGTCAGCCGAGACGCGGCCTG......... 27 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

.................................................................................................CCGAGGACCGCCTGGCGGAGC................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1

...................................................................TGGACCGCCCGGAGGACCTCGAGGTGG........................................................................................... 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................GACCGCCTGGCGGAGCCCCCGGTA........................................................... 24 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................GACCGCCTGGCGGAGCCCCCGGC............................................................ 23 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

........................................ACAGAACTTCCGCCGAGGAC............................................................................................................................. 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

................................................................................GGACCTCGAGGTGGCCCCCGA.................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

....................................CACGACAGAACTTCCGCCGAGGAC............................................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0

.....................................ACGACAGAACTTCCGCCGAG................................................................................................................................ 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

....................................CACGACAGAACTTCCGCCGAGGACCACG......................................................................................................................... 28 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0

.........................................................................................................CGCCTGGCGGAGCCCCCGGTGAA......................................................... 23 2 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

..................................................CGCCGAGGACCACCTGGTGGACC................................................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0

...............................................................................................................................................................AGCCGAGACGCGGCCTGGGCGGCGGT 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................TGGACCGCCCGGAGGACCTCGT................................................................................................ 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0

..........................CCGCGTCAACCACGACAGAA........................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

................................CAACCACGACAGAACTTCCGCCGA................................................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

....................................CACGACAGAACTTCCGCCGAGG............................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0

.............................................................................GGAGGACCTCGAGGTGGCCCCCGAGGAC................................................................................ 28 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

...............................TCAACCACGACAGAACTTCCGCCGAGG............................................................................................................................... 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................GACCGCCCGGAGGACCTCGAGGTAT........................................................................................... 25 2 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0

.....................................ACGACAGAACTTCCGCCGAGGACC............................................................................................................................ 24 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0

................................................................................................................................................................GCCGAGACGCGGCCTGGGCGGCGG. 24 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0

................................................................TGGTGGACCGCCCGGAGGACT.................................................................................................... 21 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

.................................AACCACGACAGAACTTCCGCCGAGGA.............................................................................................................................. 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

................................CAACCACGACAGAACTTCCGCCGAGGA.............................................................................................................................. 27 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0

...............................TCAACCACGACAGAACTTCCGCCGAGGAC............................................................................................................................. 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0

........................................ACAGAACTTCCGCCGAGGA.............................................................................................................................. 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................GACCGCCTGGCGGAGCCCCCGGTAA.......................................................... 25 2 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0

......................................CGACAGAACTTCCGCCGAGGA.............................................................................................................................. 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

......................................CGACAGAACTTCCGCCGAGG............................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0

................................CAACCACGACAGAACTTCCGCCGAGGAC............................................................................................................................. 28 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

..................................................CGCCGAGGACCACCTGGTGGAC................................................................................................................. 22 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

................................................................TGGTGGACCGCCCGGAGGACCTA.................................................................................................. 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0

..................................................CGCCGAGGACCACCTGGTGGACCGCC............................................................................................................. 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

.........................................................................GCCCGGAGGACCTCGA................................................................................................ 16 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0

................................................................TGGTGGACCGCCCGGAGGAA..................................................................................................... 20 1 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
AGCCGCAGCAGCAGGTGCAGTCCG................................................................................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
................................................................................................CCCGAGGACCGCCTGGCG....................................................................... 18 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
......................................................................................................................................CGCTACAACAACTACTATCTGCGG........................... 24 1 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0
......................................................................ACCGCCCGGAGGACCTCGAGGT............................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0
.................................................................GGTGGACCGCCCGGAGGACCTCG................................................................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0
..................................................................................................CGAGGACCGCCTGGCGGAGCCCT................................................................ 23 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
.....................................ACGACAGAACTTCCGCCGAGG............................................................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
..................AGTCCGGCCCGCGTCAACCACGACAGA............................................................................................................................................ 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
......................CGGCCCGCGTCAACCACGACAGAAC.......................................................................................................................................... 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
................................................................TGGTGGACCGCCCGGAGGACA.................................................................................................... 21 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TCGGCGTCGTCGTCCACGTCAGGCCGGGCGCAGTTGGTGCTGTCTTGAAGGCGGCTCCTGGTGGACCACCTGGCGGGCCTCCTGGAGCTCCACCGGGGGCTCCTGGCGGACCGCCTCGGGGGCCACCGGGGGCCGCGATGTTGTTGATGATAGACGCAGTCGGCTCTGCGCCGGACCCGCCGCCA
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................................................AGGCGGCTCCTGGTGGACCACCTG................................................................................................................. 24 0 1 2.00 2 0 2 0 0 0 0 0 0 0

................................................GGGCGGCTCCTGGTGGACCACCTG................................................................................................................. 24 1 1 1.00 1 0 1 0 0 0 0 0 0 0

...........GTCCACGTCAGGCCGGGCGCA......................................................................................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0

.............CCACGTCAGGCCGGGCGCAGT....................................................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0

...................................................................................................................................GCCGCGATGTTGTTGATGATA................................. 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0

..GGCGTCGTCGTCCACGTCAGG.................................................................................................................................................................. 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0

........................CGGGCGCAGTTGGTGCTG............................................................................................................................................... 18 0 1 1.00 1 0 1 0 0 0 0 0 0 0

....................................................................................................................................CCGCGATGTTGTTGATGATAG................................ 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0

...............................GGTTGGTGCTGTCTTGAAGG...................................................................................................................................... 20 1 1 1.00 1 1 0 0 0 0 0 0 0 0

....................................................................................................................................CCGCGATGTTGTTGATGATAGA............................... 22 0 1 1.00 1 0 0 0 1 0 0 0 0 0

.......................................................................AGCGGGCCTCCTGGAGCTC............................................................................................... 19 1 1 1.00 1 0 1 0 0 0 0 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 3l:11814774-11814958 - dsi_31168 AGCCGCA------------GCAGCAGGTGCAG---------TCCGGCCCGCGTCAACCACGACAGAACTTCCGCCGAGGACCACC---------------TGGTGG--------ACCGCCCGGAGG---------------ACCTCGAGGTGGC---CCCCGAGG------------ACCGCCTGGCGGAGCCCCCGGTG---GCCCC------CGGCGCTACAACAACTACTATCTGCGTCAGCCGAGACGCGGCCTGGGCGGCGGT
droSec2 scaffold_0:4300879-4301063

-
dse_1672 AGCCGCA------------GCAGCAGGTGCAG---------TCCGGCCCGCGTCAACCACGACAGAACTTCCGCCGAGGACCACC---------------CGGTGG--------ACCGCCCGGAGG---------------ACCTCGAGGTGGC---CCCCGAGG------------ACCGCCTGGCGGAGCCCCCGGTG---GCCCC------CGGCGCTACAACAACTACTATCTGCGTCAGCCGAGACGCGGCCTGGGCGGCGGT

dm3 chr3L:12116109-12116293 - AGCCGCA------------GCAGCAGGTGCAG---------TCCGGCCCGCGTCAACCACGACAGAACTTCCGCCGAGGACCACC---------------CGGTGG--------ACCGCCCGGAGG---------------ACCTCGAGGTGGC---CCCCGAGG------------ACCGCCTGGTGGAGCTCCCGGTG---GCCCC------CGGCGCTACAACAACTATTATCTGCGTCAGCCGAGACGCGGCCTGGGCGGCGGT
droEre2 scaffold_4784:12105783-

12105964 -
der_1464 AGCCCCAG---------------CAGGTGCAA---------ACCGGACCGCGTCAGCCACGACAGAACTTCCGCCGAGGACCACC---------------CGGTGG--------ACCGCCCGGAGG---------------ACCTCGAGGTGGC---CCCCGAGT------------ACCTCCCGGCGGAGCTCCCGGTG---GCCCC------CGGCGCTACAACAACTACTATCCGCGTCAGCCGCGACGCGGTCTGGGCGGCGGT

droYak3 3L:12164072-12164253 - AGCCACAG---------------CAGGTGCAA---------TCTGGACCGCGTCAGCCACGACAGAACTTCCGCCGAGGACCACC---------------CGGTGG--------ACCGCCCGGAGG---------------ACCTCGAGGTGGC---CCCCGAGT------------CCCACCAGGCGGAGCTCCCGGTG---GCCCC------CGGCGCTACAACAACTACTATCCGCGTCAGCCGCGACGCGGTCTGGGCGGCGGT
droEug1 scf7180000409466:4206637-

4206818 -
AGCAGCAG---------------CAGCTCCAG---------TCCGGCCCGCGTCATCCCCGCCAGAACTTCCGCCGATTACCACC---------------CGGTGC--------ACCACCCGGTGG---------------ACCTCGTGGTGGC---CCTCGAGT------------ACCATCTGGTGGCGCTCCTGGTG---GCCCC------CGGCGTCACAATAACTACTATCCGCGTCAACCGCGTCGCGGACTTGGAGGCGGT

droBia1 scf7180000302428:4367575-
4367759 -

AGCAGCA------------GCAGCAGCTGCAG---------TCCGGCCCGCGTCAGCCCCGTCAGAACTTCCGCCGAGGCCCACC---------------CGGTGG--------ACCGCCCGGAGG---------------ACCTCGTGGTGGC---CCCCGAGG------------ACCGCCCGGCGGAGCTCCCGGTG---GCCCC------CGGCGTTACAACAACTACTATCCGCGCCAGCCGCGACGCGGTCTGGGCGGCGGT

droTak1 scf7180000415254:489716-
489900 +

AGCCGCAG---------------CAGCTGCAG---------TCCGGCCCGCGCCAGCCCCGCCAGAACTTCCGCCGAGGACCACCCGG------------TGGAGG--------ACCGCCCGGAGG---------------ACCTCGTGGTGGC---CCCCGAGG------------ACCGCCCGGCGGAGCTCCCGGTG---GCCCC------CGGCGCTACAACAACTACTATCCGCGCCAGCCGCGTCGCGGCCTGGGCGGCGGT

droEle1 scf7180000491193:4055994-
4056175 -

AGCAGCAG---------------CAGTTGCAG---------TCCGGCCCGCGCCAGCCCCGCCAGAACTTCCGCCGAGGCCCACC---------------CGGTGG--------ACCGCCCGGCGG---------------ACCTCGTGGAGGC---CCTCGAGG------------CGGCCCCGGCGGACCCCCTGGTG---GCCCC------CGGCGCTACAACCACTACTATACGCGTCAGCCACGTCGCGGTCTGGGTGGCGGT

droRho1 scf7180000773422:145600-
145782 +

AGCCGCAG---------------CAGCTGCAG---------TCCGGCCCGCGTCAGCCCCGCCAGAACTTCCGCCGCGGACCACC---------------CGGTGG--------ACCGCCCGGCGG---------------ACCCCGTGGAGGC---CCTCGAGG------------TGGCCCCGGCGGACCTCCTGGTG---GCCCC-----CCGGCGCTACAACAACTACTATCCGCGTCAGCCACGTCGCGGTCTAGGCGGTGGT

droFic1 scf7180000454113:2519881-
2520056 +

AGCAG------------------CAGCTGCAG---------TCCGGCCCGCGTCAGCCCCGTCAGAACTTCCGTCGCGGCCCACC---------------CGGTGG--------ACCGCCCGGCGG---------------ACCTCGTGGTGGA---CCCCGAGG------------A---CCGGGCGGACCTCCTGGTG---GCCCC------CGGCGTTACAACAACTACTATCCGCGTCAACCGCGTCGCGGCCTAGGCGGCGGC

droKik1 scf7180000302391:696025-
696221 +

AACCGCAG---------------CTGCAGCAG---------TCTGGCCCGCGCCAACCACGTCAGAACTTCCGTCGCGGCCCGCCCGG------------CGGTGG--------ACCCCCAGGTGGACCACCACGTGGTGGCCCACGCGGTGGT---CCGGGTGG------------A---CCAGGAGGACCTCCCGGTG---GTCCT------CGCCGGTATAACAACTACTATCCGCGCCAACCACGCCGCGGCCTGGGCGGCGGT

droAna3 scaffold_13337:19470064-
19470245 +

AGCCGCC------------GCAGCAACTGCAG---------TCCGGACCACGTCAGCCCCGCCAAAACTTCCGTCGTGGCCCACC---------------CGGCGG--------ACCCCCAGGCGG---------------TCCACGCGGCGGT---CCCCGTGT------------C---CCCGGCGGACCACCTGGCG---GTCCC------CGTCGCTACAACAACTATTATCCGCGCCAGCCACGTCGCGGTCTAGGCGGCGGT

droBip1 scf7180000396360:664449-
664630 +

AGCCGCC------------GCAGCAGCTGCAG---------TCCGGACCACGTCAGCCCCGCCAAAACTTCCGCCGTGGCCCACC---------------CGGCGG--------ACCACCAGGCGG---------------TCCTCGCGGAGGT---CCCCGTGT------------A---CCCGGCGGACCACCTGGCG---GTCCC------CGTCGCTACAACAACTATTATCCGCGCCAGCCTCGTCGCGGTCTGGGCGGCGGT

dp5 XR_group6:5905481-5905653 - AACAG------------------CAGCTGCAG---------TCCGGACCCCGCCAGCCCCGCCAAAACTATCGTCGCGGGCCA------------------AGCGG--------ACCCCCCGGTGG---------------ACCTCGCGGCGTT---CCCCGTGG------------T---CCAGGCGGACCCCCTGGTG---GACCC------AGGCGCTACAACAACTACTACCCGCGTCAGCAGCGTCGCGGTTTGGGCGGCGGT
droPer2 scaffold_47:405656-405828 - AACAG------------------CAGCTGCAG---------TCCGGACCCCGCCAGCCCCGCCAAAACTATCGTCGCGGGCCA------------------AGCGG--------ACCCCCCGGTGG---------------ACCTCGCGGCGTT---CCCCGTGG------------T---CCAGGCGGACCCCCTGGTG---GACCC------AGGCGCTACAACAACTACTACCCGCGTCAGCAGCGTCGCGGTTTGGGCGGCGGT
droWil2 scf2_1100000004511:8564201-

8564397 -
AGCAGCAA---------------CAACTGCAAGGAGGGGCAGGTGGACCACGTCAACCACGTCCCAATTATCGTCGCGGTCC------------------CGGTGGCCCACCCG-----GCGGTGG---------------CCCACGCGGTGGT---CCTCGTGG------------CGGTCCAGGTGGACCACCCGGCGGTGGCCCAGG---ACGTCGCTACAATAACTATTATCCGCGTCAGCAGCGTCGAGGACTGGGCGGCGGT

droVir3 scaffold_13049:22946870-
22947075 +

AGCAGCAA---------CAGCAGCAGATGCAG---------TCGGGTCCACGTCAGCCACGTCAGAACTATCGTCGCGGACCC---GGCGG---CGGCCCTGGCGG--------TCCACCCGGTGG---------------CCCACGCGGTGCT---CCACGTGGCG------GCGGC---CCAGGCGGACCACCCGGTG---GACCCGGACAACGTCGCTATAACAACTACTATCCGCGCCAGACGCGCCGTGTGCTCGGAGGCGGC

droMoj3 scaffold_6680:17558569-
17558762 +

AGCAGCA------------ACAGCAAATGCAG---------TCGGGTCCACGCCAGCCACGTCAGAATTATCGTCGTGGTCCC---GGTGG---CGGTCCTGGTGG--------TCCACCCGGTGG---------------CCCACGCGGTGCT---CCTCGTGG------------T------GGCGGACCACCCGGTG---GACTCGGACAACGTCGCTACAATAATTACTATCCGCGCCAGACACGTCGCGTCTTAGGCGGCGGC

droGri2 scaffold_15110:18220679-
18220908 +

AGCAGCAGCTCGATGGACAGCAGATGCAGCAG---------TCGGGACAACGCCAGCCACGTCAAAATTATCGTCGCGGACCCG---GCGGCGGCGGCCCTGGTGG--------TCCTCCCGGCGG---------------TCCACGCGGTGGTGCACCACGTGGCGGCGGCGGCGGC---CCAGGCGGTCCACCCGGTGCTGGTCCTGGCCAGCGTCGCTACAACAATTACTATCCGCGCCAGACACGTCGTGTCCTGGGTGGTGGC
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415254:489716-489900
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:18220679-18220908
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TATGAGGATAAGGGCAATACTTCCAATTATATACCAAACACAAAAATGTTTATATTAAAATTTAATCAACGACCATGCGACCGGCGCTGGAGCAACTGCATCAAGGGCTGGATTCGATCCATCTTCGCCAAACCACTGATGCAACTACTCCAGCTACGCCGGACACACGGGCCTCATCTTGAAAAATATATATATAACTCAACACCGCTTAAGGACTAACTTGAACTGGACATGGGTGGAAC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR553485

Chicharo_3
day-old
ovaries

SRR902009

testis

O001

Testis

SRR902008

ovaries

SRR618934

dsim w501
ovaries

O002

Head

SRR553486

Makindu_3
day-old
ovaries

M025

embryo

GSM343915

embryo

M024

male
body

M023

head

SRR553487

NRT_0-2
hours
eggs

M053

female
body

.....................................................................................GCTGGAGCAACTGCATCAAGGG....................................................................................................................................... 22 0 1 13.00 13 10 1 0 0 2 0 0 0 0 0 0 0 0

.....................................................................................GCTGGAGCAACTGCATCAAGG........................................................................................................................................ 21 0 1 9.00 9 5 1 0 0 2 0 0 0 1 0 0 0 0

..........................................................................................AGCAACTGCATCAAGGGCTGGA.................................................................................................................................. 22 0 1 7.00 7 5 1 0 0 0 0 0 0 0 0 0 1 0

.........................................................................................GAGCAACTGCATCAAGGGCTG.................................................................................................................................... 21 0 1 4.00 4 0 4 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................ACTGATGCAACTACTCCAGCT....................................................................................... 21 0 1 3.00 3 0 0 0 0 0 0 0 1 0 0 1 0 1

.......................................................................ACCATGCGACCGGCGCTGGAG...................................................................................................................................................... 21 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................CCGGACACACGGGCCTCATCT............................................................... 21 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0

......................................................................................................................................ACTGATGCAACTACTCCAGCTAC..................................................................................... 23 0 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0

.....................................................................CGACCATGCGACCGGCGCTGG........................................................................................................................................................ 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

.................................................................................CGGCGCTGGAGCAACTGC............................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0

....................................................................................................................ATCCATCTTCGCCAAACCACT......................................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................ACTGATGCAACTACTCCAGCTA...................................................................................... 22 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0

......................................................................................................................................ACTGATGCAACTACTCCAGC........................................................................................ 20 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0

...............................................................................................................ATTCGATCCATCTTCGCCA................................................................................................................ 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

......................................................................................................AAGGGCTGGATTCGATCCATC....................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0

...............................................................................................................................................................CGGACACACGGGCCTCATCTTGAAAAA........................................................ 27 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0

...............................................................................................................................................................CGGACACACGGGCCTCATCTTGAAAAAT....................................................... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0

......................................................................................................................................ACTGATGCAACTACTCCAGCTACGCC.................................................................................. 26 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
TATGAGGATAAGGGCAATACTTCCAAT....................................................................................................................................................................................................................... 27 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
....................................................................................................................................CCACTGATGCAACTACTCCAGC........................................................................................ 22 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
...........................................................................................................................TTCGCCAAACCACTGATGCAAC................................................................................................. 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
...............................................................................................CTGCATCAAGGGCTGGATTT............................................................................................................................... 20 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................AGCAACTGCATCAAGGGCTG.................................................................................................................................... 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................AGCAACTGCATCAAGG........................................................................................................................................ 16 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................AGCAACTGCATCAAGGGCTGG................................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................GCTGGAGCAACTGCATCAAGGGA...................................................................................................................................... 23 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................CGATCCATCTTCGCCAAACCAC.......................................................................................................... 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
......................................................TTAAAATTTAATCAACGAC......................................................................................................................................................................... 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
........................................................................................GGAGCAACTGCATCAAGGGCT..................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
............................................................................................CAACTGCATCAAGGGCTGGAT................................................................................................................................. 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ATACTCCTATTCCCGTTATGAAGGTTAATATATGGTTTGTGTTTTTACAAATATAATTTTAAATTAGTTGCTGGTACGCTGGCCGCGACCTCGTTGACGTAGTTCCCGACCTAAGCTAGGTAGAAGCGGTTTGGTGACTACGTTGATGAGGTCGATGCGGCCTGTGTGCCCGGAGTAGAACTTTTTATATATATATTGAGTTGTGGCGAATTCCTGATTGAACTTGACCTGTACCCACCTTG

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

#
Mismatch
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Total
Norm Total

SRR902009

testis

O001

Testis

M053

female
body

SRR553486

Makindu_3
day-old
ovaries

SRR902008

ovaries

SRR553485

Chicharo_3
day-old
ovaries

SRR618934

dsim w501
ovaries

....................................................................................GCGACCTCGTTGACGTAGTTC......................................................................................................................................... 21 0 1 2.00 2 2 0 0 0 0 0 0

.........................................................................................CTCGTTGACGTAGTTCCCGAC.................................................................................................................................... 21 0 1 2.00 2 2 0 0 0 0 0 0

.........TTCCCGTTATGAAGGTTAATA.................................................................................................................................................................................................................... 21 0 1 2.00 2 2 0 0 0 0 0 0

.............................................................AATTAGTTGCTGGTACGCTGG................................................................................................................................................................ 21 0 1 1.00 1 1 0 0 0 0 0 0

.......................................................................................................................GTAGAAGCGGTTTGGTGACTA...................................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0

........................................................................................CCTCGTTGACGTAGTTCCCGAC.................................................................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0 0

.............................................................AATTAGTTGCTGGTACGCTG................................................................................................................................................................. 20 0 1 1.00 1 1 0 0 0 0 0 0

....................................................................................................................................GGTGACTACGTTGATGAG............................................................................................ 18 0 1 1.00 1 0 1 0 0 0 0 0

.......................................................................................TCCTCGTTGACGTAGTTCCCGAC.................................................................................................................................... 23 1 1 1.00 1 1 0 0 0 0 0 0

.........................................................TTTAAATTAGTTGCTGGTACG.................................................................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0

..................................................................................................................GCTAGGTAGAAGCGGTTTGGTGA......................................................................................................... 23 0 1 1.00 1 0 1 0 0 0 0 0

................................................................................................................................................................................................................................GGACCTGTACCCACCT.. 16 1 7 0.14 1 0 0 0 1 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 3l:16596464-16596705 + dsi_32454 TATGAGGATAAGG-----------------GCAATACTTCCAATTAT------------------------------------ATA-----------------------------CCAAACACAAAAATGTTTATATTAAAATTTAATCAACGACCAT-G-CGACCGGCGCTGGAGCAACTGCATCAAGG-GCTGGATTCG------------------------------------------ATCCA-----TCT--TCGCCAAA---CCACTGATGCAACTACTCCAGCTACGCCGGAC--ACACGGGC--CT-CATC--TTGAAAA------------ATATA----TATATAACTCAACACCGCTTAAG-GACTAACTTGAACTGGACAT-----------------------------GGGT-----GGAAC
droSec2 scaffold_0:9073999-

9074239 +
dse_163 TATGT-GATAAGG-----------------GCTATACTTCCAGTTAT------------------------------------ATA-----------------------------TCAAACACAAAAATGTTTATATTAAAATTTAATCAACGACCAT-G-CGACCGGCGCTGGAGCAACTGCATCAAGG-GCTGGATTCG------------------------------------------ATTCA-----TCT--TCGCCTAG---CCACTGATGCAACTGCTCCAGCTGCGCCGGAC--ACACGGGC--CT-CAGC--TTGAAAA------------ATATA----TATATAACTCAACACCGCTTAAG-GACTAACTTGAACTGGACAT-----------------------------GGGT-----GGAAC

dm3 chr3L:17013398-17013639 + dme_266 TTTGT-GATAAGG-----------------GCAATCCTTCCAATTAT------------------------------------ATA-----------------------------CCAAACACAGAAATGTTTATATTAAAATTTAATCAACGACTGT-G-CGACCGGCGCTGGAGCAACTGCATCAAGG-GCTTGATTCG------------------------------------------ATCCA-----TCT--TCGCCAAG---CCACTGATGCAACTGCTCCAGCTGCGCCGGGC--ACACGGGC--CT-CAGC--TTGAAAA------------ATATA----TATATAACTCAACACCGCTTAAG-GACTAACTTGAACTGGACAT-----------------------------GGGT---G-GAAAC
droEre2 scaffold_4784:16829173-

16829409 -
TATG--GATAAGG-----------------GACATCCTTTCAATTAT------------------------------------ATA-----------------------------CCAAGCACAGATACATTTATATTAAAATTTAATCAACGTCCGT-G-CGACCGGCCATGGAGCAAATGCATCAAGG-GCTGGATTCG------------------------------------------AGCCA-----TCT--GGGCC-AG---TCACTGATGCAGCTGCTCCATCTGGGCCGGAC--GCACGGGC--CT-CAGC--TTGAAAA------------ATATA----TATATAACCCAACACCGCTTAAC-GACTAAC--GAACTGGACGT-----------------------------GGGT-----GAAAT

droYak3 3L:17060431-17060668 - dya_1791 CATGT---AAATG-----------------GCAATCCTTGCAGTTAT------------------------------------ATA-----------------------------CAAAACACAAATATGTTTATATTAAAATTTAATCAACGTCCGT-G-CGGCCGGCTCTGGAGCAACTGCATCAAGG-GCTGGATTCG------------------------------------------ATCCA-----TCT--TGGCC-AG---GCACTGATGCAGCTGCTCCAGCTGGACCGGAC--GCACGAGC--CT-CAGC--TTGAAAA------------ATATA----TATATAACTCAACACCGCTTAAG-GACTAACTTGAACTGGACAT-----------------------------GGGT-----GAAAC
droEug1 scf7180000409711:321955-

322204 -
TGTA--GATCC-TTC-------TCCAAAACCCAGTCCTTTAACTTAA------------------------------------GCA-----------------------------CCAAACACTGATATATTTGTATTAAAATTTACTTAACTCCCAT-G-CTTCCAGCGCTGGAGCAACTGCAGCAACC-GCTGGATTCA------------------------------------------ATGCC-----TTT--TGGCC-AG---CCGCTGATGCAGCTACTCCAGCTGGGCCGAAG--GCACCGGT--CT-CAGC--TTGAAAA------------ATATA--TATATATAACTCAACACCGCTTAGG-GACTAACATGAACTGGACAT-----------------------------GGGT-----GGAAC

droBia1 scf7180000302428:3096405-
3096636 -

A---------AAC-----------------GTATTCCCAACAATTAA------------------------------------ATA-----------------------------CCACACTAGGATATATTTATATTAAAATTTACTCAACGTCCGG-G-CTGCCGGCGCTGGAGCAACTGCAGCAGTC-GTTGCGTTGG------------------------------------------ATACC-----CCT--TAGCC-AG---CCACTGATGCAGCTGCTCCAACTGGGCCGGTC--GCACCGGT--CT-CAGC--TTGAAAA------------ATATA----TATATAACTCAACACCGCTTAGG-GACTAACTTGAACTGGACAT-----------------------------GGGT-----GGAAC

droTak1 scf7180000415352:343034-
343261 -

------------------------------------CTTCTAATTAA------------------------------------GTA-----------------------------CACAAAGCAGGTGTATTTCTATTAAAATTTACTCAACGTCCGT-G-CGGCCGGCGCTGGAGCAACTGCAGCAGCC-GCTGGACTCG------------------------------------------AATCC-----TCTAGCTCCC-AG---CCACCGATGCAGCTGCTCCAACTGAGCCGGAC--GCAGCGGT--CT-CAGC--TTGAAAA------------ATATA--TATATATAACTCAACACCGCTTAGG-GACTAACTTGAACTGGACAC-----------------------------GGGT---GTGGAAC

droEle1 scf7180000491255:3452229-
3452466 +

AC--------------------------------TTCTTCCGATAGA------------------------------------ATA-----------------------------GCCAACACAATTACATTTTTATTACAATTTACTCAACGTCCGG-G-CTGCCGGCGCTGGAGCAACTGCATCGACC-GCTGGATCCC------------------------------------------ATTGC-----TGT--TGGCC-AG---CGACCGATGCAGCTGCTCCAGCTGCGCCGGAA--GCACCGGT--CT-CAGC--TTGAAAAATATATTTATATATATA----TATGTAACTCAACACCGCTTAGG-GACTAACTTGAACTGGACAT-----------------------------GGGT-----GGAAC

droRho1 scf7180000779902:48389-
48628 -

TCCGT-CTAAAGG-----------------ATGGTCCTTCTAATTAA------------------------------------ATA-----------------------------CCCAACACTGTTAAATTTCTATTACAATTTACTCAACGACCGG-A-CTGCCGGCGCTGGAGCAACTGCAGCATTC-GCTGGATCCG------------------------------------------ATAGC-----GTT--TGGCC-AG---CGACTGATGCAGCTGGTCCAGCAGGCCGGGAA--GCACCGGT--CT-CAGC--TTGAAAA------------ATATA----TATATAACTCAACACCGCTTAGG-GACTAACTTGAACTGGACAT-----------------------------GGGC-----GGAAC

droFic1 scf7180000454107:485617-
485811 +

-----------------------------------------------------------------------------------------------------------------------------------TTCTATTACAATTTACTCAACGACCGT-G-CCGCCGGCGCTGGAGCAACTGCAGCAACC-TGTGGATCAG------------------------------------------CGCCC-----GTT--CGGCC-AC---CGACTGATGCAGTTGCTCCGGCCGGACCGGAG--GCACCGGGTTCTTCAGC--TTGAAAA------------ATATA----TATATAACTCAACACCGCTTAGG-GACTAACTTGAACTGGTCGT-----------------------------GGGT-----GGAAC

droKik1 scf7180000302486:860819-
861053 +

AGAAA-GATAT-TTCAAAGTTTCCCAAGACCCA--------AATAAT------------------------------------AGC-----------------------------TTAAATTTGACTACATTTCAATTAGAATTTACTCAACGCCCGC-T-CTTCCGACACTGGAGCAGTTACAGAAATC-GGTGGCAT----------------------------------------------AGC-----CTT--CCGCC-AC---CGTCTGCTGCAGCTGCTCCAGGAGG---GAAA--AAGCCGGT--CT-CAGTTTTTGGAAA------------ATATA----TAGATAACGCAACACCGCTTAGG-GACTAACTTT--------GT-----------------------------TGTG-----GGAAC

droAna3 scaffold_13337:13605768-
13606079 -

CAGA--TAGAC-G--------------------------------AGACACAAACCCCCATTAACTT-GGAAAAAATT-TTAAAAATATTTCTTAAATTACAAAACAGGAGGAGGCCACTAACAGATTATTTTCAATTAAAATTTACTCAACGCCCTTCGTGTTCCGACGTGGGAGCAACTGCAGCCACC-ACCGGAGCA--------------------------------CCATACCTGCA--ATA-----GCT--TGTCC-AG---TGGCTGCTGCAGTTGCTCCAACTGGACCGGAA--GCACCGGG--CT-CTGC--TTGAAAA------------ATATATATATATATAACTCAACACCGCTTAGG-TACTAACTTGAACTGGACAA----------------TATTTGGATTTT-TTTG-----GAAAC

droBip1 scf7180000395832:550897-
551197 -

CATT----ACCTG-----------------GCACTGTAT-CCATGAGATACTA-TCCACATTAACCTCCGAATCCATTTTTAAAAA-----------------------------CCCCTCAGATATTATTTTCAATTAAAATTTACTCAACACCCTT-GACTTCCGACGCTGGAGCAACTGCAGCCTCC--CTGGAGCA--------------------------------CCAAATCTGCA--TAA-----GTC--TGCCC-AG---CGGCTGCTGCAGTTGCTCCAACTGGACCGGAA--GCACCGGG--CT-CTGC--TTGAAAA------------ATATATATATATATAACTCAACACCGCTTAGG-TACTAACTTGAACTGGACAA----------------TAGTTGTGTGTGTTGGGGGACTAGAAC

dp5 XR_group8:696589-696794 - dps_3843 A---------------------------------------------------------------------------------------------------------------------AACACACAGACATTTGGTTCACAATTTACAC--T----------GGCCG--ACTGGAGCAGCTGCAGCAACT-GGTGACTACG-------------------------CCCAGA---------------GGACTGTCT--AGTAC-AGCGTCGGCTGCTGCAGCTGCTCCAGCGGCAGGCGCAATGCAAAAAT---T-TATT--CTAAAAA------------ATATA----CATGTAACTCAACACCGCTTGGGTAACTAACTGGAACTCGAAAC-----------------------------TAAA-----TTAAC
droPer2 scaffold_32:787505-787738

+
dpe_2517 -------------------------------------------------------------------------------------A-----------------------------CGAAACACAGAGACATTTGGTTCACAATTTACAC--T----------GGCCG--ACTGGAGCAGCTGCAGCAACT-GGTGACTACG-------------------------CCCAGA---------------GGACTGTTT--AGTAC-AGCGTCGGCTGCTGCAGCTGCTCCAGCGGCAGGCGCAATGCAAAAAT---T-TATT--CTAAAAA------------ATATA----CATGTAACTCAACACCGCTTAGGTAACTAACTGGAACTCGAAACTAAATTAACTGAGGGGTATGTGTGTGTGTGGGT---------G

droVir3 scaffold_13049:10145183-
10145369 -

---------------------------------------------------------------------------------------------------------------------------------------------------------------------CGGCGCTGGAGCAGGTGCAACACGC-ACTGAACCAAATCCTGGCACAAATGGGCAAGCCAT------CCATATGGACC--AGC-----ACT--TGTCC-AG---CAATTGCTGCACATGCTACGGCTGCCGCGCCT--ACGGAGCT--CT-TTAC--TTGGAAT------------CAATTAAAAAATATAACTTAACGCAGCTTAAA-GTCTAGA-----------AA-----------------------------AAGA-----AAAAC

droMoj3 scaffold_6680:10650097-
10650323 +

dmo_3162 ACTGCTGCTAG-------------------GTG----------------------------------------------------------------------------------TTCCACACATATAGTTTT-------TACTTGCTCAA--------------CGGCGCTGGAGCATGTGCAGCAAGAAGCTGCACTAGACGCTGGGTC--ATGGGAACGTCAT------CCATGGGTACCAGGGA-----ATT--TGTGC-AG---CTTGTGCTGCACATGCTTCAGCTGACCGCTTA--TCAGAGCT--CT-TTAC--TTTGAAT------------CAAATAAAAAATATAACTTAACG---CTTATA-GTCTGAA-----------AA-----------------------------ACGC-----C-TAA
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409711:321955-322204
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:3096405-3096636
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415352:343034-343261
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491255:3452229-3452466
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779902:48389-48628
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454107:485617-485811
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302486:860819-861053
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:13605768-13606079
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395832:550897-551197
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:696589-696794
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3843.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_32:787505-787738
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2517.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:10145183-10145369
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:10650097-10650323
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3162.html
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

five_prime_UTR [3r_26723671_26724232_+]; utr5 [utr5_plus_12954]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GTAGCAACGTTTACAATCCGCGAAAGTGCAGTCGCAGAATTTTCCGGCGGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACTAGACAGTTCCGATCAGTCCGCACTAAACCC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR553485

Chicharo_3
day-old
ovaries

M023

head

SRR553486

Makindu_3
day-old
ovaries

SRR553487

NRT_0-2
hours
eggs

SRR553488

RT_0-2
hours
eggs

SRR618934

dsim w501
ovaries

GSM343915

embryo

M024

male
body

M053

female
body

SRR902008

ovaries

SRR902009

testis

M025

embryo

O001

Testis

O002

Head

.............................................................TAACCAATGTGGCACTTCCAATGAGA.................................................................................................... 26 0 1 41.00 41 21 0 8 8 4 0 0 0 0 0 0 0 0 0

.......................................................................................................TTGGATGCTCTCAGTATTGGTT.............................................................. 22 0 1 4.00 4 0 3 0 0 0 0 0 1 0 0 0 0 0 0

.......................................................................................................TTGGATGCTCTCAGTATTGG................................................................ 20 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................AAGGCGTTGGATGCTCTCAGTATTGGT............................................................... 27 0 1 2.00 2 0 0 1 1 0 0 0 0 0 0 0 0 0 0

.............................................................................................TTGCAAGGCGTTGGATGC............................................................................ 18 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TATTGGTTATTGGCGAGATTG................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0

........................................................................................................TGGATGCTCTCAGTATTGGTTATTGGC........................................................ 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................GTTCCGATCAGTCCGCACTAA.... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................TAACCAATGTGGCACTTCC........................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1

..................................................................................................................................CGAGATTGGCCCCGGGACAGCATT................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0

.............................................................................................TTGCAAGGCGTTGGATGCT........................................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................TAACCAATGTGGCACTTCCA.......................................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TCAATTGCAAGGCGTTGGATGCTCTC........................................................................ 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................AGGCGTTGGATGCTCTCAGTATTGGT............................................................... 26 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0

.............................................................TAACCAATGTGGCACTTCCAATGAG..................................................................................................... 25 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0

.............................................................TAACCAATGTGGCACTTCCAATG....................................................................................................... 23 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0

............ACAATCCGCGAAAGTGCAGTCGCA....................................................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0

.......................................................................................AATCAATTGCAAGGCGTTGGATGC............................................................................ 24 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0

..................................................................................................AGGCGTTGGATGCTCTC........................................................................ 17 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0

.............................................................TAACCAATGTGGCACTTCCAATGA...................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0

..............................................................................................TGCAAGGCGTTGGATGCTCC......................................................................... 20 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0

...........TACAATCCGCGAAAGTGCAGTCGCAGA..................................................................................................................................................... 27 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

........................................................................................ATCAATTGCAAGGCGTTGGATGC............................................................................ 23 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0

............................................................................................ATTGCAAGGCGTTGGATGC............................................................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0

..........................................................................................CAATTGCAAGGCGTTGGATGCTCTCAG...................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0

.......................................................................................AATCAATTGCAAGGCGTTGGATGCTC.......................................................................... 26 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0

....................................................................TGTGGCACTTCCAATGAGAAA.................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0

...............................................................................................................TCTCAGTATTGGTTATTG.......................................................... 18 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................CGAGATTGGCCCCGGGACAGCATTACTA............................. 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0

.......................................................................................................TTGGATGCTCTCAGTATTGGTTATT........................................................... 25 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0

.............................................................TAACCAATGTGGCACTTCCAATGAGAA................................................................................................... 27 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0

.................................................................................................AAGGCGTTGGATGCTCTC........................................................................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0

..............................................................AACCAATGTGGCACTTCCAATGAGA.................................................................................................... 25 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

.....................GAAAGTGCAGTCGCA....................................................................................................................................................... 15 0 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................AGGCGTTGGATGCTT.......................................................................... 15 1 7 0.14 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0

Anti-sense strand reads

CATCGTTGCAAATGTTAGGCGCTTTCACGTCAGCGTCTTAAAAGGCCGCCCCGAAGACCGAATTGGTTACACCGTGAAGGTTACTCTTTAGTTAACGTTCCGCAACCTACGAGAGTCATAACCAATAACCGCTCTAACCGGGGCCCTGTCGTAATGATCTGTCAAGGCTAGTCAGGCGTGATTTGGG

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

#
Mismatch

Hit
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Total
Norm Total

SRR618934

dsim w501
ovaries

SRR553487

NRT_0-2
hours
eggs

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 3r:26724016-26724202 + dsi_32457 G--TAGCAACGTTTA----------------------CAATCC------GCGAAAGTGC----------------AG------TCGCAGAA---TTT------TCCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACT-A---------GAC-------------------AGTTCCGATCAGTCCG----CACT-AAACCC----
droSec2 scaffold_2807:1085-1271 + dse_1845 G--TAGCAACGTTTA----------------------CAATCC------GCGAAAGTGC----------------CG------TCGCAGAA---TTT------TCCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACT-A---------GAC-------------------AGTTCCGATCAGTCCG----CACT-AAACCC----
dm3 chr3R:27444043-27444229 + dme_422 G--TAGCATCGTTTA----------------------CAATCC------GCGAAAGTGC----------------AG------TCGCAGAA---TTT------TCCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACT-A---------GAC-------------------AGTTCCGATCAGTCCG----CACT-AAACCC----
droEre2 scaffold_4820:530477-530664

-
der_1522 G--TAGCAACGTCTA----------------------CAATCC------GCGAAAGTGC----------------AG------TCGCAGAA---TTT------TCCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGGCAGCATAACT-A---------GAC-------------------AGTTCCGATCAGTCCG----CACT-AAACCCT---

droYak3 3R:28380157-28380343 + dya_1797 G--TAGCAACGTTTG----------------------TAATCC------GCGAAAGTGC----------------AG------TCGCAGAA---TTT------TCCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACC-A---------GAC-------------------CGTTCCGATTAGTCCG----AATT-AAACCC----
droEug1 scf7180000409488:463420-

463601 -
G--TAGCAACGTT-A----------------------CAAATC------GCGAAAGTGC----------------------------AGAA---TTT------TCCGGCC-GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGAGACAGCATTTCT-A---------AGC-------------------AGTTTCGTTCAGTCCG----AGTTAAAACTC----

droBia1 scf7180000302035:101881-
102083 +

A--GAGCAACGTTTT-----------------------GAATC------GCGAAAGTGC----------------AGTCGGCGTAGCAGAC---TTTC-CTCCTCCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCTGTATTGGTTATTGGCGAGATTGGCCCCGAGGCAGCGTCACT-AGG-TC--TAGGC-------------------AGTTCCGATCAGTCCG----AGTT-AAACCC----

droTak1 scf7180000415712:510640-
510848 +

G--CAGCAACGTTTTCCACTTCCATTTC---------CCGACC------GCGAAAGTGC----------------------------AGAT---TTTCCCTTTTCCCGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGTTTGGCCCCGAGGCAGCATAACT-A-TATC--TAG--------------ATCCG--GGTTCCGATCAGTCCG----AGTT-AAACCC----

droEle1 scf7180000491194:1479822-
1480037 +

AATTAGCAACGTTTG----------------------TAAATC------GCGAAAGTGC----------------T--CGGAGTCTCAGAC---TTT------TTTGGCG-GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGACGTTGGATGCTCTCAGTATTGGTTATTGGCAAGATTGGCCCCGAGACAGCAGTATT-C-------TAGGCACTTGGATACCAATCCAATAGTTCCGATCAGTCCG----ACTTTAATACC----

droRho1 scf7180000779322:264797-
265012 -

G--TAGCAACGTTTG----------------------TAAATC------GAGAAAGTGCTTGGGGACGCGGTCGCAG------TCGCAGAC---TTT------TCCGGCG-GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATAGGCCCCTAGGCAGCAATATT-A---------GGCACTGG-------TACCCATAGTTCCGATCAGTCCG----AATT-AAACCC----

droFic1 scf7180000454114:125762-
125965 +

G--TAGCAACAGTAA----------------------AAAATC------GCGAAAGTGC----------------AG------TCGAAGAG---TTT------ACCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGAGGCAGCGGTATT-G---------GGCACTAG-------ACCCTATAGTTCCGATCAGTCCG----AATTTGAACCCAACA

droKik1 scf7180000302810:681812-
682012 +

G--AGACAAAAAACA---C-----------AACCGTAAGAATCGCGAGTGGGAAAGAGT---G------------GG------ACGCGGTG---T-A------TCCGGCGCGGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGGAATCAATTGCAAGTCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCCAGGCAGCTATAGT-T---------G-T-------------------TGTTCCGCTTAGTCCG----AG-T-AATTTT----

droAna3 scaffold_12911:3664259-
3664461 -

dan_200 G--AAGCAACAA--A------CC--ATCCGTACCGGAAGAATC------GCGAT----C----------------AG------TGGCAGAAAAGTTA------TACGGCG-GGCGATTCTGGCCTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGTCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGGCCCGAGACAACTGTTGT-C-------CACCC-------------------ACTCT-----AGTCCGTTCTAGTTTGACTCT--CG

droBip1 scf7180000396640:523305-
523505 -

G--AAGCAACAATTC----------ATCGAAACCGGAAGATTC------GCGAT----C----------------AG------TGGCAGAAAAGTTA------TACGGCG-GGCGACTCTGGCCTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGTCCTTGGATGCTCTCAGTATTGGTTTTTGGCGAGATTGGCCCCGCGGCAACTGTTGT-C-------TACCC-------------------AGTCTAGTCCATTCTA----GGTT-GCCCCT----

dp5 2:16675555-16675698 - dps_3828 G---------------------------------------------------------------------------------------------------------------GGGTCTCTGGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTACAAGTCGTTGGACGTTCTCAGTATTGGTTATTGGCAAGAAGAGCCCACAGGCAGCTATAAG-AGT-TACA---AT-------------------TGTAAAGATAGATTAG----CGCT-TAAGCA----
droPer2 scaffold_0:3721652-3721795

+
dpe_2482 G---------------------------------------------------------------------------------------------------------------GGGTCTCTGGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTACAAGTCGTTGGACGTTCTCAGTATTGGTTATTGGCAAGAAGAGCCCACAGGCAGCTATAAG-AGT-TACA---AT-------------------TGTAAAGATAGATTAG----CGCT-TAAGCA----

droWil2 scf2_1100000004902:9400240-
9400376 +

dwi_5416 G------------------------------------------------------------------------------------------------------------------CTTCTAGCTTAATCAATGCGACACTTCCAATGAGGAATCCATTCGAAATCGTTGGATGATATCAGTATTGGTTATTGGCGAGAAGCATCTAAAAGCAGCTTTAAG-T-T-AACA--AAC-------------------AATT-AGATTGTTAAG----CATT-AT---A----

droVir3 scaffold_13047:9559455-

9559595 -

dvi_24635 G---------------------------------------------------------------------------------------------------------------GGTTTTCTAGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTCGAAATCGTTGGATGTTCTCAGTATTGGTTATTGGCCAGAAGAACCCAAACACAGCTATAAG-A---------AAC---------------CA--AAAATAAAATAAACAA----CAAA-AGACAC----

droMoj3 scaffold_6540:7667646-
7667784 -

dmo_270 G---------------------------------------------------------------------------------------------------------------AGTTTTCTAGCTTAACCAATGTGGCACCTCCAATGAAAAATCAATTCGAAATCGTTGGATGTTCTCAATATTGGTTATTGGCCAGAAGAGCTCAAACACAGCTATAAG-A---------AAC-------------------GAAACCATCAAATATA----TGAT-ATAAAC----

droGri2 scaffold_14906:2448932-
2449065 -

dgr_463 G---------------------------------------------------------------------------------------------------------------GGTTTTCTAGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTTGCAATCGTTGGATGTTCTCAGTATTGGTTATTGGCCAGATGAATCCAAACACAGCAATAATTA-AAAC--CAA--------------ATACA-----------------A----CAAC-AAAAAA----
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409488:463420-463601
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302035:101881-102083
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415712:510640-510848
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491194:1479822-1480037
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779322:264797-265012
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454114:125762-125965
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302810:681812-682012
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12911:3664259-3664461
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_200.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396640:523305-523505
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:16675555-16675698
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3828.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:3721652-3721795
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2482.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:9400240-9400376
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5416.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:9559455-9559595
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24635.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:7667646-7667784
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_270.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:2448932-2449065
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_463.html


ID:

dsi_11938

Coordinate:
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Confidence:
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Class:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [2l_11662998_11663055_+]; CDS [2l_11662699_11662997_+]; CDS [2l_11663056_11663245_+]; utr5 [utr5_plus_1704]; utr5 [utr5_plus_1705]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TGTCGGCGGGTTAAGGCACCCAAAATGGTTCAGCCCTTGTACAAATATAGGTGTGATTTTTCCAGGCATAACATAATTCATAATGTTTATATCCCGGATGCATTGCAGCTCCCATGTCCGCGAAGACCACAACCATCAGATCTTCGGAGTGCAGTTCA

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

#
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SRR902009

testis

SRR553486

Makindu_3
day-old
ovaries

M023

head

SRR553488

RT_0-2
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M025

embryo

M024
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body

SRR553487

NRT_0-2
hours
eggs

SRR618934

dsim w501
ovaries

.....................................................................................TTTATATCCCGGATGCATTGCAG.................................................. 23 0 1 22.00 22 10 1 1 1 4 3 1 1

.....................................................................................TTTATATCCCGGATGCATTGCAGT................................................. 24 1 1 13.00 13 9 4 0 0 0 0 0 0

.....................................................................................TTTATATCCCGGATGCATTGC.................................................... 21 0 1 7.00 7 1 0 6 0 0 0 0 0

.....................................................................................TTTATATCCCGGATGCATTGCAGA................................................. 24 1 1 4.00 4 2 1 0 1 0 0 0 0

.....................................................................................TTTATATCCCGGATGCATTGCAA.................................................. 23 1 1 4.00 4 1 2 0 1 0 0 0 0

.....................................................................................TTTATATCCCGGATGCATTG..................................................... 20 0 1 3.00 3 1 0 1 1 0 0 0 0

.....................................................................................TTTATATCCCGGATGCATTGCAGAAA............................................... 26 3 1 2.00 2 1 1 0 0 0 0 0 0

.....................................................................................TTTATATCCCGGATGCATTGCAAA................................................. 24 2 1 2.00 2 2 0 0 0 0 0 0 0

.....................................................................................TTTATATCCCGGATGCATTGCAGAA................................................ 25 2 1 2.00 2 2 0 0 0 0 0 0 0

.....................................................................................TTTATATCCCGGATGCATTGCAC.................................................. 23 1 1 1.00 1 0 0 0 0 1 0 0 0

.....................................................................................TTTATATCCCGGATGCATTGCAGTA................................................ 25 2 1 1.00 1 1 0 0 0 0 0 0 0

.....................................................................................TTTATATCCCGGATGCATTGCA................................................... 22 0 1 1.00 1 0 1 0 0 0 0 0 0

Anti-sense strand reads

ACAGCCGCCCAATTCCGTGGGTTTTACCAAGTCGGGAACATGTTTATATCCACACTAAAAAGGTCCGTATTGTATTAAGTATTACAAATATAGGGCCTACGTAACGTCGAGGGTACAGGCGCTTCTGGTGTTGGTAGTCTAGAAGCCTCACGTCAAGT

**************************************************.((((((...(((.((...(((((........))))).....)).)))...)))))).**************************************************
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Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 2l:11662948-11663105 + dsi_11938 TGTCGGCGGGTTAAGGCACCCAAAATGGTTCAGCCCTTGTACAAATATAGGTGTGATTTTTCCAGGC--------ATAACATAATTC----------------------ATAA-----TG--------------------------------------------TTTATATCCCGGAT----GCATTGCAGCTCCCATGTCCGCGAAGACCACAACCATCAGATCTTCGGAGTGCAGTTCA
droSec2 scaffold_16:190669-190826 + TGTCGGCGGGTTAAGGCACCCAAAATGGTTCAGCCCTTGTACAAATATAGGTGTGATTTTTCCAGGC--------ATAACATAATTC----------------------ATAA-----AG--------------------------------------------TTTATATCCCGGAT----GCATTGCAGCACCCATGTCCGCGAAGACCACAACCATCAGATCTTTGGAGTGCAGTTCA
dm3 chr2L:11991222-11991379 + dme_429 TGTCGGCGGATCAAGGCACCCAAAATGGTTCAGCCCTTGTACAAATATAGGTGTGATTTTTCCAGGC--------AGAACATAAGTC----------------------ATAA-----TG--------------------------------------------TTTATATCCCGGAT----GCATTGCAGCTCCCATGTCCGCGAGGACCACAACCATCAGATCTTCGGAGTGCAGTTCA
droEre2 scaffold_4929:13418888-

13419044 -
TGTCGGCGGGTTAAAGCGCCAAAAATGGTTCAGCCTTTGTACAAATATAGGTGCGTTTT-ACTATGC--------ACCGCATAATGC----------------------ACAT-----AG--------------------------------------------ATTATTACCCGGAT----GCATTGCAGCTCCCATGTCCGCGAGGACCACAACCACCAGATCTTTGGGGTGCAGTTCA

droYak3 2L:8414072-8414227 + TGTCGGCGGGTTAAGGCGCCAAAAATGGTTCAGCCTTTGTACAAATATAGGTAGGTTTT-ACTACGC--------TCCACATAATAC----------------------ACA------AG--------------------------------------------TTAATTACCCAGAG----GCATTGCAGCTCCCATGTTCGCGAAGACCACAACCACCAGATCTTTGGGGTGCAGTTCA
droEug1 scf7180000409122:383549-

383706 +
TGCCGCAGGGTCAAAGCTCCAAAAATGGTTCAACCGCTATACAAGTACAGGTGTGATTC-CCGTGGA--------GTATCAACATCT----------------------GCAT-----AG--------------------A-----------------------TTTAACCCTCTGGC----GCATTGCAGTTCCCATGTCAGGGAAGACCACAACCATCAGATCTTTGGGGTTCAGTTCA

droBia1 scf7180000302422:1027715-
1027871 -

TGCCGACGGGTCAAGGCTCCTAAAATGGTCCAACCGCTGTACAAGTACAGGTGAGGTTC-CTTTGGG--------ATAGCTACAATT----------------------GTAT-----GC--------------------------------------------CTTAAGTCCCGAAA----ACACTGCAGCTCCCATGTCCGCGAGGACCACAACCACCAGATCTTTGGCGTCCAGTTCA

droTak1 scf7180000415863:255471-
255628 -

TGCCGTCGCGTTAAGGCTCCCAAAATGGTCCAGCCGCTGTACAAGTACAGGTGGGATTC-CCTAAGG--------CTAACATCAGTT----------------------TCTA-----AG--------------------C-----------------------TTTAATCTCTGGAT----GACTTGCAGCTCCCATGTCCGTGAGGACCATAACCACCAGATCTTCGGGGTGCAGTTCA

droEle1 scf7180000491028:3175553-
3175709 -

TGCCGACGGGTTAAGGCTCCAAAAATGGTTCCACCGCTCTACAAATACAGGTGGAATTG-CCTAAGT--------GTGACTTGATTT----------------------CTGT-----AT--------------------------------------------ATTTATCCTTGCAT----GCATTGCAGTTCACATGTCCGTGAGGATCACAACCACCAGATCTTCGGCGTGCAGTTCA

droRho1 scf7180000779410:512327-
512494 +

TGCCGGCGTGTTAAGGCTCCAAAAATGGTTCAACCGCTTTACAAGTACAGGTGGGATTT-CTTTGGT--------GAAA-TT-----AAATAAG--------------------------------------------TAC----------TATATATATATGTATTAATAACCGAAT----TAATTGCAGTTCCCATGTCCGCGAGGATCACAACCACCAGATCTTTGGGGTGCAGTTCA

droFic1 scf7180000453936:182019-
182173 -

TGCCGGCGCCTAAAGGCACCAAAAATGGTCCAACCGCTGTACAAGTACAGGTGGGATTT-CCTTGGT--------GTATCTAGATTT----------------------AAAT---------------------------------------------------ATAATTCCCCTTTG----GAATTGCAGTTCCCACGTTCGCGAGGACCACAACCACCAGATCTTCGGGGTGCAGTTTA

droKik1 scf7180000301476:566037-
566191 -

TGCCGACGGGCCAAGGCTCCGAAAATGGTGCCACCGCTTTACAAGTACAGGTGAGAGAG-AC--------A-------G-TT-----C---------------GGATTTTAGTAACCAA---------------------------------------------TCTAATCCTCGAAT----GCCTTGCAGCTGTCATGTGCGTGAGGACCACAACCACCAGATCTTTGGGGTGCAGTTTA

droAna3 scaffold_12916:4417795-
4417957 +

TGCCGCCGGGCCAGGGCACCAAAGTTAGTGCAGCCACTATACAAGTATGGGTAAGGTAT-AC--------G-------A-TT-----TAAAAAA-------TACAATTTTTTGA----GT-----------------ATTT----------AGTC--------------CTGTCTTAT----TTCTTGCAGCTGCCATGTACGGGAGGATCACAATCATCAGATATTTGGGGTGCAGTTTA

droBip1 scf7180000396737:365848-
366012 -

TGCCGCCGGGTCAAGGCCCCAAAGTTGGTGCAGCCACTATACAAGTACAGGTAAGTTAT-TT--------G--------AAA-----AAAGAAA----AA-CAAAATTTATGGA----GC-----------------ATA-----------------TAATC-------GCATCTTAT----GCCTTGAAGCTGTCATGTACGGGAGGACCACAATCATCAGATATTTGGGGTGCAGTTTA

dp5 4_group3:7280922-7281081 - TGCCGTCGCGTCAAGGCACCAAAAATGGTTCCACCGCTGTACAAGTACAGGTGAGCGGC-TC--------T--------CGCCA--------------GG-TGTGACGCTTC---------------------GTGCGTGG----------TGTGACTACCT--------------GC----CTTTTGCAGCTCCCACGTGAGGGAGGACCACAATCACCAGATCTTTGGTGTCCAGTTCA
droPer2 scaffold_1:8726638-8726797 - TGCCGTCGCGTCAAGGCACCAAAAATGGTTCCACCGCTGTACAAGTACAGGTGAGCGGC-TC--------T--------CGCCA--------------GG-TGTGACGCTTC---------------------GTGCGTGG----------TGTGACTACCT--------------GC----CTTTTGCAGCTCCCACGTGAGGGAGGACCACAATCACCAGATCTTTGGTGTCCAGTTCA
droWil2 scf2_1100000004521:2703913-

2704077 +
TGTCGGCGGGCAAAAGCACCGAAAATTGTTCAACCGCTTTACAAATACAGGTAGGAGAA-AC--------T--------AGCAA-----AAGGGT--CA---AGGATATACTGA----TG-----------------GTG------------------------ATAATCTTCCATGT----CGTTTAAAGCTATCATGTTCGCGAGGATCATAATCATCAAATCTTTGGAGTGCAATTTA

droVir3 scaffold_12963:13200218-
13200379 +

TGCCGGCGTATCAAGGCGCCTAAAATGGTGCAACCTCTGTACAAGTATAGGTGCGCTAT-GC--------AAAAAATA---CAA--------------GA-AATGAATTATT---------------------TTACATG-------------------------------TTCGGTTAAATTGTTTCCAGCTATCACATCCGCGAGGACCACAATCATCAAATCTTTGGCGTACAATTCA

droMoj3 scaffold_6500:16745192-
16745353 +

TGTCGACGGGCGAAGGCGCCAAAAATGGTGCAGCCTTCATATAAATATAGGTGATT--T-C--AGTGCCAG--------CGTCG--------------GC-ATTGAAGTTGT---------------------TTTATCTA------------------------------CTTGAATATCCCTCTTGCAGCCATCATGTGCGCGAGGATCACAATCATCAAATATTTGGCGTTCAGTTCA

droGri2 scaffold_15126:6659693-
6659874 -

TGCCGGCGGGTGAAGGCGCCCAAAATGGTGCAGCCGCTGTTCAAGTACAGGTAGGAGTA-G----------------AC-TT-----ATATATATATATAT--------ATAT-----ATATATATATATATA-----TATAATAATAATAATTGATTAAAT--------------CT----CTTGTGCAGCTATCATGTACGTGAGGATCACAATCACCAAATCTTTGGTGTGCAATTTA
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CCGCAAGCTGCTCGACCAGCATGGCTTCGAACGCAGTCTGCTCTCGAATTGTGAGTGGGGGAAACCCATGTACATATATTGAAATGCTCTATACCTTATAACTTGGGATTAGTAGACTAAATGGGTTGTGACTTTCGATTTCGCCCATTCAAGGGATTTGTTTGCTAGAGCACGAGAGCGATCTGGATACCGGCAGGATAACC
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SRR553485

Chicharo_3
day-old
ovaries

M023

head

M024

male
body

SRR553486

Makindu_3
day-old
ovaries

O002

Head

SRR618934

dsim w501
ovaries

M053

female
body

SRR553487

NRT_0-2
hours
eggs

GSM343915

embryo

....................................................................................................................................TTTCGATTTCGCCCATTCAAGT................................................. 22 1 1 10.00 10 10 0 0 0 0 0 0 0 0

....................................................................................................................................TTTCGATTTCGCCCATTCAAG.................................................. 21 0 1 7.00 7 7 0 0 0 0 0 0 0 0

....................................................................................................................................TTTCGATTTCGCCCATTCAAGA................................................. 22 1 1 6.00 6 6 0 0 0 0 0 0 0 0

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

....................................................................................................................................TTTCGATTTCGCCCATTCA.................................................... 19 0 1 3.00 3 3 0 0 0 0 0 0 0 0

....................................................................................................................................TTTCGATTTCGCCCATTCAA................................................... 20 0 1 2.00 2 2 0 0 0 0 0 0 0 0

............................................................................................................................................................................CGAGAGCGATCTGGATACCGGC......... 22 0 1 2.00 2 0 0 0 2 0 0 0 0 0

..............ACCAGCATGGCTTCGAACGCAGTCTG................................................................................................................................................................... 26 0 1 1.00 1 0 0 1 0 0 0 0 0 0

........................................................................................................................ATGGGTTGTGACTTTCGATTTCGCC.......................................................... 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0

...................................................................................................................................CTTTCGATTTCGCCCATTCAAGA................................................. 23 1 1 1.00 1 1 0 0 0 0 0 0 0 0

..................................................................................................TAACTTGGGATTAGTAGACT..................................................................................... 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0

...................................GTCTGCTCTCGAATTGTGAG.................................................................................................................................................... 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0

.................................................................................................ATAACTTGGGATTAGTAGAC...................................................................................... 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0

.................................CAGTCTGCTCTCGAATTGTG...................................................................................................................................................... 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0

....................................................................................................................................TTTCGATTTCGCCCATT...................................................... 17 0 1 1.00 1 1 0 0 0 0 0 0 0 0

.....AGCTGCTCGACCAGCATGGCTTCGAACG.......................................................................................................................................................................... 28 0 1 1.00 1 0 0 0 0 0 0 1 0 0

.....................................................................................................................................................CAAGGGATTTGTTTGCTAGA.................................. 20 0 1 1.00 1 0 0 0 0 1 0 0 0 0

............................................................................................................................................................................CGAGAGCGATCTGGATACC............ 19 0 1 1.00 1 0 0 0 0 1 0 0 0 0

.....................TGGCTTCGAACGCAGTCT.................................................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 1 0 0 0 0

....................................................................................................................................TTTCGATTTCGCCCATTCAAGG................................................. 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0

....................................................................................................................................................................................ATCTGGATACCGGCAGGGC.... 19 2 2 0.50 1 0 0 1 0 0 0 0 0 0

....................................................................................................................................TTTCGATTTCGCCCATTCAAA.................................................. 21 1 2 0.50 1 0 0 0 0 0 0 0 1 0

....................................................................................................................................TTTCGATTTCGCCCATTCAAAA................................................. 22 2 2 0.50 1 1 0 0 0 0 0 0 0 0

...........................................TCGAATTGTGAGTGGT................................................................................................................................................ 16 1 6 0.17 1 1 0 0 0 0 0 0 0 0

Anti-sense strand reads

GGCGTTCGACGAGCTGGTCGTACCGAAGCTTGCGTCAGACGAGAGCTTAACACTCACCCCCTTTGGGTACATGTATATAACTTTACGAGATATGGAATATTGAACCCTAATCATCTGATTTACCCAACACTGAAAGCTAAAGCGGGTAAGTTCCCTAAACAAACGATCTCGTGCTCTCGCTAGACCTATGGCCGTCCTATTGG

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

M024

male
body
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Testis
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SRR553486

Makindu_3
day-old
ovaries

.........................................................................................................................................................................CGTGCTCTCGCTAGACCTATG............. 21 0 1 1.00 1 0 0 1 0 0 0 0 0

....................TACCGAAGCTTGCGTCAGACGA................................................................................................................................................................. 22 0 1 1.00 1 1 0 0 0 0 0 0 0

.......................................................................................................................................................................CTCGTGCTCTCGCTAGACC................. 19 0 1 1.00 1 1 0 0 0 0 0 0 0

..........................................................................................TATGGAATATTGAACCCT............................................................................................... 18 0 1 1.00 1 0 0 0 1 0 0 0 0

......................................................................................................................................................................TCTCGTGCTCTCGCTAGACCT................ 21 0 1 1.00 1 0 1 0 0 0 0 0 0

........................................................................................................................................................................TCGTGCTCTCGCTAGACCTAT.............. 21 0 1 1.00 1 1 0 0 0 0 0 0 0

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 x:4966690-4966892 + dsi_22201 CCGCAAGCTGCTCGACCAGC---ATGGCTTCGAACGCAGTCTGCTCTCGAATTGTGAGTG-GGGGAAACC-C--ATGTACATATATTGA-AATGCTCTATACCT---------------------------------TA-----TAACTTGGGATTAGTAGACT-----AAATGGG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTG-------TGACTTTCGAT----------------------------------TT----CG---CCCATTCAAGGGATTTGTTTGCTAGAGCACGAGAGCGATCTGGATACCGGCAGGATAACC
droSec2 scaffold_4:1434090-1434285

-
dse_1279 CCGCAAGCTGCTCGACCAGC---ATGGTTTCGAACGCAGTCTGCTCTCGAATTGTGAGTG-GGGGAAACC-T--AAGTACTTATATTGA-AATGATCTATACCT---------------------------------T------------AGGATTAGTAGACT-----AAATGGG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTG-------TGACTTTCGAT----------------------------------TT----CG---CCCATTCAAGGGATTTGTTTGCTAGAGCACGAGAGCGATCTGGATACCGGCAGGATTACC

dm3 chrX:5321674-5321888 + CCGCAAGTTGCTCGATCAGC---ATGGTTTCGAACGCAGTCTGCTCTCGAATTGTGAGTG-GGAA--ACC-CAGATGTACATATATTAAAAATGCTCTATACTG---------------------------------TATGCTCTATCTTAAGATTAGCAAACTATTATAAATGGG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTG-------TGACTTTTGAT----------------------------------TT----TG--CCCCATTTAAGGGATTTGTTTGCTAGAGCACGAAAGCGATCTGGATACCGGCAGGATTACA
droEre2 scaffold_4690:2675379-

2675621 +
ACGCAAGCTGCTCGACCAGC---ATGGTTTCGAACGCAGTCTGCTCTCCAATTGTGAGTG-GGAA--ACC-T--ATGTA----TATTGA-AATGCACTATTCCGCACACATAGATGATGATGCTCGCAGATGTTCGTT------------CAGATCAATAGACT-----GAATGTCAGTAAGTTGTCAGT-----------------------------------------------------------------------------------------------------------------------------------------------------AATCTTCTG-------TTACTTATGAT----------------------------------TT----CG---CCCATTTAAGGGATTTGTTTGCTCGAGCACGAGAGCGATCTGGATACGGGCAGGATCACC

droYak3 X:3148469-3148657 - ACGCAAGCTGCTCGACCAGC---ATGGCTTCGAACGCAGTCTGCTCTCCAATTGTGAGTG-GGTGTAACC-A--ATGTAGATATATC---AATGAT------------------------------------------------------------------CT-----AAATGGGGG----TGGCCAGT-----------------------------------------------------------------------------------------------------------------------------------------------------GATCTTCTG-------TGACTTATGAT----------------------------------TT----CG---CCCATTTAAGGGATTTGTTTGCTGGAGCACGAAAGTGATTTGGATACCGGCAGGATCGCC
droEug1 scf7180000409095:341556-

341751 +
CCGCAAGCTGCTCAATCAGC---ATGGTTTCGAACGAAGTCTGCTCTCGAACTGTGAGTG-GGAA--TCTACAGATGA------------------------------G----------------------------------------------------------------------------------------------A-------CAGAAGATATATTCTTTGGATGCTGTTGACA--------TTCT---------------------------------------------------------------------------------ATTCTATCTTCTA-------CGATATCCCAT------------------------------------------GTCTCAATTTAAGGGATCTGCTTGCTGGAACACGAGAGCGAGCTGGACACCAGCAGGGTCACC

droBia1 scf7180000302069:498445-
498682 -

CCGCAAGCTGCTCGAGCAGC---ATGGCTTCGAACGAAGTCTGCTTTCCAATTGTGAGTG-AGCA--AT---------------------------------------------------------------------------------------------AT-----GAT-------------------------------------------------------TTGAAAAGATGATAGTACCTTAGTACGAGAACGATTACATATTTTACCGAA-----------------------CAGTAATTGA--GTGATTAATACCAAATCAATAACTGTCATCTTCTG-------CGACCTCTTGT------------------------------------------TTTCCCATCTAAGGGATCTGCTTGCTGGAGCACGAGAGCGAACTGGAGACCAGCAGAACCACC

droTak1 scf7180000415077:69060-
69120 +

CCGCAAACTGCTCAACCAGC---ATGGCTTCGAACGAAGTCTACTTTCAAATTGTGAGTG-AGAG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000491240:546428-
546585 +

ACATGTGCTGGTGGATAAAT---ACAACTTCGACAAGTCTTTCATCTCCAACTGTAAGCG-AATT--TCA-G--ATCTAGATATA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGTACTTTA--TTAAA-CTAATCGAT---TTTTGGTAGGGATCTGTCTGGTGGAGCACGAGAGTGAACTGAATACCAGCAAAATAACA

droRho1 scf7180000779506:1445006-
1445280 +

GCGAAAACTGCTCGATCAGC---ACGGTTTCGAACGAAGTCTGCTCTCCAATTGTGAGTG-GGAA--AT---------------------------------------------------------------------------------------------CT-----AATTGAATG----TGGACTTCTAAGCTCTAAGCACTTCTAAGCTCAAGTTACTTTCTTTTGAAATTGTTTTGGAGCTATCATACCATTATTATTAACTATTATACACAA-----------------------AG--------------TCAATACCAAATCTAAATA---GATCTTATT-------ATAATT--TA----------------------------CTT----T-------TTCCCCATTTTAGGGATATGTTTGCTGGAGCACGAGAGCGACCTAGAGTCCAGCAGGATCACC

droFic1 scf7180000454072:2782210-
2782463 -

CCGCAAACTCCTCGATCAGC---ATGGCTTCGAACGGAGTCTGCTCTCCAATTGTGAGTG-AGGT--GT---------------------------------------------------------------------------------------------TC-----ATTAGAAA-----------------ATCAATGTTCTTCGTCGTTCCTGTTCTATCCTA---------------------------------GTTTAAAAATTTACATGAGCAGTATTATGGTTTCAGCTCAAAC--------GT----ATTATACTATGTATATCCG---GGTATTGCT-------ATTAAT--TC----------------------------AAA----G-------TTCCTTGAACTAGGGATCTGCCTACTGGAGCACGAGAGCGATCTGGACACCACTAGGATCTCA

droKik1 scf7180000302469:874115-
874277 -

CAAGAAGCTGCTCGATCCGCCTTACAGGTTCGATCGATCGCTGCTCTCCAATTGTGAGTT-TATATT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CGACT------TT-TACATCATATAAAATA--CTC---ATAAT-TTCC---TG---ACCCTTTCAGGGATCTGCCTGCTGGAGCACGAAAGCGACCTGGACACCAGCAGGATCACC

droAna3 scaffold_13117:983888-
984041 -

CCGTAAGCTGCTCGAACAAC---ACGGGTTCGAGCGCAGTTTGCTTTCCAATTGTGAGTTTAGCGA------------------------------------------A----------------------------------------------------------------------------------------------A-------T---------------------------------------------------------------------------------------------------------------------CAAAAATAGG----------------TA------------------------------GCCTC--TAGAA-TAATTTGGT-----TCCCCAGGGATTTGTCTTCTGGAGCACGAAAGCGAACTGGATACCAGCCGAACCACC

droBip1 scf7180000396425:1134310-
1134461 +

CCGTAAGCTGCTCGAACAAC---ATGGTTTCGAGCGTACTTTGCTTTCCAATTGTGAGTCTACCGA------------------------------------------A----------------------------------------------------------------------------------------------A-------T---------------------------------------------------------------------------------------------------------------------CAAAAAT--G----------------TA------------------------------GTCTC--GCAAC-TAATTTGGT-----TCCCCAGGGATTTGTCTCCTGGAGCATGAAAGCGAACTGGACACCAGCCGAACCACC

dp5 XL_group1a:8692829-8693015
-

CCGCAAGCTGCTCGACCGGC---ACGGCTTTGAGCGCAGCCTTCTGTCCAACTGTAAGTA-GAAT--GT--------------------------------------------------------------------------------------------------------GGGAGTGATTGTCTCTA--GAGCCAATGGAA-------T-----------------------------------------------------------------------------------------------------T----------------TT------------GA--ATATTCTTGGCT------TT-TAAAACACAT--------------------CCC----CA---CCGGCCGCAGGGATCTGTCTTCTGGAGCACGAGAGCGAACTGGAGACGACCCGAACCACT

droPer2 scaffold_15:1088431-1088617
-

CCGTAAGCTGCTCGACCGGC---ACGGCTTTGAGCGCAGCCTTCTGTCCAACTGTAAGTA-GAAT--GC--------------------------------------------------------------------------------------------------------GGGAGTGATTGGCTCTA--GAGCCAATGGAA-------T-----------------------------------------------------------------------------------------------------G----------------GT------------GG--ATATTCTTGGCT------TT-TAAAACACAT--------------------CCC----CA---CCGGCCACAGGGATCTGTCTTCTGGAGCACGAGAGCGAACTGGAGACGACCCGGACCACT

droWil2 scf2_1100000004521:6474714-
6474874 +

CCGTAAGCTGCTGAATCAGC---ATGGCTTTGAACGCAGTTTGCTATCCAATTGTGGGTA-TATAAA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGGCT------TT-TAAAGATCA-----TA--ATCTTAGTGAA-TTTCAACCA---TAATTTACAGGGATTTGTCTGCTAGAACATGAAAGTGAATTGAACACTGCAAAAGTGACT

droVir3 scaffold_12970:10652235-
10652401 -

dvi_13922 ACGGAAGCTGCTGGAACAGC---ACGGCTTTGAGCGCAGCCTGCTTTCCAGTTGTGAGTA-GCGG--GGC-------------------------------------------------------------------------------------------------------GGGGGAGAGTTGCGAGT------GAACGGAC-------T---------------------------------------------------------------------------------------------------------------------CTTAACA--G----------------TGGGCT-----CT-TAT-----------------------------------------ATACACAGGGATATGCCTGCTGGAGCATGAGAGCGATCTGGACACCGCCAAGGTGACA

droMoj3 scaffold_6473:10759063-
10759240 +

CAGGAAGCTGCTGGAGCAGC---ACAGCTTCGAGCGCAGCCTGCTCAGCAATTGTGAGTG-ACAGAAAGA-G--AGACAGAGAGAGAGA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAGAGAGAGAGAGA---GAGGGGGAG-------AGACTT--AAC----------------------------------TT----CC---GCACTTTCAGGGATATGTCTGCTGGAGCATGAGAGCGACTTGGACACAGCCAAGCTGACA

droGri2 scaffold_14853:6117519-
6117717 +

CCGCAAGCTGCTCGAACAGC---ACAGCTTTGAGCGCAGCCTGCTCTCCAATTGTGAGTACACAGA------------------------------------------GAGAGAGAGAGAGAGAGG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAGAGAGATAGAGA---GAGAGAGAGAGATAGGGGGTC------TTTAAT-A--TA-----TA--GTCTTTGT----CTC----CA----CCTCACCAGGGATATGCTTGCTGGAGCATGAGAGCGAGTTGGATACCGCGAAGATGACA
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http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_13922.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:10759063-10759240
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:6117519-6117717
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TGCCGCGCAATTGGCAGTGCTTGTTAAGACTGCATAACTGTTGACGTATTTACATACAGTATGTCAAGAAACTGTTTTCACATTGTGAAATATTCAACTTATTACACAGGTTGTAAACAGTTTCTTGGCATACTGTACGTAGGGCCACGTAACCCTGTCTAGCTCCAAGGGATCAGAAGGGACGTGCAAC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR902009

testis

M023

head

SRR553486

Makindu_3
day-old
ovaries

SRR553485

Chicharo_3
day-old
ovaries

M024

male
body

SRR618934

dsim w501
ovaries

SRR553488

RT_0-2
hours
eggs

SRR553487

NRT_0-2
hours
eggs

M053

female
body

O001

Testis

O002

Head

SRR902008

ovaries

M025

embryo

.......................................................................................................ACACAGGTTGTAAACAGTTTCT................................................................. 22 0 1 31.00 31 20 2 5 1 0 1 1 0 0 1 0 0 0

..........................................................................................................CAGGTTGTAAACAGTTTCTTGGC............................................................. 23 0 1 8.00 8 0 7 0 0 1 0 0 0 0 0 0 0 0

....................................................................AAACTGTTTTCACATTGTGAAA.................................................................................................... 22 0 1 3.00 3 0 3 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................ACACAGGTTGTAAACAGTTTC.................................................................. 21 0 1 3.00 3 2 0 1 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................GCATACTGTACGTAGGGC............................................. 18 0 1 3.00 3 0 3 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................CAGGTTGTAAACAGTTTCTTGG.............................................................. 22 0 1 3.00 3 0 0 1 2 0 0 0 0 0 0 0 0 0

..........................................................................................................CAGGTTGTAAACAGTTTCTTGGT............................................................. 23 1 1 2.00 2 0 0 1 0 1 0 0 0 0 0 0 0 0

........................................................................................................................TTTCTTGGCATACTGTACGTA................................................. 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

......................................................................................................TACACAGGTTGTAAACAGTTTC.................................................................. 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................AGGTTGTAAACAGTTTCTTGGC............................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0

.................................................................AAGAAACTGTTTTCACATTGTG....................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0

.......................................................................................................ACACAGGTTGTAAACAGTTA................................................................... 20 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

.....................TGTTAAGACTGCATAACTGTTGACGTA.............................................................................................................................................. 27 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

...........................................................................................................AGGTTGTAAACAGTTTCTTGGCATA.......................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0

...................................................................................................TATTACACAGGTTGTAAACAGT..................................................................... 22 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0

.................................................................................................................TAAACAGTTTCTTGGCATACT........................................................ 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

...............................................ATTTACATACAGTATGTCAAGA......................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0

.......................................................................................................ACACAGGTTGTAAACAGTTAA.................................................................. 21 2 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0

......................................................TACAGTATGTCAAGAAACTGT................................................................................................................... 21 0 20 0.10 2 0 1 0 0 1 0 0 0 0 0 0 0 0

........................................................CAGTATGTCAAGAAACTGTT.................................................................................................................. 20 0 20 0.10 2 0 0 0 0 0 2 0 0 0 0 0 0 0

.....................................................ATACAGTATGTCAAGAAACTGT................................................................................................................... 22 0 20 0.10 2 0 0 0 0 0 0 0 0 0 0 0 0 2

.....................................................ATACAGTATGTCAAGAAACTG.................................................................................................................... 21 0 20 0.05 1 0 0 0 0 1 0 0 0 0 0 0 0 0

.....................................................ATACAGTATGTCAAGAAACT..................................................................................................................... 20 0 20 0.05 1 0 0 0 1 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ACGGCGCGTTAACCGTCACGAACAATTCTGACGTATTGACAACTGCATAAATGTATGTCATACAGTTCTTTGACAAAAGTGTAACACTTTATAAGTTGAATAATGTGTCCAACATTTGTCAAAGAACCGTATGACATGCATCCCGGTGCATTGGGACAGATCGAGGTTCCCTAGTCTTCCCTGCACGTTG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR618934

dsim w501
ovaries

M023

head

SRR553488

RT_0-2
hours
eggs

SRR553487

NRT_0-2
hours
eggs

M025

embryo

SRR553485

Chicharo_3
day-old
ovaries

SRR553486

Makindu_3
day-old
ovaries

SRR902009

testis

SRR902008

ovaries

..............................................................CAGTTCTTTGACAAAAGTGTAA.......................................................................................................... 22 0 1 2.00 2 0 2 0 0 0 0 0 0 0

.......................................................................................................................................................TGGGACAGATCGAGGTTCCCTAGTCTT............ 27 0 1 2.00 2 2 0 0 0 0 0 0 0 0

.................................................................................................................................................GTGCATTGGGACAGATCGAGGTTCCCT.................. 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0

....................................................................................................................................................CATTGGGACAGATCGAGGTTCCCT.................. 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0

................................................................................................................................................................CCGAGGTTCCCTAGTCTTCCCTGCACGT.. 28 1 1 1.00 1 0 0 0 0 1 0 0 0 0

.................................................................................................GAATAATGTGTCCAACATTTGTCAA.................................................................... 25 0 1 1.00 1 0 0 0 1 0 0 0 0 0

................................................................................................................................................................TCGAGGTTCCCTAGTCTTCCCTGCACGT.. 28 0 1 1.00 1 1 0 0 0 0 0 0 0 0

............................................................................................AAGTTGAATAATGTGTCCAACATTTGT....................................................................... 27 0 1 1.00 1 0 0 1 0 0 0 0 0 0

.......................................................................................................................................................TGGGACAGATCGAGGTTCCCTA................. 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0

........................................................................................................GTGTCCAACATTTGTCAAAGA................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0

..................................................ATGTATGTCATACAGTTCTTT....................................................................................................................... 21 0 9 0.11 1 0 0 1 0 0 0 0 0 0
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Species Coordinate ID Alignment
droSim2 3l:23802671-23802860 - dsi_32294 TGCCGCG--CAATTGGCAGTGCTTGTTAAGACTGCA-TAACTGTTGACGTATT-----------TACATACAGTATGTCAAGAAACTGTTTTCACATTGTGAAATATTCAACTTATTACACAGGTTGTAAACAGTTTCTTGGCATACTGTACGTAGGGCCACGTAACCCTGTCTAGCTC--------------------------------------CAAGGGATCAGAAGGGACGTGC-----------------------------------------------AAC
droSec2 scaffold_61:63566-63755

-
dse_208 TGCCGCG--CAATTGGCAGTGCTTGTTAAGACTGCA-TAACTGTTGACATATT-----------TACATACAGTATGTCAAGAAACTGTTTTCACATTGTGAAATATTCAACTTATTACACAGGTTGTAAACAGTTTCTTGACATACTGTACGTAGGGCCACGTAACCCTGTCTAGCTC--------------------------------------CAAGGGATCAGAAGGGTCGTGC-----------------------------------------------AAC

dm3 chr3LHet:2242511-
2242619 -

TGCCCCG--CAATGGGCGGTGCTTGTTGAGACTGCA-ATACTGTTGGCGTACT-----------CACAT---------------------------------------------------------------------------------ACGCAGGTTCTCCTAACCCCGTGTAGCTC--------------------------------------CAAGGGATCAGAAGGGACGTGC-----------------------------------------------AAC

droEre2 scaffold_4784:23311272-
23311379 +

TGCCCCG--CAATTGACGGTGCTTTTGAAGACGGCA-CAACAATGGACGTATATAGAGTATACGTACAT---------------------------------------------------------------------------------ACGTA-------------TAGAGTCTAAC--------------------------------------CAAGGGATAAGACGGGACGTGCG----------------------------------------------AAC

droYak3 2L:22243526-22243699 + TGCCC-T--CAATTGGCGGTGCTTTAAAAGACGGTTTCTAATACGGACGTGTT-----------TACAT-------------------------------------------------------------------------------------------ACCTAATCCTGAGGAGCTCCAAGGTATAATCAAACGTGAGTATGTGTTGTATTTCCCTGAC----------GGACTAACTAAATTCTCGCTACCCAAATTTAGCGGCAATGTTCCACGACGACGACAAT
droTak1 scf7180000415053:27329-

27391 -
CACACTATTC------------------------------------------------------------------------------------------------------------------------------------------GTGTGCCGGGTCACCTAATCCTGAGGAGCTC--------------------------------------CTGGGGAAAAGAAGGGACAGGC--------------------------------------------------

droRho1 scf7180000780139:372-
437 -

CACAATG--TAT------------------------------------------------------------------------------------------------------------------------------------------GTGTCGGGTCACCTAATCCTGAGGAGCTC--------------------------------------CTAGGGAAAAGAAGGGACAGGCCA---------------------------------------------AAT
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crit.star
crit.loop
crit.mor
crit.half

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

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

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:23802671-23802860
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:23802671-23802860
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32294.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_61:63566-63755
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_208.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3LHet:2242511-2242619
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:23311272-23311379
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:22243526-22243699
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415053:27329-27391
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780139:372-437
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Flybase annnotation

intron [3r_14856841_14864299_-]; utr5 [utr5_plus_10181]

No Repeatable elements found

mature star

1. dsi_32453  3r:14862112-14862133 -
2. node_84736:113-134 -

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ACCCAGTGATTAGTTATATTAACAGCTCACCATTCCCATCCAATGGACGCCATATCTGGAGCAGCATGAGATCTCTGAAAAAGTGTGTTTGTTTGCTGGCTACATCTGTGTTGTAGGGACTCCAAATGGATTTCCTGCACAACATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGAGATACAAGATATAAGCTGCTAAATTGAACTACATACTAAGAAAAACCATCGAAAGTGTAGAAATAATC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR553486

Makindu_3
day-old
ovaries

SRR902009

testis

M023

head

O002

Head

M024

male
body

M025

embryo

GSM343915

embryo

SRR618934

dsim w501
ovaries

M053

female
body

SRR553485

Chicharo_3
day-old
ovaries

O001

Testis

SRR902008

ovaries

SRR553488

RT_0-2
hours
eggs

.....................................................................................TGTTTGTTTGCTGGCTACATCTG......................................................................................................................................................... 23 0 1 21.00 21 1 9 4 2 2 1 1 0 0 0 0 1 0

.....................................................................................TGTTTGTTTGCTGGCTACATCT.......................................................................................................................................................... 22 0 1 8.00 8 0 4 1 2 0 0 1 0 0 0 0 0 0

.....................................................................................TGTTTGTTTGCTGGCTAC.............................................................................................................................................................. 18 0 1 5.00 5 0 0 3 1 0 0 0 0 0 0 1 0 0

.....................................................................................TGTTTGTTTGCTGGCTACATC........................................................................................................................................................... 21 0 1 4.00 4 0 0 1 1 1 1 0 0 0 0 0 0 0

.....................................................................................TGTTTGTTTGCTGGCTACATCTGT........................................................................................................................................................ 24 0 1 3.00 3 1 1 0 0 0 1 0 0 0 0 0 0 0

.........................................................................................................................................................AGATGTTCAGCAAGACAACACG...................................................................................... 22 0 2 2.00 4 0 0 0 2 0 0 0 2 0 0 0 0 0

........................................................................................................................................GCACAACATGAACTCACAGAT........................................................................................................ 21 0 2 1.50 3 0 0 0 0 1 2 0 0 0 0 0 0 0

.....................................................................................TGTTTGTTTGCTGGCTACATCTGTAAA..................................................................................................................................................... 27 3 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................TCTGTGTTGTAGGGACTCCA......................................................................................................................................... 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

................................................................................................................GTAGGGACTCCAAATGGATTT................................................................................................................................ 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

.....................................ATCCAATGGACGCCATATCTG........................................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0

.....................................................................................TGTTTGTTTGCTGGCTACATCTGTGT...................................................................................................................................................... 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................................ATACAAGATATAAGCTGCTAAATTGAA........................................ 27 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0

..........TAGTTATATTAACAGCTCACC...................................................................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

.....................................................................................TGTTTGTTTGCTGGCTACATCTGTG....................................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0

.....................................................................................TGTTTGTTTGCTGGCTACA............................................................................................................................................................. 19 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0

.................................................................................................GGCTACATCTGTGTTGTAGGGACT............................................................................................................................................ 24 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0

.....................................................................................TGTTTGTTTGCTGGCTACATCTGC........................................................................................................................................................ 24 1 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0

............................................GGACGCCATATCTGGAGC....................................................................................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0

............................................................................................................................................AACATGAACTCACAGATGTTC.................................................................................................... 21 0 2 0.50 1 0 0 1 0 0 0 0 0 0 0 0 0 0

...............................................................GCATGAGATCTCTGAAAAAG.................................................................................................................................................................................. 20 0 2 0.50 1 0 0 0 0 0 1 0 0 0 0 0 0 0

..........................................................................................................................................................GATGTTCAGCAAGACAACACGTC.................................................................................... 23 0 2 0.50 1 0 0 0 1 0 0 0 0 0 0 0 0 0

........................................................................................................................................GCACAACATGAACTCACAGATGTTCAGC................................................................................................. 28 0 2 0.50 1 0 0 0 0 0 0 0 0 1 0 0 0 0

.........................................................................................................................................................AGATGTTCAGCAAGACAACAC....................................................................................... 21 0 2 0.50 1 0 0 0 1 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................GATGTTCAGCAAGACAACACGT..................................................................................... 22 0 2 0.50 1 0 0 0 0 0 0 0 1 0 0 0 0 0

................................................................CATGAGATCTCTGAAAAAG.................................................................................................................................................................................. 19 0 2 0.50 1 0 0 0 0 1 0 0 0 0 0 0 0 0

Anti-sense strand reads

TGGGTCACTAATCAATATAATTGTCGAGTGGTAAGGGTAGGTTACCTGCGGTATAGACCTCGTCGTACTCTAGAGACTTTTTCACACAAACAAACGACCGATGTAGACACAACATCCCTGAGGTTTACCTAAAGGACGTGTTGTACTTGAGTGTCTACAAGTCGTTCTGTTGTGCAGTTTTTTTAGTTGTCCTCTATGTTCTATATTCGACGATTTAACTTGATGTATGATTCTTTTTGGTAGCTTTCACATCTTTATTAG

***********************************************************************.............((((((.(((((((((..(((((((((.((((((((.(((....))).))))))))...........)))))))))))))).))))))))))...............**********************************************************************
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SRR553486

Makindu_3
day-old
ovaries

O002

Head

SRR902009

testis

GSM343915

embryo

SRR618934

dsim w501
ovaries

SRR553488

RT_0-2
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eggs

SRR553487

NRT_0-2
hours
eggs

.............................GGTAAGGGTAGGTTACCTG..................................................................................................................................................................................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0
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Species Coordinate ID Alignment
droSim2 3r:14862026-14862286 - dsi_32453 AC------------------------------------------------------------------------CCAGTGATTA-----GTTAT-----ATTAACAGCTCACCATTCCC------------------------AT------------CCAA-T---GGACGC--CA--TA---------TCT------------------------GGAG---CAGCATGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACATCTGTGTTGTAGGG--------------------------------------------------------------ACTCCAAATGG-ATTTCCTGCACAA-CA-TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGA-GATACAAG-AT----------ATAAGCTGCTAAATTG------------AACTAC-ATACTAA-GAAAAA------------------------------------------------------------------------------------CCAT--CGAAAGTGTAGAAATAAT-----------------------------C-
droSec2 scaffold_0:15728070-

15728330 -
dse_143 AC------------------------------------------------------------------------CCAGTGATTA-----GTTAT-----ATTAACAGCTCACCATTCCC------------------------AT------------CCAA-T---GGACGC--CA--TA---------TCT------------------------GGAG---CAGCATGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACATCTGTGTTGCAGGG--------------------------------------------------------------ACTCCAAATGG-ATTTCCTGCACAA-CA-TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAACAATCAACAGGA-GATACAAG-AT----------ATAAGCTGCTAAATTG------------AACTAC-AAACTAA-GAAAAA------------------------------------------------------------------------------------CCAT--CGAAAGTGTAGAAATAAT-----------------------------C-

dm3 chr3R:6217128-6217390 + dme_164 AC------------------------------------------------------------------------CCAGTGATTA-----GTGAT-----ATTAACAGCTAACCATTCCT------------------------AT------------CCAA-T---GGATGCTCCA--TA---------TCT------------------------GGAG---TAGCATGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTGCAGGG--------------------------------------------------------------ACTTCAAATGG-ATTTCCTGCACAA-CA-TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGA-GATACAAG-AT----------AGAAGCTGCGAAATTA------------ATCTAT-TAACTAA-CAAAAA------------------------------------------------------------------------------------CTAT--CGAAAGTGTAGAAATAAG-----------------------------C-
droEre2 scaffold_4770:15403058-

15403322 -
der_1515 AC------------------------------------------------------------------------CCAGTGATTA-----GTGAT-----ATTAACATTTCCCCATTCAC------------------------AT-----------CCCAT-T---GGACGC--CATGGA---------TCT------------------------GGAG---CCGCACGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACTTCTGTGTTGCAGGG--------------------------------------------------------------GTTCCAAATGG-ATTTCCTGCACAA-CA-TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAATATCAACAGGA-GATTCAAG-AT----------TGGAGCTGCTAAAGCA------------ATTTAT-AATCTAACCAGAAA------------------------------------------------------------------------------------CCAT--CGAAAGTGTAGAAATAAT-----------------------------A-

droYak3 3R:10242894-10243159 + dya_1789 AC------------------------------------------------------------------------CCAGTGATTA-----GTGAT-----ATTAACAGCTTACCATTCCC--------------------C-C-AT-----------CCCAA-T---GGACGC--CA--TA---------TCT------------------------GGAC---CAGCATGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTGCAGGG--------------------------------------------------------------ATTCCAAATGG-AATTCCTGCACAA-CA-TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGA-GATTCAAG-AT----------TGGAGCTGCTGAAGTG------------ATCTAC-CAACTACCGAAAAA------------------------------------------------------------------------------------CCAT--CGAAAGTGTTGAAATAAT-----------------------------CA
droEug1 scf7180000409692:688174-

688438 +
AC------------------------------------------------------------------------CCAGTGATTA-----GTGAT-----ATTTACAGCTCTAA-CTATA--------------------AGGAA------------ACCAA-T---GGAAAGTC----TA---------TCT------------------------GGAG---CAGCATGAGATCTATGAAA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGG--------------------------------------------------------------ATCCGGAATGG-ATTTCCTGTAGAT-TTGGCAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAGAACAACAGGA-AATGGAAG-AA-ACCAC---TGCCAACTGCTAAAGCT------------AAACAG-AACCTA-------T------------------------------------------------------------------------------------CGAT--CGAAAGAGGGGATATGTC-----------------------------C-

droBia1 scf7180000302402:8304835-
8305076 +

AC------------------------------------------------------------------------CCAGTGATTA-----GTGAT-----ATTGACGGCCCAAC------------------------------A------------TTCCA-T---GGAAACGCC---TA---------TCT------------------------GGAG---CAGCAAGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACGGGC--------------------------------------------------------------AACCCAAAGGG-CTTTCTCGTAGAA-TT-GCAAATCACAGATGTTCAGCAAGACAACACGTCAAAAAGAACAACAGGA-GATGCCAGGAT------------TAGCTC-------------------------C-GAACAAATAAAAAT------------------------------------------------------------------------------------CGAT--CGAAAGAGTGGGAATAA------------------------------C-

droTak1 scf7180000415380:1425415-
1425656 -

AC------------------------------------------------------------------------CCAGTGATTA-----GTGAT-----ATTTACAGCTCAAC------------------------------A------------TCCCA-T---GGAAACTT----TA---------TCT------------------------GAAG---CAGCATGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGG--------------------------------------------------------------ATCCGAAATGG-ATTTCCTGTAGAC-TTGGCAAATCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGA-GATGCAAGGAT------------TAGCAGTGGA-------------------------ACTAC-AAAATA------------------------------------------------------------------------------------CGAT--TGAAAAAGAATAAATA-T-----------------------------C-

droEle1 scf7180000490995:524279-
524615 -

AC------------------------------------------------------------------------CCAGTGATTAATGGAGTGAT-----AATTACAGCTCAAA------------------------------G------------CCCAA-T---GGAAACTT----CA---------CCT------------------------GGAG---CAGCATGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGA--------------------------------------------------------------ATCCGAAATGG-ATTTCCTGTAGGC-TACACAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAAACTTCAAGG-AT---------------------TGTCTACGGAATTG------------GTTCAA-AAACAAC-AAAGTAAAAGAATACCTTAACTTTAATTCTTTTTGTTTCTCTCTTGATTAATTTAAAGTCCTTTTAAACTTATTTCATGACATGCCGAAACCATAACTAAAACGCCAAGATGAT-----------------------------T-

droRho1 scf7180000777158:35289-
35522 -

AC------------------------------------------------------------------------CCAGTGATAA-----GTGAT-----ACTTACAGCCCAA-------------------------------A------------CCCAA-T---GGAAACTC----TA---------CCT------------------------G--------------GATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGA--------------------------------------------------------------ATCCGAAATGG-ATTTCCTGTAGGC-TTACCAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAAACTTCAAGGAG----------------------GATCTACGAAGATT------------ATATAG-AAACTAG-AAAATA------------------------------------------------------------------------------------CGAT--CGAAAGAGTAGAAATGTT-----------------------------T-

droFic1 scf7180000453800:2293559-
2293837 +

AC------------------------------------------------------------------------CCAGTGATTA-----GTGAT-----ATTTACAGCTTACAGCTCAA--------------------AAAAA------------CGCAA-T---GGAAAA--CT-TTA---------TCT------------------------GGAG---CAGCATGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGG--------------------------------------------------------------ATCCAAATTGG-ATTTCCTGTGGGC-TTAGCAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAATACAACAGGA-GATGCCAAGAT------------AAGCTGCGAAAATT------------GTTAAAAATACTAC-AAAACA-------------ACATTAAATTTTTTT-------------------------C--------CTTATTTT------------AACC----------------ACTAAT-----------------------------T-

droKik1 scf7180000302475:1404883-
1405175 +

AC------------------------------------------------------------------------CCAGTGATTA-----GTGTT-----ATTTACGGTGGAAAA-----------------------------A------------TTCAA-T---GGAAACTCAA--AATGATCAACTACT------------------------GCAC---CGGCCTGAGAACTCTGAGA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGG--------------------------------------------------------------ATCCATAAAGG-ACTCCATGTAGGC-TTAGCAACTCACAGATGTTCAGCAAGACAACACGTCTAAATAATCAACAAGGATTTGCAAGAGTAACCAAGAA-AACTGCAGTGGAAATT--------------------CGCTAA-TACCCT------------------------------------------------------------------------------------TTTT--CCAAAGTG--------ATTAAACTAGACATTTATATGTTTTCTAAAAC-

droAna3 scaffold_13340:938906-
939129 +

dan_4036 A----------------------------------------------------------------------------GTGATTT-----CTTTT-----CTTCGC-------------------------------------------------------G-A---GGACAC--CCAGGA---------TCTGGATCTGGATCTGGAACTGAATCTGGAG---CAGCATGAGAACTCTGAGA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGG----------A----------------GGTC--------------------------------CTCTTCGGGG-CTTCCCTGTAGGC-TTAGCAAATCACAGATGTTCAGCAAGACAACACGTCAAAGCAAACAGCAGGA-CA--------------------------------------------------------ACTAC-----------------------------------------------------------------------------------------------------TACATCAAAGTGAT-----------------------------TC

droBip1 scf7180000394085:58639-
58818 -

--------------------------------------------------------------------------CGAGGGATTA---------------------------------CC------------------------AT------------CCAT-GAGAAGACAC--CCAGGA---------CCT------------------------GGAT---CTGCATGAGAACTCTGAGAAAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACAAGG----------A----------------GGTC-------------------------------CTCCCAAGGGG-CCTTCCTGTAGGC-TT-GCAACTCACAGATGTTCAGCAAGACAACACGTCAAAGCAAACAGCAAGA-G----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

dp5 2:7251411-7251742 - dps_3824 ACGAAT-----------ACAAATATATATACATTTGTGATCCCCCAGTGATCGCCCTAGTGATCCCCCAGTGACCAAGTGATAA-----GTGT----------------------------------------------------------GCG-----------------------------------------------------TGTGCGTGT---GTCT-TACCAAAGAACTCTGATA-AAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATGA---------------------------TGCCCTTTATGGACTCCAAGTGTATCTGTCTATACATCCAAAAGGGCCCATCATGTAGGC-TAATCAACTCACAAATGTTCAGCAAGACAACACGTCAAAGCAAACAACAAGTAAATGTATC-TA----------ATAAACTGCCAGTATGATATATCTTTCTCCAAAT-AAACAAA-AAAAAA------------------------------------------------------------------------------------ACAA--CAAACGCAT----------------------------------------
droPer2 scaffold_0:1112011-

1112344 -
dpe_2478 ACGAAT-----------ACGAATATATATACATTTGTGATCCCCCAGTGATCGCCCTAGTGATCCCCCAGTGACCAAGTGATAA-----GTGT----------------------------------------------------------GCG-----------------------------------------------TGTGCGTGTGCGTGT---GTCT-TACCAAAGAACTCTGATA-AAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATGA---------------------------TGCCCTTTATGGATTCCAAGTGTATCTGTCTATACATCCAAAAGGGCCCATCATGTAGGC-TAATCAACTCACAAATGTTCAGCAAGACAACACGTCAAAGCAAACAACAAGTAAATGTATC-TA----------ATAAACTGCCAGTATGATATATCTT----TCTCC-AAATAAA-CAAAAA------------------------------------------------------------------------------------ACAA--CAAACGCAT----------------------------------------

droWil2 scf2_1100000004902:91376-
91571 -

dwi_5413 AC------------------------------------------------------------------------CCAGTGA-----------------------------ACTATTCCG------------------------AT------------TAAT-TAAAGTG--------------------------------------TGTGCAAGT-GAA---CTCTAAGAGAACTCTAAGA-AAGTGTGTTTGTTTGCTGGTCTACGTTTGTGTTACATGATTCA------A----------------TGTT--------------------------------TTCT-ATTGG--CATCGTGTAGGCTTAATTAATTCACAAATGTTCAGCAAGACAACACGTCAGAGTAAACAACAAGA---TACAAA-A----------------------------------------------------------AA------------------------------------------------------------------------------------CAA----------------------------------------------------

droVir3 scaffold_13047:936627-
936858 -

dvi_24633 AC------------------------------------------------------------------------CCAGTGATAA-----GCAA---GT-GCTTGGTGCTCCGCGATTTGTGATATGTAATA-----------------AGTGCCTCT-CGA------------------------------T------------------------AATACCG-TGCGACAGAATTCTGAGA-AAGTGTGTTTGTTTGCTGA-CTACGTTTGTGTTACATGGCGAAGTCTCGACGG----------------C--------------------------------TGCTGCAG-ACTCGTCATGTAGAT-TAAG-TACGCCCAAATGTTCAGCAAGACAACACGTCGAAGCAAGCCGCAAAT-GATCGAGG-AT----------GTGCGTT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6540:4939456-
4939681 -

GCAA----------------------------------------------------------------------CAAGTGATTA-----GTGATTAGTGATTAGTGTTTCGTGATTT-ATGATTTGTGATTTGTGATCTG-C-ATTTCAGTGGCTAT-CGATG----AGAGA------------------C---------------------------TG---CAACGAGACAAATCTAAGA-AAGTGTGTTTGTTTGCTGG-CCACGTTTGTGTTACATGATGAAATCCTGTCAG-----------------------CTGTTGC-------------------------AA-GTTCGTCATGTAGAT-TAAGCAACGCACAAATGTTCAGCAAGACAACACGTCAAA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_14906:5355597-
5355835 +

dgr_460 ACTAATCAACCAATCAAACCA----------------------------------------ATCGGCC-ATGACCCAGTGATAA-----GTGAT-----ATGTG------------------------ATT-----------------GG----------------------------TG---------CCT------------------------CTCG---CACGAAGAGAAGTCTGAGA-AAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATTTCGAACTAACGCCAGCAGCTGCTGCTGCTGCTCCTG-----CTGCGG----------------GTGC------GTTCGTCATGTAGGT-TAAGCAACACACAAATGTTCAGCAAGACAACACGTCAAAGCAAGCCGCAATC-GAT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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TTTCAGCGTTTTGAAGGTCGTTTCCACTGTTATTCACGTTTGTTTTGTGGTTTTGTTTTTTCTTTGTTTTGTGTGAACTCATCAATGAAACAATCTAAACACAAAAGCACTCACAAGTGTGACACAGAACGTGACAAATAAATATAAAAAAAAAACTAT

***********************************((((((((...(((.((((((.(((...(((((((((.(((.....))))))))))))...))).)))))).)))..))))))))...************************************
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RT_0-2
hours
eggs

SRR553485

Chicharo_3
day-old
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embryo

GSM343915

embryo
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SRR553486
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ovaries

M053

female
body

SRR553487

NRT_0-2
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head

M024

male
body

SRR618934

dsim w501
ovaries

..................................................TTTTGTTTTTTCTTTGTTTTG........................................................................................ 21 0 1 14.00 14 5 5 1 0 0 0 2 1 0 0 0

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

.....................................................................................TGAAACAATCTAAACACAAAAGC................................................... 23 0 1 6.00 6 0 2 1 1 1 0 0 0 0 1 0

...................................................TTTGTTTTTTCTTTGTTTTGT....................................................................................... 21 0 1 3.00 3 1 1 0 0 0 0 1 0 0 0 0

.....................................................................................TGAAACAATCTAAACACAAAAG.................................................... 22 0 1 3.00 3 1 0 1 0 0 1 0 0 0 0 0

......................................................................................GAAACAATCTAAACACAAAAGC................................................... 22 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0

.....................................................................................TGAAACAATCTAAACACAAAAGT................................................... 23 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0

.....................................................................................TGAAACAATCTAAACACAA....................................................... 19 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0

.....................................................................................TGAAACAATCTAAACACAAAAGA................................................... 23 1 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0

......................................................................................GAAACAATCTAAACACAAA...................................................... 19 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0

..................................................TTTTGTTTTTTCTTTGTTT.......................................................................................... 19 0 3 0.67 2 0 2 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AAAGTCGCAAAACTTCCAGCAAAGGTGACAATAAGTGCAAACAAAACACCAAAACAAAAAAGAAACAAAACACACTTGAGTAGTTACTTTGTTAGATTTGTGTTTTCGTGAGTGTTCACACTGTGTCTTGCACTGTTTATTTATATTTTTTTTTTGATA

************************************((((((((...(((.((((((.(((...(((((((((.(((.....))))))))))))...))).)))))).)))..))))))))...***********************************
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SRR553486

Makindu_3
day-old
ovaries

SRR553485

Chicharo_3
day-old
ovaries

SRR618934

dsim w501
ovaries

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 3l:18687173-18687331 - dsi_96 TTTCAG-CGT-TTTGAAGGTC---GTT-TCCACTGTTATTCACGTTTGTTT--TGTGGTTT-TG-------TTT---------------TTTCTTTG-------TTTTGTGTGAACTCATCAATGAAACAATCT----------------AAA--CACAAAAG-CACTCAC-AAGTGTGACACA-------GAACGTGACAAATAAATATAA--------------AAAA-----------AAAACTAT
droSec2 scaffold_19:1028763-1028922

-
dse_158 TTTCAG-CGT-TTTGAAGGTC---GTT-TCCACTGTTATTCACGTTTGTTT--TGTGGTTT-TG-------TTT---------------TTTCTTTG-------TTTTGTGTGAACTCATCAATGAAACAATCT----------------AAA--CACAAAAG-CACTCAC-AAGTGTGACACA-------GAACGTGACAAAAAAAAATAT-------------ATAAA-----------AAAACTAT

dm3 chr3L:19064539-19064700 - TTTCAG-CGT-TTTGAAGGTC---GTT-TCCACTGTTATTCACGTTTGTTT--TGTGGTTT-TG-------TTT-------TT------TTTCTTTG-------TTTTGTATGAACTCATCAATGAAACAATCT----------------AAA--CACAAAAG-CACTCAC-AAGTGTGACACA-------GAACGTGACAAAAAAATATAA-------------AAAAA-----------AAAACTAT
droEre2 scaffold_4784:18883314-

18883468 -
der_109 TTTCAG-CGA-TTTGAAGGTC---GTT-TCCACTGTTATTCACGTTTGTTT--TGTGGTTT-TG-------TTT---------------TTTCTTTG-------TTTTGTGTGAACTCATCAATGAAACAATCT----------------GAA--CACAAAAG-CACTCAC-AAGTGTGACACA-------GAACGTGACAAAAAAATATA------------------A-----------AAAACTAT

droYak3 3L:21530478-21530632 + dya_1781 TTTCAA-CGA-TTTGAAGGTC---GTT-TCCACTGTTATTCTCGTTTGTTT--TGTGGTTT-TG-------TTT---------------TTTCTTTG-------TTTTGTGTGAACTCATCAATGAAACAATCT----------------AAA--CACAAAAG-CACTCAC-AAGTGTGACACA-------GAACGTGACAAAAAAATATA------------------A-----------AAAACTAT
droEug1 scf7180000409471:411256-

411423 +
TTTCAA-CGT-TTTGAAGGTC---GTT-TCCACTGTTATTCGCGTTTGTTT-TTGTGATTT-TGCCTTTTC----------TT------TGTCTTTG-------TTTTGTGTGAACTCATCAATGAAACAATCT----------------AAA--CACAAAAG-CACTCAC-AAGTGTGACACA-------GAACGTGACAAAAAAATATAAA------------AAAGA-----------AAAACTAT

droBia1 scf7180000302529:420860-
421015 +

TTCCAA-CGT-TTTGAAGGTC---GTT-TCCACTGTTATTCACGTTTGTTT-TCGTGGCTT-TG-------TTT---------------TCTCTTTG-------TTTTGTGTGAACTCATCAATGAAACAATCT----------------AAA--CACAAAAG-CACTCAC-AAGTGTGACACA-------GAACGTGACAAAA-AATACA-----------------AA-----------AAAATTAT

droTak1 scf7180000414021:74767-
74925 -

TTCCAA-CGT-TTTGAAGGTC---GTT-TCCACTGTTATTCACGTTTGTTT-TTGTGGTTT-TG-------TTT---------------TTTCTTTG-------TTTTGTGTGAACTCATCAATGAAACAATCT----------------AAA--CACAAAAG-CACTCAC-AAGTGTGACACA-------GAACGTGACAAAAAAATATA---------------AAAA-----------AGAACTAT

droEle1 scf7180000491249:6350652-
6350810 -

TTTCAA-CGT-TTTGAAGGTC---GTT-TCCACTGTTATTCACGATTGTTT-TTGTGGTTT-TG-------TTT---------------TCTCTTTG-------TTTTGTGTGAACTCATCAATGAAACAATCT----------------AAA--CACAAAAG-CACTCAC-AAGTGTGACACA-------GAACGTGACAAAAAAATAA---------------AAAAA-----------AAAACTAT

droRho1 scf7180000758657:8-167 + TTTCAA-CGTTTTTGAAGGTC---GTT-TCCACTGTTATTCACGATTGTTT-TTGTGGTTT-TG-------TTT---------------TTTCTTTG-------TTTTGTGTGAACTCATCAATGAAACAATCT----------------AAA--CACAAAAG-CACTCAC-AAGTGTGACACA-------GAACGTGACAAAAAAAA-CA--------------AAAAA-----------AAAACTAT
droFic1 scf7180000453824:438432-

438582 -
TTTCAA-CGT-TTTGAAGGTC---GTT-TCCACTGCTGTTCACGATTGTTT-TTGTGGTTT-TG-------TTT---------------TTTCTTTG-------TTTTGTGTGAACTCATCAATGAAACAATCC----------------AAA--CACAAAAG-CACTCAC-AAGTGTGACACA-------GAACGTGACAAAAAA-----------------------A-----------AACAGTAT

droKik1 scf7180000302251:117779-
117960 -

TTTCAA-CGT-TTTGAAGGTC---GTT-TCCACTGTTATTCACGATTGCTT-TTGTGGTTTTTG-TTTTTGTTT-------TT------CGTCTTTG-------TTTTGTGTGAACTCATCAATGAAACAATCT----------------AAA--CACAAAAG-CACTCAC-AAGTGTGACACA-------GAACGTGACAAAAAAGTATAAAAAAAAAT-----A-------AACGAAAAAAAACTAT

droAna3 scaffold_13337:18377662-
18377810 +

TTTTCAAAG--CCTGAAGATC---GTT-TCCACCGA-----------GCTG-TTGTGGTTT-TG-------TTT---------------TTTCTTTG-------TTTTGTGTGAACTCATCAATGAAACAATCT----------------AAA--CACAAAAG-CACTCAC-AAATATGACACA-------GAACGTGACAAATAAATAAAA--------------AGAA-----------AAAAATGA

droBip1 scf7180000396741:1561617-
1561766 +

TTTCAA-CGC-TTTGAAGGTC---GTC-TCCACAGT-----------GTTA-TTGTGGTTT-TG-------TTT-------------------------------TGTGTGTGAACTCATCAATGAAACAATCT----------------AAA--CACAAAAG-CACTCAC-AAATATGACAGA-------GAACGTGACAAATAAATAAAA--------------AA-AAACAGCAAAAAAAAACTAT

dp5 XR_group8:7140823-7140973 - TTCAAA-CGT-TTTGAAGGTC---GTTTTGCACTGT---------GTGTTT-CTGTGGTTT-TG-------TTTCGCTCTTTTTGCCCATTTGTGTG-------TGTGATGTGAACTCATCAATGAAACAATCC---------------CAAACACACAAAAGCCACTCAC-AAGTGTCACACA-------A----------------------------------AAAA-----------AAAACAAC
droPer2 scaffold_36:165559-165702 + ----AA-CGT-TTTGAAGGTC---GTTTTGCACTGT---------GTGTTT-CTGTGGTTT-TG-------TTTCGCTCTTTTTGCCCATTTGTGTG-------TGTGATGTGAACTCATCAATGAAACAATCC---------------CAAACACACAAAAGCCACTCAC-AAGTGTCACACA-------A----------------------------------AAAA-----------AAAAC---
droWil2 scf2_1100000004762:3231747-

3231877 +
TTGAAA-ACTTTTTGAAGGTCATTGTT-TCCACTTA------------------------------------------------------ATGTGTG-------CTGTGTGTGAACTCATCAATGAAACAATAC----------------ACA--CACACGCA-CACACAC-AACAG-CACAGA-------GAACGTGACAAAACAAAA----------------AAAAA-----------AAAATCAT

droVir3 scaffold_13049:13362168-
13362290 -

TTTTCA-CGT-TTTGAAGGTC---GTT-TCCACTGT---ACGCGATTCTTGTCAGTGTTAT-TG-------TTG---------------TTGCGAT--------TATTGTGTGAACTCATCAATGAAACAATAC---------------AGAGAACCCAACACACACACAC-AAATGTG----------------------------------------------------------------------

droMoj3 scaffold_6680:13991813-
13991991 +

TTTTCA-CGT-TTTGAAGGTC---GTT-TCCACTGTGCGCGAATCTTGTCA-TTGTTGTCGTTG-TTGTTGCT-----CT---------TGTCGCTGCTGCGATTATTGTGTGAACTCATCAATGAAACAATACAGAAAGAATCGTGGACAAA--CACACA---CACTTACACTCTGTTGTATATAAAGGCCGATGTGA-------------------------------------------TAAGCAC

droGri2 scaffold_15110:18794185-
18794314 -

TTTTCA-CGT-TTTGAAGGTC---GTT-TGCACTGT---GCACGTT-GTTA-TTGTTGT---------------------------------------------TGTTGTGTGAACTCATCAATGAAACAATAC---------------AATGGAGAGAACAACAGCCGAC-AAGCG----------------------------AACTGCT--------TTTGGACAGA-----------GATACTAC
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ACCCAAACGGAAGTGTTGATATGGCCGCAGCTCAGTCGCAGTCGCAGCTCAGTCGGTATAGAAATTGTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGGCTGAGCAGCATAGTCAGCATTTCTGCACCTCCCAGAATCCAGCCCATCCTCCTTAGCGAACACACTATTGCCACCCACTTTTCCAGCCCG

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

head

M024

male
body

SRR618934
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ovaries

SRR553488
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hours
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M025

embryo

SRR902008

ovaries
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testis

SRR553486
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ovaries

O002

Head

O001
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SRR553487
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hours
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SRR553485
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............................................................................AACGACTTAAGCTGCTCGGCAC........................................................................................................ 22 0 1 10.00 10 6 2 0 0 1 1 0 0 0 0 0 0

............................................................................AACGACTTAAGCTGCTCGGCACG....................................................................................................... 23 0 1 8.00 8 4 0 0 1 1 2 0 0 0 0 0 0

............................................................................AACGACTTAAGCTGCTCGGCA......................................................................................................... 21 0 1 4.00 4 1 0 0 0 0 0 3 0 0 0 0 0

............................................................................AACGACTTAAGCTGCTCGGC.......................................................................................................... 20 0 1 4.00 4 3 1 0 0 0 0 0 0 0 0 0 0

.......................................................................................................ATGACCGGGCTGAGCAGC................................................................................. 18 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0

............................................................................AACGACTTAAGCTGCTCGGCACGT...................................................................................................... 24 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0

..............................................GCTCAGTCGGTATAG............................................................................................................................................. 15 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0

..........................................................................................................ACCGGGCTGAGCAGCATAGT............................................................................ 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................TGACCGGGCTGAGCAGCATAGTC........................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0

.....AACGGAAGTGTTGATATGGCCT............................................................................................................................................................................... 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................................CACCCACTTTTCCAGCCC. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0

................................................................................................ACGCAACATGACCGGGCTGAGCAGC................................................................................. 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................GGCTGAGCAGCATAGTCA.......................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0

.................................................................................CTTAAGCTGCTCGGCACGC...................................................................................................... 19 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0

..............................................................................CGACTTAAGCTGCTCGGCACGCA..................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0

..........................................................................................................ACCGGGCTGAGCAGCATAGTCAG......................................................................... 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

.................................................................................CTTAAGCTGCTCGGCACGCAACATGACC............................................................................................. 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0

...............................................CTCAGTCGGTATAGC............................................................................................................................................ 15 1 20 0.05 1 0 0 0 0 0 0 0 1 0 0 0 0

..............................................GCTCAGTCGGTATAGC............................................................................................................................................ 16 1 20 0.05 1 0 0 1 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TGGGTTTGCCTTCACAACTATACCGGCGTCGAGTCAGCGTCAGCGTCGAGTCAGCCATATCTTTAACAGTAGAGTATTGCTGAATTCGACGAGCCGTGCGTTGTACTGGCCCGACTCGTCGTATCAGTCGTAAAGACGTGGAGGGTCTTAGGTCGGGTAGGAGGAATCGCTTGTGTGATAACGGTGGGTGAAAAGGTCGGGC
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 3r:12738956-12739157 + dsi_32436 ACCCAAACGGAAGTGTTGATATGGC--CGCAGCT-CAGTCGCAGTCG---CA-----------G---------------------------------CTC------------------------------------------AGTCGGTATAGAAATT------GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGC----ACCT--CCCAG----AATCCA-------GCCCATCCTC-----------------CTTAGCGAACACACTAT-----------TG------------CCACCCA-CTT--TTC----CAGCCCG
droSec2 scaffold_0:13567275-

13567476 +
dse_131 TTCCAAACGGAAGTGTTGATATGGC--CGCAGCT-CAGTCGCAGTCG---CA-----------G---------------------------------CTC------------------------------------------AGTCGGTATAGAAATT------GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCTTAGTCATCATTTCTGC----ACCT--CCCAG----AATCCA-------GCCCATCCTC-----------------CTTAGCGAACACACTAT-----------TG------------CCACCCA-CTT--TTC----CAGCCCA

dm3 chr3R:8419594-8419793 - dme_234 TCCCAAACGGAAGTGTTGATATGGC--CGCAGCT-CAGTCACAGTCC---CA-----------G---------------------------------CTC------------------------------------------AGTCGGTATAGAAATT------GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGC----ACCT--CCCAG----AATCCA-------GCCCATCCTC-----------------CTCAGCAAA--CACTAT-----------TG------------CCACCCA-CTT--TTC----CAACCCA
droEre2 scaffold_4770:13232498-

13232704 +
der_1512 TCCCAAACGGAAGTGTTGATATGGC--CGCAGCT-CAGTCGCAGTCG---CA-----GTCGCAG---------------------------------CTC------------------------------------------AGTCGGTATAGAAATT------GTCATCTCATAACGACTTAAGCTGCTCAGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGC----ACCT--CCCAG----AATCCA-------GCCCATCCCCCA----TCTTCCA------------C--CACTAT-----------TG------------CCACCCA-CTT--TTC----CAGCCCA

droYak3 3R:12705451-12705655 - dya_1782 TCCCAAACGGAAGTGTTGATATGGC--CGCAGCT-CAGTCGCAGTCG---CA-----------G---------------------------------CTC------------------------------------------AGTCGGTATAGAAATT------GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGC----ACCT--CCCAG----AATCCA-------GCCCATCCTCAGTCGGTCTTCCA------------C--CACTGT-----------TG------------CCACCCA-CTT--TTC----CAACCCA
droEug1 scf7180000409615:635434-

635627 -
TTCCAAACGGAAGTGTTGATATTGC--CGCTGCT-CAGTCGCAGTCG---CA-----------G---------------------------------CTC------------------------------------------AGTCGGTATAGAAATT------GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACTGGG-----CTGAGCAGCATAGTCAGCATTTCTGC----ACCT--CCCAG----AATCCG-------TTTCACCCTC-----------------CTT-----------TTA-----------TA------------CAACCCA-CTT--CTCCCACC-ACCCA

droBia1 scf7180000302402:97558-
97761 -

CTCCGAGCGGAAGTGTTGATATTGC--CGCTGCT-CAGTCGCAGTCG---CG-----GTCGCAG---------------------------------CTCA-G------TCGCAATTC------------------------AGGCGGTATAGAAATT------GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGC----ACCT--CCCAG----CATCCA-------GCTCACCCCG-----------------CTGGGC------------------------------------CCACCCA-CTT--T-C----C-ACCCA

droTak1 scf7180000415366:130675-
130872 +

CTCCAAACGGAAGTGTTGATATTGC--CGCTGCT-CAGTCGCAGTCG---CA-----------G---------------------------------CTCA-G------TCGCAATTC------------------------AGTCGGTATAGAAATT------GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGC----ACCT--CCCAG----AATCCA-------GCTCACCCGC-----------------CT--------------------------TT------------CCACCCA-CTT--TTC----CAACCCA

droEle1 scf7180000490994:97229-
97427 -

TGCCAAACGGAAGTGTTGATATTGC--CGCTGCT-CTGTCGCAG-CT---CA-----GTCGCAG---------------------------------CTCA-G------CCGCAAGTG------------------------AGTCGGTATAGAAATT------GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCAGC----ACCT--CCCAG----AATGCGGCATATAGCCCACCCC----------------------------------------------------------------CCC-GTT--T-T----C-ACCCA

droRho1 scf7180000777772:6576-6773
-

TTTCAAAGGGAAGTGTTGATATTGC--CGCTGCT-CAGCCGCAGTCG---CA-----------G---------------------------------CTCA-G------TCGCAAGTG------------------------AGTCGGTATAGAAATC------GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGC----ACCT--CCCAG----AATCCA-------GAA-ACCAG-----------------------------------------CACCCAG------------CCACCCC-CTT--TTC----C-ACCCA

droFic1 scf7180000453812:694063-
694266 +

TTCCAAACGGAAGTGTTGATACTAC--CGCTGCT-CAGTCGCAGTCG---CA-----------G---------------------------------CTCA-G------TCGCACATC------------------------AGTCGGTATAGAAATC------GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGAG-----CTGAGCAGCATAGTCAGCATTTCTGC----ACCT--CCCAG----AATCCA-------GCC----------------------------------------------------AGCCACCCACTTACACACCCA-CTT--CACCCACC-ACCCA

droKik1 scf7180000302256:649519-
649723 +

CTCTAAACGGAAGTGTTGGTATTGC--CGCTGCT-CAGGCGCTGTCG---CAGCTCAGT------------------------------------------CACTGAGAC----------GCCGAGGCGCTGAGTC--GCTCTGTCGGTACAGAAATT------GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGC----AGTT--CCCAG----AAGGCA-------G--------------------------------------------------------------------CCACCCA-CTT--TTC----C-ACCCA

droAna3 scaffold_12911:3351170-
3351291 -

-----AACGGAAGTGTTGATATCGC--CGCTGCC-TGG-----------------------------------------------------------CTG------------------------------------------GGGCGGTGTAGGAATT------GTCATCTCAGAACGACTTAAGCTGCTCGGCACGCAACATGAC----------TGAGCAGCGTAGTCAGCATTTCTGC----ACCT--CC--------------------------------------------------------------------------------------------------------------------

droBip1 scf7180000396640:216790-
216945 -

-----AACGGAAGTGTTGATATCGC--CGCTGCC-TGG-----------------------------------------------------------CTC------------------------------------------AGGCGGTGTAGGAATT------GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGAC----------TGAGCAGCGTAGTCAGCATTTCTGC----ACCT--CCCAGGCGAAGTCC-----------------C-----------------CTTAG-----------A-----------TG------------CCCCACA-CTT--TCC-----------

dp5 2:2527942-2528073 - -----AACGGAAGTGTTGATACTGCCCCGCCGCT-CAGTCACAGTCG---CA-----GTCGCAG--------------------------------------------------------------------AGCCTTTCTCTGT-GGCATAGAAATC------GTCATCGCATAACGACTTAAGCTCCTCGGCAC------------------------------AGTCAGCATTTCTGCGAGTACAT--CC--------------------------------------------------------------------------------------------------------------------
droPer2 scaffold_7:2696941-2697072

-
-----AACGGAAGTGTTGATACTGCCCCGCCGCT-CAGCCACAGTCA---CA-----GTAGCAG--------------------------------------------------------------------AGCCTTTCTCTGT-GGCACAGAAATC------GTCATCGCATAACGACTTAAGCTCCTCAG------------------------------CACAGTCAGCATTTCTGCGAGTACAT--CC--------------------------------------------------------------------------------------------------------------------

droWil2 scf2_1100000004943:2230139-
2230327 -

-----AACGGAAGTGTTGATATTGC--CCTTGCT-C----------------------------------------------------------------------------------------------------------------TATGGAAATCGTCATCGTCATCTCATAACGACTTAAGCTTCTCAGCACGCAGCCTGACTAAGCTCAGCTGAGCAGCATAGTCAGCAATTCTGCAGGAGCATCTCATAT----AAGACA-------TCACACACTC----------CCACCACCTCAGCA-----------------------------------CAACCCCCCTTCATAC----CAACATA

droVir3 scaffold_12855:538337-
538481 +

----AAGCGGAAGTGTTGATATTGT--CGCTGCT-CAGCC-CGGCAG---CG-----------A---------------------------------CTTAGG------CTGCGACTG------------------------CGGCGCTGCTGAAACT------GTTGTCGCATAAAGACTTAAGCTGCTCAGCAGGCAGCGTCAGCGAT-----TCCGG------------------------------------------------------------------------------------------------T-----------TG------------C--TCCG-CTT--TAC----TCGCCTG

droMoj3 scaffold_6540:12428184-
12428380 -

----AAGCGGAAGTGTTGATATTGC--CGCTGCCTCAGCC-TGGCGG---CG-----------A---------------------------------CTGCGA------CTGCGACTGAGGC----------AG--------AGGCGCCGTTCAAACT------GTTGTCGCATAACGACTTAAGCTGTTCAGCACGCAGCGTCAGCGAT-----TCCGGCTGCT----CTGC-TTTGTGC----GCCT--GG-------GGGCCA-------CA--------------------------------------CTTCAAGTCACACAC--------------ACGCACA-CTC--TCG-CA-C-ACTCG

droGri2 scaffold_14906:1656718-
1656903 +

----AAGCGGAAGTGTTGATATTGC--CGCTGCT-TAGTC-TGGCAGCGACA-----GTAGCGGAGGTGGAGATGGAGACGGAGGTGGAGGCGGAGACGGTGACTGAGAC------TGAGGC----------AG--------CCACACTGTTGAAATTGT----GTTGTCGCATAACGACTTAAGCTGCTCAGCACGCAGCGT--------------------------CAGCGATTC--------------------------------------------------------------------------------------------------------CCACCGC-CTT--CTC----C-----G
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

GAGGTGCTGTCGCGCGGCTCGCAGTTTCGCGTGGAAAGCATGATGCTGAGGTGAGTGTAGATCCGAGCGGTCATAATATGTTGTACCCTTATGAACTCTCTGTCTTCACAGAATCGCCAAGCCAAAGAACCTGGTGCCACTTTCACCGAGCGTCCAGGCTC
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.........................................................................................TATGAACTCTCTGTCTTCACAG.................................................. 22 0 1 12.00 12 4 3 1 1 0 3 0 0 0

...........................................................................................TGAACTCTCTGTCTTCACAGA................................................. 21 0 1 9.00 9 3 1 2 2 0 0 1 0 0

...........................................................................................TGAACTCTCTGTCTTCACAGT................................................. 21 1 1 7.00 7 2 2 1 0 0 0 1 0 1

.........................................................................................TATGAACTCTCTGTCTTCACAGT................................................. 23 1 1 5.00 5 2 1 1 0 0 1 0 0 0

...........................................................................................TGAACTCTCTGTCTTCACAG.................................................. 20 0 1 4.00 4 3 0 1 0 0 0 0 0 0

..................................................GTGAGTGTAGATCCGAGCGGTCATA...................................................................................... 25 0 1 3.00 3 0 0 0 0 2 0 0 1 0

..........................................................................................ATGAACTCTCTGTCTTCACAGA................................................. 22 0 1 2.00 2 0 2 0 0 0 0 0 0 0

...........................................................................................TGAACTCTCTGTCTTCACAGTT................................................ 22 2 1 2.00 2 1 0 1 0 0 0 0 0 0

..........................................................................................ATGAACTCTCTGTCTTCACAGT................................................. 22 1 1 2.00 2 0 1 1 0 0 0 0 0 0

.....................................................AGTGTAGATCCGAGCGGTCAT....................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0

.........................................................................................TATGAACTCTCTGTCTTCACA................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0

..................................................GTGAGTGTAGATCCGAGCGGTCA........................................................................................ 23 0 1 1.00 1 0 0 0 0 1 0 0 0 0

..........................................................................................ATGAACTCTCTGTCTTCACAG.................................................. 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0

...........................................................................................TGAACTCTCTGTCTTCACAGG................................................. 21 1 1 1.00 1 0 0 1 0 0 0 0 0 0

...................................................TGAGTGTAGATCCGAGCGGTCAT....................................................................................... 23 0 1 1.00 1 0 0 0 0 1 0 0 0 0

.........................................................................................TATGAACTCTCTGTCTTCACAGAAA............................................... 25 1 1 1.00 1 0 0 0 1 0 0 0 0 0

...................................................TGAGTGTAGATCCGAGCGGTC......................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0

Anti-sense strand reads

CTCCACGACAGCGCGCCGAGCGTCAAAGCGCACCTTTCGTACTACGACTCCACTCACATCTAGGCTCGCCAGTATTATACAACATGGGAATACTTGAGAGACAGAAGTGTCTTAGCGGTTCGGTTTCTTGGACCACGGTGAAAGTGGCTCGCAGGTCCGAG
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................................................TCCACTCACATCTAGGCTCGCC........................................................................................... 22 0 1 1.00 1 1 0 0 0
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Species Coordinate ID Alignment
droSim2 2r:4527737-4527897 + dsi_4847 GAGGTGCTGTCGCGCGGCTCGCAGTTTCGCGTGGAAAGCATGATGCTGAGGTGAGTGTAGATC-CGAG--CG----------------------------------------------------GTCATAA--------------TATGTTGTACCCT--------TATGAACT----------CTCTGTCTTCACAGAATCGCCAAGCCAAAGAACCTGGTGCCACTTTCACCGAGCGTCCAGGCTC
droSec2 scaffold_1:1342764-1342924 + GAGGTGCTGTCGCGCGGCTCGCAGTTTCGCGTGGAAAGCATGATGCTGAGGTGAGTGTAGATC-CGAG--CG----------------------------------------------------GTCATAA--------------TATGTTGTACCCT--------TATGAACT----------CTCTGTCTTCACAGAATCGCCAAGCCAAAGAACCTGGTGCCACTTTCACCCAGCGTCCAGGCTC
dm3 chr2R:3686374-3686538 + GAGGTGCTGTCGCGCGGCTCACAGTTTCGCGTGGAAAGCATGATGCTGAGGTGAGTGTAACCCTTGAG------------------------------------------CGC----------AGGCAAAA--------------TATGTTGCATCCTC-------CCTGAACT----------CTCTGTCTTCATAGAATCGCCAAGCCAAAGAACCTGGTGCCACTTTCACCCAGCGTCCAGGCTC
droEre2 scaffold_4929:18922012-

18922171 -
GAGGTGCTATCGCGCGGCTCGCAGTTTCGCGTGGAAAGCATGATGCTGAGGTGAGTGTAACCC-TGAG--C----------------------------------------------------AGGCAAAA---------------ATATTCCAATCT--------TATGGTCT----------CTCTGTCTTCCTAGAATCGCCAAGCCAAAGAATTTGGTTCCACTTTCACCTAGCGTCCAGGCCC

droYak3 2L:16358794-16358954 + GAGGTGCTATCGCGCGGCTCGCAGTTTCGCGTGGAAAGCATGATGTTGAGGTAGGTGGTAGCATTGAG------------------------------------------AAG-----------GACAAAA--------------TA--TTCTACTCT--------TATGATCT----------CTCTGTCTTCACAGAATCGCCAAGCCAAAGAATCTGGTGCCACTTTCACCCAGCGTCCAGGCTC
droEug1 scf7180000409672:5713687-

5713837 +
GAGGTTTTGTCGCGTGGTTCGCAATTTCGCGTGGAAAGCATGATGCTAAGGTGAGTGTAATCCCTAAG------------------------------------------AGA-----------AGC--------------------------AATTT--------TATGAACT----------CTTTACCTTTACAGAATCGCCAAGCCAAAGAACCTGGTACCACTTTCACCTAGTGTCCAAGCTC

droBia1 scf7180000301506:627347-
627503 -

GAGGTGCTGTCGCGTGGTTCCCAGTTCCGCGTGGAGAGCATGATGCTGAGGTGAGTCTTGCA-----------------------------------------TATTTTGA------------AGGCACAA--------------TC--TAGAAGTCT--------GATGAT--------------CTCTCTTTACAGAATCGCCAAGCCGAAGAATCTGGTGCCCCTCTCGCCCAGCGTCCAGGCTC

droTak1 scf7180000415870:153219-
153291 -

-------------------------------------------------------------------------------------------------------------------------------------------------------------T--------TCTGATCC----------TTTCGTCTGTACAGAATCGCGAAGCCAAAGAACCTGGTGCCCCTCTCGCCCAGCGTCCAGGCTC

droEle1 scf7180000491347:598993-
599154 +

GAGGTGTTGTCGCGCGGATCGCAGTTTCGTGTGGAGAGCATGATGCTAAGGTGAGTTCTCCCGCTCTA-ATCA-----------------TCCCATTG---CAT-------------------------------------------------CCTAT--------TGT--GATAAT--AAC----CAAACTCCACAGAATCGCCAAGCCAAAGAACCTGGTGCCACTCTCGCCCAGCGTCCAGGCTC

droRho1 scf7180000780226:127531-
127684 +

GAGGTATTGTCGCGCGGATCTCAGTTTCGCGTGGAAAGCATGATGCTAAGGTGAGTTTTTTCCTTCAG------------------------------------------AGGAAGT--------------------------------ATATCCTAT--------TGT--GTT----------CAACAATTTCACAGAATTGCCAAGCCAAAGAACCTGGTGCCTCTCTCGCCTAGCGTCCAGGCTC

droFic1 scf7180000453215:521646-
521802 -

GAAGTGTTGTCGCGTGGCTCGCAGTTTCGCGTTGAGAGCATGATGCTGAGGTAAGTGTAACCGTTTAG------------------------------------------AAGACCT-----------TTA------T------C----CAGTGG----------------ACTAAT--GAC----CTAGTTTTGTAGAATTGCCAAGCCCAAGAACCTGGTGCCACTTTCGCCCAGCGTCCAAGCCC

droKik1 scf7180000302471:318392-
318544 +

GAGGTGCTGTCGCGAGGTTCCCAGTTTCGCGTGGAGAGCATGATGCTGAGGTGAGTCTGAAGC-TA-G------------------------------------------A------------------AATCCTTAT------C--------AATTT-------------AATGAG--GAA----ATGTTTCCCCAGAATCGCCAAGCCAAAGAACCTGGTGCCTTTGTCTCCGAGTGTCCAGCAGA

droAna3 scaffold_13266:8716268-
8716425 +

GAAGTTCTTTCGCGCGGATCGCAGTTCCGAGTAGAGAGTATGATGCTGCGGTAAGCAAACCTC-ATAA--T-----------------------------------------------------GTCGTAA--------------TT--CCTCCCTCT--------T----AATAAT--ATC----CCTTTTTACTAGGATTGCCAAACCAAAGAACCTGGTGCCCCTCTCACCAAGCGTCCAGCAAC

droBip1 scf7180000396759:112243-
112393 -

GAAGTTCTTTCACGCGGATCGCAGTTCCGAGTAGAGAGTATGATGCTGAGGTGGGTGAATGA--------CG--------------------------TCGTGATT-----------CCTTGCAGA--------------------------------------------AAAT--------AATGTCTCCCTTCTAGGATTGCCAAACCAAAGAACCTGGTGCCACTCTCACCAAGCGTCCAGCAAC

dp5 3:2564010-2564172 - GAGGTTCTATCGCGAGGATCGCAGTTTCGAGTCGAAAGCATGATGCTCAGGTGAGTGAAAAAA-TGCT--CT----------------------------------TTGGAGGGCTG--------------------------------GTGTCCTTT--------GGTAACCT--------ACCGTCACCTTTCCAGAATTGCCAAGCCCAAGAACGTGGTGCCGCTCTCGCCCAGCGTCCAGCAGC
droPer2 scaffold_2:2755382-2755544 - GAGGTTCTATCGCGAGGATCGCAGTTTCGAGTCGAAAGCATGATGCTCAGGTGAGTGAAACAA-TGCC--CT----------------------------------TTGGAGGGCTG--------------------------------GTGTCCTTT--------GGTAACCT--------ACCGTCACCTTTCCAGAATTGCCAAGCCCAAGAACGTGGTGCCGCTCTCGCCCAGCGTCCAGCAGC
droWil2 scf2_1100000004513:1128303-

1128402 +
GAGGTGCTTTCACGAGGATCACAATTTCGAGTGGAATCCATGATGCTGAGG----------------------------------------------------------------------------------------------------------------------------------------------------ATAGCGAAGCCAAAGAATTTGGTTCCCCTCTCGCCCAGTGTGCAACAAC

droVir3 scaffold_12875:934687-934857
+

GAGGTGCTCTCACGCGGCTCACAGTTTCGCGTGGAAAGCATGATGCTGCGGTGGGTATTGCCCCCTCTACATATGGATGCCTATATTAAA-------------TATTTA-----TTA-----------TTA------T---TCTC----T---CGC---------------------CCA-----------ACCACAGCATAGCGAAGCCCAAGAATCTGGTGCCGCTCTCGCCGAGCGTGCAGCAGC

droMoj3 scaffold_6496:3971280-
3971442 +

GAGGTGCTCTCCCGTGGTTCGCAGTTTCGGGTGGAGAGCATGATGTTGCGGTGGGTATCAGAT-TGC-----------------------------------ATTT-----------ACCTGTAAGCA------TTGTCAATATC----A---AGT---------------------CCAAT----CTTCATTTATAGAATTGCCAAGCCAAAGAATTTGGTGCCGCTTTCGCCCAGTGTGCAGCAGC

droGri2 scaffold_15245:10031811-
10031975 -

GAGGTGCTCTCCCGTGGCTCACAGTTTCGCGTCGAGAGCATGATGCTGCGGTGGGTGGAAAAG-CGAT--C-------------------------------------------------------CATAA-------------ATA--TTCTATTTTATATGTGTT----TGTC--CCAAT----CTTTGCCCACAGCATTGCGAAGCCAAGGAACCTGGTCCCATTGTCGCCCAGCGTGCAGCAAC
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dsi_14614

Coordinate:
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Legend: mature star mismatch in alignment mismatch in read
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intron [3l_1265322_1265387_-]; CDS [3l_1263339_1265321_-]; CDS [3l_1265388_1265529_-]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TCCTGGGCAGGAAAATAACAGACGTACTGGAGACCATCACCCACAGAAGCGTGAGTTGGAAATGGCGGCATTCTGATTTCCCTTCTCGTCATCTGAATCCTCCCATCCCATTTCAGATCCCAGCATCATTGCCGATCAAGATATGCTTCGTCTGCACCTCCACATT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR553486

Makindu_3
day-old
ovaries

GSM343915

embryo

M025

embryo

SRR553485

Chicharo_3
day-old
ovaries

SRR902008

ovaries

SRR902009

testis

SRR618934

dsim w501
ovaries

SRR553487

NRT_0-2
hours
eggs

SRR553488

RT_0-2
hours
eggs

M023

head

O002

Head

M024

male
body

...................................................TGAGTTGGAAATGGCGGCATTCT............................................................................................ 23 0 1 9.00 9 4 0 0 1 2 0 1 0 1 0 0 0

...............................................................................................AATCCTCCCATCCCATTTCAGT................................................. 22 1 1 4.00 4 0 2 1 0 0 0 1 0 0 0 0 0

................................................................................................ATCCTCCCATCCCATTTCAGA................................................. 21 0 1 3.00 3 2 0 0 0 0 0 0 1 0 0 0 0

.............................................................................................TGAATCCTCCCATCCCATTTCAGT................................................. 24 1 1 3.00 3 0 1 2 0 0 0 0 0 0 0 0 0

.............................................................................................TGAATCCTCCCATCCCATTTCAG.................................................. 23 0 1 3.00 3 1 0 1 0 0 0 0 0 0 1 0 0

..................................................GTGAGTTGGAAATGGCGGCATT.............................................................................................. 22 0 1 2.00 2 0 0 0 0 1 1 0 0 0 0 0 0

...................................................TGAGTTGGAAATGGCGGCAT............................................................................................... 20 0 1 2.00 2 0 0 0 0 0 0 0 2 0 0 0 0

................................................................................................ATCCTCCCATCCCATTTCAG.................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0

.........................................................................TGATTTCCCTTCTCGTCATCTGA...................................................................... 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0

..................................................GTGAGTTGGAAATGGCGGCATTCT............................................................................................ 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

...................................................TGAGTTGGAAATGGCGGCATTCTGAA......................................................................................... 26 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0

...............TAACAGACGTACTGGAGACCATC................................................................................................................................ 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................AATCCTCCCATCCCATTTCAGA................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0

........AGGAAAATAACAGACGTACTGGAGACC................................................................................................................................... 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TGAATCCTCCCATCCCATTTCAGG................................................. 24 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0

...............................................................................................AATCCTCCCATCCCATTTCAG.................................................. 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0

................................................................................................ATCCTCCCATCCCATTTCAGT................................................. 21 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTTGGAAATGGCGGCATTCTGA.......................................................................................... 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTTGGAAATGGCGGCAT............................................................................................... 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0

..................................................GTGAGTTGGAAATGGCGGCATTA............................................................................................. 23 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0

.................................................................................................TCCTCCCATCCCATTTCAGA................................................. 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0

Anti-sense strand reads

AGGACCCGTCCTTTTATTGTCTGCATGACCTCTGGTAGTGGGTGTCTTCGCACTCAACCTTTACCGCCGTAAGACTAAAGGGAAGAGCAGTAGACTTAGGAGGGTAGGGTAAAGTCTAGGGTCGTAGTAACGGCTAGTTCTATACGAAGCAGACGTGGAGGTGTAA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR902009

testis

M023

head

M024

male
body

SRR553487

NRT_0-2
hours
eggs

SRR618934

dsim w501
ovaries

SRR553488

RT_0-2
hours
eggs

SRR553485

Chicharo_3
day-old
ovaries

SRR553486

Makindu_3
day-old
ovaries

.................................................................................GAAGAGCAGTAGACTTAGGAG................................................................ 21 0 1 1.00 1 1 0 0 0 0 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 3l:1265272-1265437 - dsi_14614 TCC---TGGGCAGGAAAATAACAGACGTACTGGAGACCATCACCCACAGAAGCGTGAGTTG----------------------------------------G-AAA-----TGGCGGCATTCTGA-TTTCCCT-TCTCGTC-ATCTG------AATCCTCC------C-----ATCCCATTTCAGATCCCAGCATCATTGCCGATCAAGATATGCTTCGTCTGCACCTCCACATT
droSec2 scaffold_2:1384438-1384603

-
dse_989 TCC---TGGGCAGGAAAATAACAGACGTATTGGAGACCATCACCCACAGAAGCGTGAGTTG----------------------------------------G-AAA-----TGGCGGCATTCTGA-TTTCCCT-TATCGTC-ATCTG------AATCCTCC------C-----ATCCCATTTCAGATCCCATCATCATTGCCGATCAAGATATGCTTCGTCTGCACCTCCACATT

dm3 chr3L:1341812-1341977 - dme_473 TCC---TGGGCAGGAAAATAACAGACGTACTGGAGACCATCACCCACAGAAGCGTGAGTTG----------------------------------------G-AAA-----TGGCGGCATTCTGA-TTTCCCT-TCTCGTC-ATCTA------AATCATCC------C-----ATCCCATTTCAGATCCCATCATCCTTGCCCATCAAGATATGCTTCGTCTGCACCTCCACATT
droEre2 scaffold_4784:1324682-

1324846 -
TCC---TGGGCAGGAAAATTACAGACGTACTGGAGACCATCACCCACAGAAGCGTGAGTTG----------------------------------------G-AAA-----GGGCGGCATTCTGA-TTTCTCAATCTTATCT---------CGAATCATCT------T-----GCCCTCTTTCAGATCCCAGCATCCTTGCCCATCAAGATATGCTTCGTCTGTACCTCCACATT

droYak3 3L:1300727-1300891 - TCC---TGGGCAGGAAAATTACAGATGTACTAGAGACCATCACACACAGAAGCGTGAGTTG----------------------------------------G-AAA-----AGGCGGCATTCTGA-TTTCCCAATCTTATCT---------CAAATCATCT------C-----GCCGCCTTTCAGATCCCATCATCCTTGCCCATCAAGATATGCTTCGTCTGCACCTCCACATT
droEug1 scf7180000409007:165676-

165835 -
TTC---TGGACAAAAAAATGATAGAAATACTGGAGACCATTACACACAGAAGCGTTAGTTA----------------------------------------A-AAA-----GAGCGGCATTCTGA-TTTCCCAATCTGACCC---------CGACC-----------C-----TTTCCCTTTCAGATCCCGGCCAACGCTCCTATTAAGATTTGCTTCCTTTGCGCATCTTCATT

droBia1 scf7180000300910:1446654-
1446820 -

TTG---TGGGCACAAAAGTCGTGGACTTGCTGGAGGCCATCACCCACAAGAGCGTGAGTTG----------------------------------------G-G-C-----GCGCGGCATTCCTA-TCTCCAGATCTGATCC---------CAATC--CAT-TCCCTT-----CACCCCTTTCAGATCCCAGCCAACGCGAACGTCAAGATATGCTTCATCTGTGCGTCGGGCTT

droTak1 scf7180000414671:329963-
330127 -

TTG---TGGGCACCAAAATGGTAGACATACTGGAGGCCATCACCCACAAGAGCGTGAGTTT----------------------------------------G-AAA-----GAGCGGCATTCCGA-ATTCCCTTTCTTATC-ACCTA------ACTTTTTT-------------GACCTCTTTAGATCCCACCAAATGCGCCCATTAAGATATGCTTCATCTGCGCCTCGGGCTT

droEle1 scf7180000491249:4280450-
4280634 +

TCGCCATGGGCCGCAAAATTGTGGGTCTGCTCGAGATCGTCACGCACAGCAACGTAAGTGG----------------------------------------A-AAA-----AGGCGGTATTCTGA-TTTCCCAATCTTACTTGACTGACCCCCGCC--CTT-CCCCCTCCACATCCCCCTTTCAGCACCCGGCCAACGCGGCCGTAAGGGTATGCTTCCATTGCGCCTCGAATTT

droRho1 scf7180000779696:6192-6352
+

TCG---TGGGCCGTAAAATTGTGGACCTGCTGGAGACAATCACCCAGAAAACCGTGAGTAG----------------------------------------A-AAA-----AGGCGGTATTCTGA-TTTCCTTATCTG-----TCTG------ACCCTCC-------------TCCTCCTCTCAGCTCCCGATAAACTTGGGCCTGAAGGTGTGCTTCCTGTGCGCATCCACCAT

droFic1 scf7180000454113:738145-
738307 +

TTG---TGGGCAGAAAATTGATAGACATTCTCGCCGCCGTCTCCCACAGAAGCGTGAGTTA----------------------------------------G-AAA-----AGGCGGCACTCTGA-ATTCCCAATTTGACCC---------CT--TCTTCT------A-----TCCCCTTTTTAGCTGCCGGCCAACTTGCCGATCAAGGTATGCTTCCTGTGCGCCTCTACTTT

droKik1 scf7180000302577:378184-
378368 -

TTG---TGGGCTACAAGATGCTCGAAGTTTTGCAAATAATCACCCACAAAGACGTGAGTACAGCACG-----------CCAGC-----------------CA-AAA-----GGGCGGCATTTCTGATTT-CTAATTTAATC-TATTG------ACCTATTTTTGCCGT-----GTGCCCTTCCAGTTGCCTGCTAACCTGGCCGTAAAAGTATGCTTCATGTGCGCTTCCAACCT

droAna3 scaffold_13337:6571368-
6571537 +

TCG---TCAGCCGGAAAGTGTTGGAACTGCTTGAGATCATAACTCACAAAAACGTGAGTACTTGTCCCC--------------------------------A-AAA-----AGGCGCCAATCTTA-GCA-CCAATATGATTT---------TAATT--TCT------C-----CTTCTGTCCTAGCTGCCCAATAATGTGGGCTTCAAGGTATGCTTTCTGTGCGCCTCCACGCT

droBip1 scf7180000396709:303017-
303187 +

TCG---TCAGCCGGAAAGTACTGGAGCTACTTGAGATCATAACTCACAAAAACGTGAGTACT-------------------------------GTCCCCCCA-AAA-----AGGCGCCAATCTT--TGACCCAATTTGATTA---------AA--ATGTCT------C-----CCCATTCGACAGCTGCCCAATAATGTGGGCTTCAAGGTATGCTTCCTATGCGCCTCCACACT

dp5 XR_group8:766988-767159 + TTT---ACGGCAACAAACTTAGCGACGTTCTGCACGCCATCACACAACGCCATGTAAGTACAGGCTATGGAAAATAACAAAAACAAAAATATGGCCCTCTGATAATTGGGGA-------------------------------------------------------C-----ACTTTATTTCAGATTCCACCCACTTCGGCCATCAAGGTGTGCTTCATTTGTTTCTTCAAATT
droPer2 scaffold_32:715756-715927

-
TTT---ACGGCAACAAACTTAGCGACATTCTGCACGCCATCACACAACGCCATGTAAGTACAGGCTATGGAAAATAACAAAAACAAAAATATGGCCCTCTGATAATTGGGGA-------------------------------------------------------C-----ACTTTATTTCAGATTCCACCCACTTCGGCCATCAAGGTGTGCTTCATTTGTTTCTTCAAATT
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No Repeatable elements found
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CGCGTGATGATCGAGAAATCTGGAATGCGGCGACGTGGTCTATGTACAAGGTATGTAGAGAAATATAGTTTCGACATCCTTTCAGAAGCAGGCTAACTTTAATTCTCTAACAGGAAATTGATACTGAAATCGGATCAGCAGACGGGAGACGTTCTACTCGATG

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

#
Mismatch

Hit
Count

Total
Norm Total

M025

embryo

M023

head

SRR553486

Makindu_3
day-old
ovaries

SRR553485

Chicharo_3
day-old
ovaries

SRR902009

testis

SRR553488

RT_0-2
hours
eggs

M024

male
body

GSM343915

embryo

SRR553487

NRT_0-2
hours
eggs

O001

Testis

SRR618934

dsim w501
ovaries

............................................................................................CTAACTTTAATTCTCTAACAGT................................................. 22 1 1 35.00 35 17 11 4 0 0 1 1 0 1 0 0

............................................................................................CTAACTTTAATTCTCTAACAG.................................................. 21 0 1 3.00 3 0 1 0 0 0 2 0 0 0 0 0

............................................................................................CTAACTTTAATTCTCTAACAGG................................................. 22 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0

.....GATGATCGAGAAATCTGGAATGCGGC.................................................................................................................................... 26 0 1 2.00 2 0 0 1 1 0 0 0 0 0 0 0

....TGATGATCGAGAAATCT.............................................................................................................................................. 17 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0

......ATGATCGAGAAATCTGGA........................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0

....................................................................................................................................GATCAGCAGACGGGAGACGTT.......... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1

...........................................................................................................................CTGAAATCGGATCAGCAGACG................... 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0

...........CGAGAAATCTGGAATGCGGCG................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0

..............................................................................................................................AAATCGGATCAGCAGACG................... 18 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

....TGATGATCGAGAAATCTGGAATGCGGC.................................................................................................................................... 27 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0

........GATCGAGAAATCTGGAATGCGGCGACGT............................................................................................................................... 28 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0

........GATCGAGAAATCTGGAATGCGGC.................................................................................................................................... 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................GATCAGCAGACGGGAGAC............. 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

............................................................................................CTAACTTTAATTCTCTAACAGA................................................. 22 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

........................ATGCGGCGACGTGGTCTA......................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0

..................................................................................................................................CGGATCAGCAGACGGGAGACGT........... 22 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0

Anti-sense strand reads

GCGCACTACTAGCTCTTTAGACCTTACGCCGCTGCACCAGATACATGTTCCATACATCTCTTTATATCAAAGCTGTAGGAAAGTCTTCGTCCGATTGAAATTAAGAGATTGTCCTTTAACTATGACTTTAGCCTAGTCGTCTGCCCTCTGCAAGATGAGCTAC

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

#
Mismatch

Hit
Count

Total
Norm Total

M023

head

SRR553486

Makindu_3
day-old
ovaries

SRR553488

RT_0-2
hours
eggs

SRR553487

NRT_0-2
hours
eggs

.............................................................................................................................................TGCCCTCTGCAAGATGAGCTA. 21 0 1 2.00 2 2 0 0 0

.............................................................................................................................................GGCCCTCTGCAAGATGAGCTA. 21 1 1 2.00 2 2 0 0 0

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 2l:2122865-2123027 + dsi_10932 CGCGTGATGATCGAGAAATCTGGAATGCGGCGACGTGGTCTATGTACAAGGTATGT----AGA--GAAATAT--AGTTTCGA-------------------CATCC------TTTC-AGAAGC-----AGGCTA-A---C-T-TTAATTC-----------TCTAACAGGAAATTGATACTGAAATCGGATCAGCAGACGGGAGACGTTCTACTCGATG
droSec2 scaffold_4325:644-806 + CGCGTGATGATCGAGAAATCTGGAATGCGGCGACGTGGTCTATGTACAAGGTATGT----AGA--GAAATAT--GGTTTCGA-------------------CATCC------TTTC-AGAAGC-----AGGCTA-A---C-T-TTAATTC-----------GCCAACAGGAAATTGATACTGAAATCGGATCAGCAGACGGGAGACGTTCTACTCGATG
dm3 chr2L:2229344-2229506 + CGCGTGATGATCGAGAAATCTGGAATGCGGCGACGTGGTCTATGTACAAGGTATGT----ATA--GAAATCT--AGTTTCCA-------------------CATCC------TTTC-AGAAGC-----ATGCTA-A---C-T-TCAATTC-----------GCCAACAGGAAATTAATACTGAAATCGGATCAGCAGACGGGAGACGTTCTACTCGATG
droEre2 scaffold_4929:2264492-

2264658 +
CGCGTGATGATCGAGAAGTCTGGAATGCGGCGACGTGGCCTATGTACAAGGTACAT----ATATCCAAACATAGAGTTTCCA-------------------CGTCC------TTTT-AGAAGC-----ACACTA-A---T-C-GTGATTT-----------CCCAACAGAAAATTGATACTGAAATCGGATCAGCAGACGGGAGACGTTCTACTCGATG

droYak3 2L:2202443-2202598 + CGCGTGATGATTGAGAAATCTGGAATGCGACGACGTGGTCTATGTACAAGGTATAT----ACA--GAAAT---------CGA-------------------CATCC------CTTT-TGAAGC-----TTGCTA-A---T-T-ACAATTT-----------ACCTACAGAAAATTAATACTGAAATCGGATCAGCAGACGGGAGACGTTCTACTCGATG
droEug1 scf7180000409554:4006313-

4006482 +
CGTGTGATGATCGAGAAATCCGGAATGAGGCGACGTGGCCTATGTACAAGGTAAAT----ATACATAAAAAA--AGAAAAAA-------------------CATCT------TTAA-AGAATA-----AATTAC-A---A-A-ACAATTTG-G--TAA---TTTTAAAGAAAATTGATCCTGAAATCGGATCAGCAAACGGGCGATGTTTTACTCGATG

droBia1 scf7180000301500:37246-37416
-

CGCGTGATGATTGAGAAGTCCGGAATGCGACGACGTGGCCTATGCACAAGGTATAT----ACA--TAAAAAC--T--------AA----TC--TGCTTATG----CAGATCTCT-A-AAAAGC-----AAGCTC-A---TTT-ATAATTTG----------TTTTACAGAAAATTGATTCTGAAATCGGATCAGCAGACGGGCGATGTTCTACTCGATG

droTak1 scf7180000416008:509256-
509428 -

CGCGTGATGATTGAGAAGTCTGGAATGCGTCGACGTGGCCTATGTACAAGGTATAT----CAA--TAGA------GCA-----AATGCATTTGCA------TATCCAAATCTCT----GAAGT-----AAACTA-A---T-T-ATTATTTG-G--T-----TTTTGCAGAAAATTAATTCTGAAATCGGATCAGCAGACGGGCGATGTTCTACTCGATG

droEle1 scf7180000491273:1043637-
1043811 -

CGCGTGATGATCGAGAAGTCTGGCATGAGACGACGTGGCCTATGTACAAGGTATAT----ATAAACAAACA------------AATGCAGATGCA------CAATT------CTGA-AGAATT-----GAACTA-A---T-T-ACAATTTTTG--T--TCTCCCTACAGAAAATTGATTCTAAAATCGGATCAGCAGACTGGCGATGTTCTACTTGATG

droRho1 scf7180000779340:7383-7554 + CGCGTGATGATCGAGAAGTCTGGAATGAGGCGACGTGGCCTATGCACAAGGTATAC----AAA--CAAAGA------------AACGCAAATGCA------CATCT------CTGA-GAAAGT-----TAGCGA-A---T-C-AAAAT-TG----TATTCTCTCTGCAGAAAATTAATTCTGAAATCGGATCAGCAGACGGGCGATGTTTTACTCGATG
droFic1 scf7180000453924:106853-

107017 +
CGCGTGATGATCGAGAAGTCTGGAATGCGGCGACGTGGCCTATGTACAAGGTATGT----AAA--CAAACA------------AATGCAGATGGG------CATCT------TT-G---AA---------ATTTATTTACACTTTTGTTT-----------TCTCACAGAAAATTGATACTGAAATCGGACCAGCAGACCGGCGATGTTCTACTCGACG

droKik1 scf7180000302408:484959-
485130 +

CGAGTGATGATCGAGAAATCTGGAATGCGACGACGTGGCCTATGTACAAGGTATTATTGTAAA--CAATAAA--GC------ATC--------TTTGATAA----ACAAA--AACTAAA-TTC-----AAATTC-A-----------T-TG----TTTTTTCTAAACAGAAAATTAATTCTGAAATCGGATCAGCAGACGGGCGATGTTCTACTGGATG

droAna3 scaffold_12916:6242055-
6242211 -

CGTGTCATGATCGAGAAATCCGGCATGCGACGACGTGGCCTATGTACAAGGTAAAC----AAA--TAAACT------------TA--------TT----CA----TTAAA--ATCTTAA-TC---------CAA-A-----TAT-----TACTATT-----TCTTATAGAAAATTGATTTTGAAATCGGATCAGCAAACCGGCGATGTTCTTCTGGATG

droBip1 scf7180000396568:587240-
587404 +

CGTGTGATGATCGAGAAATCCGGCATGCGACGACGTGGCCTATGTACAAGGTATGT----AAA--TAAATAA--ACAATATA-------------------ACTCT------TTTA-TAAAAT-----TCTTAA-A---C-T-ATAAATTG----T-----GATTGCAGAAAATTGATTTTGAAATCGGATCAGCAAACCGGCGATGTTCTATTAGACG

dp5 4_group3:4204883-4205054 - CGTGTGATGATTGAAAAGTCTGGCATGCGGCGACGTGGCCTATGTACAAGGTGGGGTCGTAAA--GAAATAC--AC------ATA--------TGTATGTG----CTACC--CTTTTAA-ATG-----ATTCCC-A-----TATCTTTTG-----------TCTCATAGAAAATTGATACTGAAATCTGATCAGGCGACGGGTGATGTTCTTTTGGATG
droPer2 scaffold_1:5687763-5687930 - CGTGTGATGATTGAAAAGTCTGGCATGCGGCGACGTGGCCTATGTACAAGGTGGGGTCGTAAA--GAAATAC--AC------ATA--------TG----TG----CTACC--CTTTTAA-ATG-----ATTCCC-A-----TATCTTTTG-----------TCTCATAGAAAATTGATACTGAAATCTGATCAGGCGACGGGTGATGTTCTTTTGGATG
droWil2 scf2_1100000004521:2182398-

2182560 +
CGTGTTATGATTGAAAAATCGGGCATGCGACGACGCGGTTTATGTACCAGGTTGGT----TTTTTCTCTCA----CTTTATG--------ATTCA------TGACT------TTTA-AG-----------ACTA-ATG-AGT-T--TTT------T-----TGTTCCAGAAAATTAATATTGAAATCGGATCAGCAAACTGGCGATGTTCTATTGGATG

droVir3 scaffold_12963:13657305-
13657458 +

CGTGTGATGATCGAGAAATCGGGCATGCGACGACGTGGTCTATGTACAAGGTGCCT----AAC--TAAG-----------GG-TA--------TT---------CC------ATCA-TAAGCA-----CAACTA-A---TCT-G--TCA------T-----TGTTGCAGAAAACTGATATTGAAATCGGATCAGCAGACGGGCGATGTTTTGTTGGATG

droMoj3 scaffold_6500:24500436-
24500602 -

CGAGTTATGATCGAGAAGTCGGGCATGCGGCGTCGTGGCTTGTGTACAAGGTATCA----ACA--AAAATCT--GAT---CA-------------------GATCC------ATCA-TGATCG-----ACACTA-A---TAT-GTGATTTGTGATT-----GTGTGTAGAAAGCTAATACTGAAATCGGATCAGCAAACTGGCGATGTTTTGTTGGATG

droGri2 scaffold_15126:6206669-
6206832 -

CGTGTGATGATCGAGAAATCGGGCATGCGACGACGTGGCTTGTGCACAAGGTACAT----TTA--TC---AG--AGTTTGAG-------------------CATCA------TCCC-AGCTAAACCCGAAACTA-A---ACT-T--TTG------T-----TGTTGCAGAAAACTGATATTGAAATCAGATCAGCAGACTGGCGATGTTCTATTGGATG
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